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CDS complement (join(1. .614;68563. .69550))
  /gene="1"
  /product="gp1"
  /locus tag="ranunculus_1"
    /note=Original Glimmer call @bp 1364 has strength 3.15; Genemark calls start at 69249
    /note=SSC: 614-68563 CP: no SCS: both-cs ST: NA BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_127 [Arthrobacter phage Pureglobe5]],,NCBI, q253:s5 52.7205% 6.10709E-51 GAP: 733 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.34, -3.6333723343341213, no F:  SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_127 [Arthrobacter phage Pureglobe5]],,UYL87490,59.1696,6.10709E-51 SIF-HHPRED:  SIF-Syn: 

CDS 1348 - 1632
  /gene="2"
  /product="gp2"
  /function="hypothetical protein"
  /locus tag="ranunculus_2"
    /note=Original Glimmer call @bp 1348 has strength 13.63; Genemark calls start at 1348
    /note=SSC: 1348-1632 CP: yes SCS: both ST: NA BLAST-Start: [hypothetical protein PBI_BEAGLE_2 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 68.0851% 1.13425E-10 GAP: 733 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.647, -3.4897410997597818, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_2 [Arthrobacter phage Beagle] ],,QGJ92762,48.7805,1.13425E-10 SIF-HHPRED:  SIF-Syn: 
    /note=Starterator had no results, selected start has LORF.

CDS 1632 - 1850
  /gene="3"
  /product="gp3"
  /function="hypothetical protein"
  /locus tag="ranunculus_3"
    /note=Original Glimmer call @bp 1632 has strength 17.21; Genemark calls start at 1632
    /note=SSC: 1632-1850 CP: yes SCS: both ST: NA BLAST-Start:  GAP: -1 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.423, -3.5316035464369326, yes F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=No matches in NCBI, not a cluster match in phagesdb; only 1 potential start

CDS 1847 - 2248
  /gene="4"
  /product="gp4"
  /function="hypothetical protein"
  /locus tag="ranunculus_4"
    /note=Original Glimmer call @bp 1847 has strength 13.86; Genemark calls start at 1847
    /note=SSC: 1847-2248 CP: yes SCS: both ST: NA BLAST-Start:  GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.423, -3.5316035464369326, yes F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=No blast results from a similar cluster; not LORF but most logical based on overlap

CDS 2248 - 2697
  /gene="5"
  /product="gp5"
  /function="hypothetical protein"
  /locus tag="ranunculus_5"
    /note=Original Glimmer call @bp 2248 has strength 16.45; Genemark calls start at 2248
    /note=SSC: 2248-2697 CP: yes SCS: both ST: NA BLAST-Start:  GAP: -1 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.737, -2.8454123590742793, yes F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=No blast results from a similar cluster; LORF

CDS 2694 - 3044
  /gene="6"
  /product="gp6"
  /function="hypothetical protein"
  /locus tag="ranunculus_6"
    /note=Original Glimmer call @bp 2694 has strength 5.24; Genemark calls start at 2694
    /note=SSC: 2694-3044 CP: yes SCS: both ST: NI BLAST-Start: [hypothetical protein SEA_ODYSSEY395_9 [Arthrobacter phage Odyssey395]],,NCBI, q1:s54 98.2759% 1.58114E-10 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.239, -4.203505910436778, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_9 [Arthrobacter phage Odyssey395]],,QOP66760,38.1215,1.58114E-10 SIF-HHPRED:  SIF-Syn: 
    /note=Not LORF, but most logical based on overlap

CDS 3041 - 3424
  /gene="7"
  /product="gp7"
  /function="hypothetical protein"
  /locus tag="ranunculus_7"
    /note=Original Glimmer call @bp 3041 has strength 2.05; Genemark calls start at 3041
    /note=SSC: 3041-3424 CP: no SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_10 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 99.2126% 3.84068E-67 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.49, -3.3060637489568596, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_10 [Arthrobacter phage Beagle] ],,QGJ92770,84.4444,3.84068E-67 SIF-HHPRED:  SIF-Syn: 
    /note=Little coding potential--some coverage but litlle

CDS 3578 - 3706
  /gene="8"
  /product="gp8"
  /function="hypothetical protein"
  /locus tag="ranunculus_8"
    /note=Original Glimmer call @bp 3578 has strength 13.17; Genemark calls start at 3578
    /note=SSC: 3578-3706 CP: yes SCS: both ST: SS BLAST-Start:  GAP: 153 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.406, -4.5888612675729545, no F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=Large Gap, but LORF.
    /note=NCBI BLAST not very helpful.

CDS 3706 - 3861
  /gene="9"
  /product="gp9"
  /function="hypothetical protein"
  /locus tag="ranunculus_9"
    /note=Original Glimmer call @bp 3706 has strength 17.05; Genemark calls start at 3706
    /note=SSC: 3706-3861 CP: yes SCS: both ST: NI BLAST-Start:  GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.065, -4.373866523711432, yes F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=No Data from NCBI BLAST, not LORF but most logical based on overlaps

CDS 3858 - 4391
  /gene="10"
  /product="gp10"
  /function="hypothetical protein"
  /locus tag="ranunculus_10"
    /note=Original Glimmer call @bp 3858 has strength 14.22; Genemark calls start at 3858
    /note=SSC: 3858-4391 CP: yes SCS: both ST: NI BLAST-Start: [hypothetical protein SEA_ODYSSEY395_13 [Arthrobacter phage Odyssey395] ],,NCBI, q1:s1 43.5028% 3.09271E-18 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.322, -5.916673162539987, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_13 [Arthrobacter phage Odyssey395] ],,QOP66763,65.8537,3.09271E-18 SIF-HHPRED:  SIF-Syn: 

CDS 4388 - 4969
  /gene="11"
  /product="gp11"
  /function="ParB-like nuclease domain"
  /locus tag="ranunculus_11"
    /note=Original Glimmer call @bp 4388 has strength 15.07; Genemark calls start at 4388
    /note=SSC: 4388-4969 CP: yes SCS: both ST: SS BLAST-Start: [ParB-like nuclease domain protein [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 1.0264E-100 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.112, -4.130083972178869, no F: ParB-like nuclease domain SIF-BLAST: ,,[ParB-like nuclease domain protein [Arthrobacter phage Beagle] ],,QGJ92775,86.5285,1.0264E-100 SIF-HHPRED: ParB family protein; DNA-binding protein, CTP, Myxococcus, DNA-segregation, DNA BINDING PROTEIN; HET: UFQ, GOL; 1.7A {Myxococcus xanthus (strain DK 1622)},,,7BNR_B,93.2643,99.8 SIF-Syn: 
    /note=Several blast results state parB-like nuclease domains with very low e-values; not LORF but best based on overlaps.

CDS 4966 - 5283
  /gene="12"
  /product="gp12"
  /function="hypothetical protein"
  /locus tag="ranunculus_12"
    /note=Original Glimmer call @bp 4966 has strength 7.28; Genemark calls start at 4969
    /note=SSC: 4966-5283 CP: yes SCS: both-gl ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_16 [Arthrobacter phage Beagle]],,NCBI, q1:s1 100.0% 7.35971E-18 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.597, -3.4224590770118644, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_16 [Arthrobacter phage Beagle]],,QGJ92776,76.25,7.35971E-18 SIF-HHPRED:  SIF-Syn: 
    /note=starterator suggests the start location is at 4966 which also is LORF. Blast results are inconclusive and point towards a NKF gene

CDS 5268 - 5381
  /gene="13"
  /product="gp13"
  /function="hypothetical protein"
  /locus tag="ranunculus_13"
    /note=Original Glimmer call @bp 5268 has strength 10.32
    /note=SSC: 5268-5381 CP: yes SCS: glimmer ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_18 [Arthrobacter phage Odyssey395]],,NCBI, q1:s1 91.8919% 0.00995931 GAP: -16 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.263, -3.8622971487145565, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_18 [Arthrobacter phage Odyssey395]],,QOP66768,81.25,0.00995931 SIF-HHPRED:  SIF-Syn: 
    /note=Blast results are inconclusive and point towards a NKF gene. The gene is only 114 bp long, It is found in odyssey, pureglobe5, and beagle, but is missing in other phages.

CDS 5362 - 5913
  /gene="14"
  /product="gp14"
  /function="helix-turn-helix DNA binding domain"
  /locus tag="ranunculus_14"
    /note=Original Glimmer call @bp 5362 has strength 15.38; Genemark calls start at 5362
    /note=SSC: 5362-5913 CP: yes SCS: both ST: NI BLAST-Start: [helix-turn-helix DNA binding domain protein [Arthrobacter phage Odyssey395] ],,NCBI, q18:s7 89.071% 5.62974E-83 GAP: -20 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.263, -3.940982341616414, no F: helix-turn-helix DNA binding domain SIF-BLAST: ,,[helix-turn-helix DNA binding domain protein [Arthrobacter phage Odyssey395] ],,QOP66769,83.1395,5.62974E-83 SIF-HHPRED:  SIF-Syn: 
    /note=Blast results suggests this gene could be multiple different functions, called the highest probability function of helix-turn-helix. Should review this gene later.

CDS 5906 - 6328
  /gene="15"
  /product="gp15"
  /function="ribbon-helix-helix DNA binding domain"
  /locus tag="ranunculus_15"
    /note=Original Glimmer call @bp 5906 has strength 5.54; Genemark calls start at 5906
    /note=SSC: 5906-6328 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_19 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 8.7613E-61 GAP: -8 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.578, -5.435916543838876, no F: ribbon-helix-helix DNA binding domain SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_19 [Arthrobacter phage Beagle] ],,QGJ92779,79.1367,8.7613E-61 SIF-HHPRED:  SIF-Syn: 
    /note=Ribbon-helix-helix was suggested though multiple blast results. Sea-phages functional assignments warned caution about calling a gene ribbon-helix-helix. Not LORF but most reasonable start based on overlap and Z score

CDS 6341 - 8053
  /gene="16"
  /product="gp16"
  /function="terminase, large subunit"
  /locus tag="ranunculus_16"
    /note=Original Glimmer call @bp 6341 has strength 11.52; Genemark calls start at 6341
    /note=SSC: 6341-8053 CP: yes SCS: both ST: SS BLAST-Start: [terminase large subunit [Arthrobacter phage Pureglobe5]],,NCBI, q1:s1 97.3684% 0.0 GAP: 12 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.783, -4.989602575074527, no F: terminase, large subunit SIF-BLAST: ,,[terminase large subunit [Arthrobacter phage Pureglobe5]],,UYL87385,83.6096,0.0 SIF-HHPRED: Large subunit terminase; large terminase, VIRAL PROTEIN; 2.2A {Deep-sea thermophilic phage D6E},,,5OE8_B,68.0702,100.0 SIF-Syn: 
    /note=Most blast results point towards terminase, large subunit or terminase in general.

CDS 8071 - 8382
  /gene="17"
  /product="gp17"
  /function="hypothetical protein"
  /locus tag="ranunculus_17"
    /note=Original Glimmer call @bp 8182 has strength 4.57; Genemark calls start at 8071
    /note=SSC: 8071-8382 CP: yes SCS: both-gm ST: NA BLAST-Start: [membrane protein [Arthrobacter phage Odyssey395] ],,NCBI, q1:s1 100.0% 8.67793E-62 GAP: 17 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.0, -5.2821132105259405, no F: hypothetical protein SIF-BLAST: ,,[membrane protein [Arthrobacter phage Odyssey395] ],,QOP66773,93.2039,8.67793E-62 SIF-HHPRED:  SIF-Syn: 
    /note=blast results mostly pointed towards NKF, except for NCBI which had a high match for membrane protein.

CDS 8385 - 10292
  /gene="18"
  /product="gp18"
  /function="portal protein"
  /locus tag="ranunculus_18"
    /note=Original Glimmer call @bp 8556 has strength 14.34; Genemark calls start at 8556
    /note=SSC: 8385-10292 CP: yes SCS: both-cs ST: NI BLAST-Start: [portal protein [Arthrobacter phage Beagle]],,NCBI, q1:s1 99.2126% 0.0 GAP: 2 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.647, -3.0425830684175623, no F: portal protein SIF-BLAST: ,,[portal protein [Arthrobacter phage Beagle]],,QGJ92783,80.3175,0.0 SIF-HHPRED: Portal protein; Prohead I, icosahedral symmetry, HK97, phage, capsid, VIRUS; 3.6A {Escherichia phage HK97},,,8FQL_E,59.685,100.0 SIF-Syn: 
    /note=Heavy blast evidence for portal protein; LORF; matches better with LORF; better Z score

CDS 10289 - 13027
  /gene="19"
  /product="gp19"
  /function="capsid maturation protease"
  /locus tag="ranunculus_19"
    /note=Original Glimmer call @bp 10289 has strength 12.07; Genemark calls start at 10289
    /note=SSC: 10289-13027 CP: yes SCS: both ST: SS BLAST-Start: [capsid maturation protease and MuF-like fusion protein [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 0.0 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 3.037, -2.17469248771465, yes F: capsid maturation protease SIF-BLAST: ,,[capsid maturation protease and MuF-like fusion protein [Arthrobacter phage Beagle] ],,QGJ92785,76.8884,0.0 SIF-HHPRED:  SIF-Syn: 
    /note=Blast results show multiple mentions of capsid maturation protease with an e-value of 0

CDS 13030 - 13173
  /gene="20"
  /product="gp20"
  /function="hypothetical protein"
  /locus tag="ranunculus_20"
    /note=Original Glimmer call @bp 13030 has strength 6.07; Genemark calls start at 13030
    /note=SSC: 13030-13173 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_27 [Arthrobacter phage Odyssey395]],,NCBI, q1:s1 100.0% 9.90636E-13 GAP: 2 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.397, -3.649482460397077, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_27 [Arthrobacter phage Odyssey395]],,QOP66777,74.4681,9.90636E-13 SIF-HHPRED:  SIF-Syn: 
    /note=Blast results are inconclusive, but start site has evidence with starterator and having coding capacity. Gene is flanked by 2 capsid genes and has a consistent gap no matter what start is chosen. Review gene later

CDS 13327 - 15048
  /gene="21"
  /product="gp21"
  /function="major capsid hexamer protein"
  /locus tag="ranunculus_21"
    /note=Original Glimmer call @bp 13327 has strength 14.96; Genemark calls start at 13327
    /note=SSC: 13327-15048 CP: yes SCS: both ST: SS BLAST-Start: [major capsid hexamer protein [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 0.0 GAP: 153 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.139, -4.422065872383915, no F: major capsid hexamer protein SIF-BLAST: ,,[major capsid hexamer protein [Arthrobacter phage Beagle] ],,QGJ92787,88.3478,0.0 SIF-HHPRED:  SIF-Syn: 
    /note=Suggested start based on Starterator Pham 121421 report listing.
    /note=All GM Coding Capacity based on Host-Trained GeneMark coding capacity at 13327. There is a large gap before it begins coding.
    /note=Function based on sequence length and low e-value correlation with Rizwana and BruhMoment phages genes already labeled as major capsid hexamer protein.
    /note=I did not choose any hits from the HHPred section because of their high e-value, low probability, and low coverage percent.
    /note=I did not choose any accessions from the NCBI list because of a lack of e-values, I considered 0 to be no value. Accessions with e-values had low identity and low alignment.

CDS 15118 - 15879
  /gene="22"
  /product="gp22"
  /function="hypothetical protein"
  /locus tag="ranunculus_22"
    /note=Original Glimmer call @bp 15118 has strength 15.82; Genemark calls start at 15118
    /note=SSC: 15118-15879 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_29 [Arthrobacter phage Odyssey395]],,NCBI, q1:s1 99.6047% 6.43279E-95 GAP: 69 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.714, -2.8793565916978188, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_29 [Arthrobacter phage Odyssey395]],,QOP66779,77.7778,6.43279E-95 SIF-HHPRED:  SIF-Syn: 
    /note=Starterator report for Pham 5858 indicates this gene does start a gene and the Host-Trained GeneMark report indicated coding capacity. The gene function remains unknown because the few reference genes have no known function and the sequence length leads to less trust worth e-value scores from the various blast lists.

CDS 15891 - 16349
  /gene="23"
  /product="gp23"
  /function="hypothetical protein"
  /locus tag="ranunculus_23"
    /note=Original Glimmer call @bp 15891 has strength 17.99; Genemark calls start at 15891
    /note=SSC: 15891-16349 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_29 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 98.0263% 2.91102E-81 GAP: 11 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.109, -1.953940808934884, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_29 [Arthrobacter phage Beagle] ],,QGJ92789,90.604,2.91102E-81 SIF-HHPRED:  SIF-Syn: 
    /note=Starterator report for Pham 5987 indicates GeneMark Start 15891 is a start site for a gene. The Host-Trained GeneMark report indicates All GM coding capacity to be yes. Most Blast lists suffer from high e-values, accept accession QGJ92789 w/ a low e-value. It suffers from a short sequence length of 148 w/ 135 positives. It may be appropriate to label its function as a hypothetical protein domain.

CDS 16352 - 17272
  /gene="24"
  /product="gp24"
  /function="major tail protein"
  /locus tag="ranunculus_24"
    /note=Original Glimmer call @bp 16352 has strength 18.5; Genemark calls start at 16352
    /note=SSC: 16352-17272 CP: yes SCS: both ST: SS BLAST-Start: [major tail protein [Arthrobacter phage Pureglobe5]],,NCBI, q1:s1 100.0% 0.0 GAP: 2 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.249, -4.738304291908741, yes F: major tail protein SIF-BLAST: ,,[major tail protein [Arthrobacter phage Pureglobe5]],,UYL87394,91.5033,0.0 SIF-HHPRED:  SIF-Syn: 
    /note=Starterator report Pham 121186 indicates that genemark start 16352 is the start of this gene. Host-Trained GeneMark indicates that All GM coding capacity is yes. Based on the blast lists PhageDB provides function matches with major tail protein on Pureglobe5, Beagle, and Odyssey395. There high ~500 scores and low e-values indicate accuracy.

CDS 17342 - 18316
  /gene="25"
  /product="gp25"
  /function="lysin A"
  /locus tag="ranunculus_25"
    /note=Original Glimmer call @bp 17342 has strength 18.74; Genemark calls start at 17342
    /note=SSC: 17342-18316 CP: yes SCS: both ST: SS BLAST-Start: [peptidase [Arthrobacter phage Seahorse] ],,NCBI, q1:s1 99.6914% 2.99828E-122 GAP: 69 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.674, -3.43193884244744, no F: lysin A SIF-BLAST: ,,[peptidase [Arthrobacter phage Seahorse] ],,YP_010656214,69.5122,2.99828E-122 SIF-HHPRED:  SIF-Syn: 
    /note=Starterator report Pham 86233 indicates that GeneMark Start 17342 is the start of the gene. Host-Trained GeneMark indicated that All GM Coding Capacity is yes. Blast list e-values are low for Abby Daisy and YP_010656214 indicating a Lysin A function.

CDS 18319 - 18939
  /gene="26"
  /product="gp26"
  /function="head-to-tail adaptor"
  /locus tag="ranunculus_26"
    /note=Original Glimmer call @bp 18319 has strength 17.5; Genemark calls start at 18319
    /note=SSC: 18319-18939 CP: yes SCS: both ST: SS BLAST-Start: [head-to-tail adaptor [Arthrobacter phage Odyssey395]],,NCBI, q1:s1 100.0% 1.25239E-93 GAP: 2 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.407, -3.486006226271621, no F: head-to-tail adaptor SIF-BLAST: ,,[head-to-tail adaptor [Arthrobacter phage Odyssey395]],,QOP66783,80.4878,1.25239E-93 SIF-HHPRED: Adaptor protein Rcc01688; "neck", "portal", "capsid", "tail tube", VIRUS; 3.58A {Rhodobacter capsulatus},,,6TE9_C,83.9806,99.7 SIF-Syn: 
    /note=Starterator report pham 120158 indicates GeneMark start 18319 is the start of the gene. Host-Trained gene mark report indicates coding capacity yes. Low Blast list e-values indicate functionality of Head-to-tail adaptor.

CDS 18939 - 19457
  /gene="27"
  /product="gp27"
  /function="hypothetical protein"
  /locus tag="ranunculus_27"
    /note=Original Glimmer call @bp 18939 has strength 16.48; Genemark calls start at 18939
    /note=SSC: 18939-19457 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_34 [Arthrobacter phage Odyssey395]],,NCBI, q1:s4 98.8372% 6.21467E-66 GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.407, -3.83711508627892, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_34 [Arthrobacter phage Odyssey395]],,QOP66784,74.8571,6.21467E-66 SIF-HHPRED:  SIF-Syn: 
    /note=Starterator report pham 121574 indicates 18939 is the start of the gene. Host-Trained GeneMark indicates coding capacity yes. Blast lists indicate no known function based on low identity, probability, and sequence length.

CDS 19454 - 19969
  /gene="28"
  /product="gp28"
  /function="minor tail protein"
  /locus tag="ranunculus_28"
    /note=Original Glimmer call @bp 19454 has strength 5.53; Genemark calls start at 19454
    /note=SSC: 19454-19969 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_34 [Arthrobacter phage Beagle] ],,NCBI, q4:s7 97.6608% 1.36484E-75 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 0.65, -7.401311827317805, no F: minor tail protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_34 [Arthrobacter phage Beagle] ],,QGJ92794,77.8409,1.36484E-75 SIF-HHPRED:  SIF-Syn: 
    /note=Starterartor report Pham 6046 suggest 19454 as the start of the gene. Host-Trained GeneMark report indicate coding capacity true. Blast lists suggest minor tail protein based on based on high coverage and probability scores in combination with decently low e-values. Short length may undermine the e-values to an extent.

CDS 20032 - 20481
  /gene="29"
  /product="gp29"
  /function="tail assembly chaperone"
  /locus tag="ranunculus_29"
    /note=Original Glimmer call @bp 20077 has strength 5.06; Genemark calls start at 20032
    /note=SSC: 20032-20481 CP: yes SCS: both-gm ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_35 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 87.2483% 2.39179E-58 GAP: 62 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.992, -4.45540384879315, no F: tail assembly chaperone SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_35 [Arthrobacter phage Beagle] ],,QGJ92795,72.9167,2.39179E-58 SIF-HHPRED: Phage_TAC_10 ; Phage tail assembly chaperone,,,PF10963.12,58.3893,97.5 SIF-Syn: 
    /note=Host-Trained GeneMark suggests a start of 20032 and indicated coding capacity. Starterator suggests 20032 as the start of the gene also with 20077 as an alternate. The Blast list indicate a weaker function relating to tail assembly chaperone based on sub par e-value scores. I chose Tail assembly chaperone function because the phage BruhMoment indicates a frameshift when compared next to ranunculus in the Pham Map. 
    /note=ribosomal slippage 
    /note=CDS join(20032. .20299;20299. .20530

CDS 20630 - 25639
  /gene="30"
  /product="gp30"
  /function="tape measure protein"
  /locus tag="ranunculus_30"
    /note=Original Glimmer call @bp 20630 has strength 17.52; Genemark calls start at 20630
    /note=SSC: 20630-25639 CP: yes SCS: both ST: SS BLAST-Start: [tape measure protein [Arthrobacter phage Pureglobe5]],,NCBI, q1:s1 99.8802% 0.0 GAP: 148 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.525, -5.4744737427355155, no F: tape measure protein SIF-BLAST: ,,[tape measure protein [Arthrobacter phage Pureglobe5]],,UYL87401,74.8308,0.0 SIF-HHPRED: Tape Measure Protein, gp57; phage tail, tail tip, tape measure protein, VIRAL PROTEIN; 3.7A {Staphylococcus virus 80alpha},,,6V8I_CF,65.6081,99.8 SIF-Syn: 
    /note=Starterator Pham Report 6129 suggest 20630 genemark start is the start of the gene. Host-Trained genemark report indicates coding capacity true. Blasts list indicate phage beagle score, 6L81 coverage and UYL87461 alignment have high correlation and suggest tape measure protein functionality.

CDS 25649 - 26857
  /gene="31"
  /product="gp31"
  /function="minor tail protein"
  /locus tag="ranunculus_31"
    /note=Original Glimmer call @bp 25649 has strength 11.79; Genemark calls start at 25649
    /note=SSC: 25649-26857 CP: yes SCS: both ST: SS BLAST-Start: [minor tail protein [Arthrobacter phage Beagle]],,NCBI, q1:s1 100.0% 0.0 GAP: 9 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.12, -2.0111200136961407, yes F: minor tail protein SIF-BLAST: ,,[minor tail protein [Arthrobacter phage Beagle]],,QGJ92798,87.5622,0.0 SIF-HHPRED:  SIF-Syn: 
    /note=Wasn`t a great match but it matched enough for it to be called a minor tail protein.

CDS 26857 - 27990
  /gene="32"
  /product="gp32"
  /function="minor tail protein"
  /locus tag="ranunculus_32"
    /note=Original Glimmer call @bp 26857 has strength 8.37; Genemark calls start at 26857
    /note=SSC: 26857-27990 CP: yes SCS: both ST: SS BLAST-Start: [minor tail protein [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 0.0 GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.701, -5.168691467812739, no F: minor tail protein SIF-BLAST: ,,[minor tail protein [Arthrobacter phage Beagle] ],,QGJ92799,89.3899,0.0 SIF-HHPRED: Sipho_Gp37 ; Siphovirus ReqiPepy6 Gp37-like protein,,,PF14594.10,90.7162,99.9 SIF-Syn: 
    /note=Not LORF, but most logical based on overlaps

CDS 28223 - 29293
  /gene="33"
  /product="gp33"
  /function="minor tail protein"
  /locus tag="ranunculus_33"
    /note=Original Glimmer call @bp 28223 has strength 12.46; Genemark calls start at 28223
    /note=SSC: 28223-29293 CP: yes SCS: both ST: SS BLAST-Start: [minor tail protein [Arthrobacter phage BruhMoment]],,NCBI, q1:s1 100.0% 0.0 GAP: 232 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.027, -2.274496637415597, yes F: minor tail protein SIF-BLAST: ,,[minor tail protein [Arthrobacter phage BruhMoment]],,UOK18351,88.764,0.0 SIF-HHPRED:  SIF-Syn: 
    /note=Not 100% identity with no coding capacity

CDS 29296 - 32751
  /gene="34"
  /product="gp34"
  /function="hypothetical protein"
  /locus tag="ranunculus_34"
    /note=Original Glimmer call @bp 29296 has strength 13.39; Genemark calls start at 29296
    /note=SSC: 29296-32751 CP: yes SCS: both ST: NA BLAST-Start: [minor tail protein [Arthrobacter phage BruhMoment]],,NCBI, q829:s415 28.0626% 1.42013E-179 GAP: 2 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.664, -5.759808411204066, no F: hypothetical protein SIF-BLAST: ,,[minor tail protein [Arthrobacter phage BruhMoment]],,UOK18352,38.9417,1.42013E-179 SIF-HHPRED:  SIF-Syn: 
    /note=Not enough information to match closely to anything

CDS 32751 - 33386
  /gene="35"
  /product="gp35"
  /function="hypothetical protein"
  /locus tag="ranunculus_35"
    /note=Original Glimmer call @bp 32751 has strength 15.41; Genemark calls start at 32751
    /note=SSC: 32751-33386 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_BRUHMOMENT_37 [Arthrobacter phage BruhMoment]],,NCBI, q1:s1 99.5261% 1.07358E-70 GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.631, -2.996985748252251, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_BRUHMOMENT_37 [Arthrobacter phage BruhMoment]],,UOK18353,69.6682,1.07358E-70 SIF-HHPRED:  SIF-Syn: 
    /note=Not enough information to match closely to anything

CDS 33402 - 34343
  /gene="36"
  /product="gp36"
  /function="hypothetical protein"
  /locus tag="ranunculus_36"
    /note=Original Glimmer call @bp 33402 has strength 13.27; Genemark calls start at 33402
    /note=SSC: 33402-34343 CP: yes SCS: both ST: SS BLAST-Start: [minor tail protein [Arthrobacter phage Shambre1] ],,NCBI, q5:s9 98.722% 4.94932E-77 GAP: 15 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.914, -4.702334767722353, no F: hypothetical protein SIF-BLAST: ,,[minor tail protein [Arthrobacter phage Shambre1] ],,YP_010755393,61.9497,4.94932E-77 SIF-HHPRED:  SIF-Syn: 
    /note=Not close enough to anything to identify

CDS 34381 - 36354
  /gene="37"
  /product="gp37"
  /function="minor tail protein"
  /locus tag="ranunculus_37"
    /note=Original Glimmer call @bp 34381 has strength 14.31; Genemark calls start at 34381
    /note=SSC: 34381-36354 CP: yes SCS: both ST: SS BLAST-Start: [minor tail protein [Arthrobacter phage Beagle]],,NCBI, q1:s1 99.5434% 0.0 GAP: 37 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.885, -2.794070146961553, yes F: minor tail protein SIF-BLAST: ,,[minor tail protein [Arthrobacter phage Beagle]],,QGJ92803,83.0585,0.0 SIF-HHPRED:  SIF-Syn: 
    /note=some evidence that matches with minor tail protein

CDS 36688 - 36846
  /gene="38"
  /product="gp38"
  /function="hypothetical protein"
  /locus tag="ranunculus_38"
    /note=Original Glimmer call @bp 36688 has strength 7.63; Genemark calls start at 36688
    /note=SSC: 36688-36846 CP: no SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_45 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 8.31583E-9 GAP: 333 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.832, -4.741278731374927, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_45 [Arthrobacter phage Beagle] ],,QGJ92805,57.6271,8.31583E-9 SIF-HHPRED:  SIF-Syn: 
    /note=Has very little coding potential within the span, not much

CDS 36875 - 37153
  /gene="39"
  /product="gp39"
  /function="hypothetical protein"
  /locus tag="ranunculus_39"
    /note=Original Glimmer call @bp 36875 has strength 10.07; Genemark calls start at 36935
    /note=SSC: 36875-37153 CP: yes SCS: both-gl ST: NI BLAST-Start: [hypothetical protein [Streptomyces sp. ms191]],,NCBI, q1:s1 86.9565% 1.45272E-7 GAP: 28 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.503, -5.458888656556517, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein [Streptomyces sp. ms191]],,WP_147978958,47.5248,1.45272E-7 SIF-HHPRED:  SIF-Syn: 
    /note=Not close enough to anything to identify

CDS 37140 - 37355
  /gene="40"
  /product="gp40"
  /function="hypothetical protein"
  /locus tag="ranunculus_40"
    /note=Original Glimmer call @bp 37140 has strength 6.28; Genemark calls start at 37188
    /note=SSC: 37140-37355 CP: yes SCS: both-gl ST: NA BLAST-Start:  GAP: -14 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.143, -4.124821728793217, yes F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 

CDS 37355 - 37840
  /gene="41"
  /product="gp41"
  /function="hypothetical protein"
  /locus tag="ranunculus_41"
    /note=Original Glimmer call @bp 37355 has strength 19.36; Genemark calls start at 37355
    /note=SSC: 37355-37840 CP: yes SCS: both ST: NA BLAST-Start:  GAP: -1 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.645, -3.0301037898918786, no F: hypothetical protein SIF-BLAST:  SIF-HHPRED: Hyaluronan synthase; glycosyltransferase, hyaluronan, MEMBRANE PROTEIN; HET: Y01, UD1, 3PE;{Paramecium bursaria Chlorella virus CZ-2},,,7SP8_A,95.6522,94.4 SIF-Syn: 
    /note=Other clusters call this a holin protein, not good enough matches of 1:1 to label as holin

CDS 37833 - 38123
  /gene="42"
  /product="gp42"
  /function="hypothetical protein"
  /locus tag="ranunculus_42"
    /note=Original Glimmer call @bp 37833 has strength 16.05; Genemark calls start at 37833
    /note=SSC: 37833-38123 CP: yes SCS: both ST: SS BLAST-Start: [membrane protein [Arthrobacter phage BruhMoment]],,NCBI, q1:s1 98.9583% 2.52856E-46 GAP: -8 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.885, -2.5052746077145835, yes F: hypothetical protein SIF-BLAST: ,,[membrane protein [Arthrobacter phage BruhMoment]],,UOK18361,85.4369,2.52856E-46 SIF-HHPRED:  SIF-Syn: 
    /note=Not 100% identity but close

CDS 38123 - 38419
  /gene="43"
  /product="gp43"
  /function="hypothetical protein"
  /locus tag="ranunculus_43"
    /note=Original Glimmer call @bp 38123 has strength 11.67; Genemark calls start at 38123
    /note=SSC: 38123-38419 CP: yes SCS: both ST: NA BLAST-Start: [hypothetical protein [Actinomycetota bacterium]],,NCBI, q13:s15 86.7347% 2.50937E-8 GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.406, -5.810900815416798, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein [Actinomycetota bacterium]],,MDQ1540564,48.1481,2.50937E-8 SIF-HHPRED:  SIF-Syn: 
    /note=Not lorf but most reasonable start; no close matches in cluster

CDS 38403 - 39755
  /gene="44"
  /product="gp44"
  /function="hypothetical protein"
  /locus tag="ranunculus_44"
    /note=Original Glimmer call @bp 38403 has strength 15.5; Genemark calls start at 38403
    /note=SSC: 38403-39755 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_BRUHMOMENT_46 [Arthrobacter phage BruhMoment]],,NCBI, q1:s1 95.7778% 8.10513E-173 GAP: -17 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.885, -3.095100142625534, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_BRUHMOMENT_46 [Arthrobacter phage BruhMoment]],,UOK18362,73.5556,8.10513E-173 SIF-HHPRED:  SIF-Syn: 
    /note=Not enough information to match to any function

CDS complement (39856 - 40272)
  /gene="45"
  /product="gp45"
  /function="RusA-like resolvase (endonuclease)"
  /locus tag="ranunculus_45"
    /note=Original Glimmer call @bp 40272 has strength 16.81; Genemark calls start at 40272
    /note=SSC: 40272-39856 CP: yes SCS: both ST: NI BLAST-Start: [RusA-like resolvase [Arthrobacter phage BruhMoment]],,NCBI, q3:s4 98.5507% 2.68436E-71 GAP: -8 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.51, -3.7892872011995418, yes F: RusA-like resolvase (endonuclease) SIF-BLAST: ,,[RusA-like resolvase [Arthrobacter phage BruhMoment]],,UOK18363,82.7338,2.68436E-71 SIF-HHPRED: d.79.6.1 (A:) automated matches {Escherichia coli [TaxId: 562]} | CLASS: Alpha and beta proteins (a+b), FOLD: Bacillus chorismate mutase-like, SUPFAM: Holliday junction resolvase RusA, FAM: Holliday junction resolvase RusA,,,SCOP_d2h8ea_,97.1014,99.7 SIF-Syn: 
    /note=high probability RusA-like resolves based off evidence marked and frequency

CDS complement (40265 - 40507)
  /gene="46"
  /product="gp46"
  /function="hypothetical protein"
  /locus tag="ranunculus_46"
    /note=Original Glimmer call @bp 40507 has strength 13.69; Genemark calls start at 40507
    /note=SSC: 40507-40265 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_52 [Arthrobacter phage Beagle]],,NCBI, q1:s1 95.0% 3.90091E-35 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.143, -4.062508408032887, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_52 [Arthrobacter phage Beagle]],,QGJ92812,83.75,3.90091E-35 SIF-HHPRED:  SIF-Syn: 
    /note=Most evidence points to function unknown,

CDS complement (40504 - 41454)
  /gene="47"
  /product="gp47"
  /function="ribonucleotide reductase"
  /locus tag="ranunculus_47"
    /note=Original Glimmer call @bp 41454 has strength 17.61; Genemark calls start at 41478
    /note=SSC: 41454-40504 CP: yes SCS: both-gl ST: NI BLAST-Start: [class 1b ribonucleoside-diphosphate reductase subunit beta [Paenarthrobacter sp. DKR-5] ],,NCBI, q1:s11 99.6835% 0.0 GAP: 20 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.413, -5.717097356156557, no F: ribonucleotide reductase SIF-BLAST: ,,[class 1b ribonucleoside-diphosphate reductase subunit beta [Paenarthrobacter sp. DKR-5] ],,WP_214427892,89.1975,0.0 SIF-HHPRED: Ribonucleoside-diphosphate reductase subunit beta; OXIDATION-REDUCTION, FLAVIN MONONUCLEOTIDE, MANGANESE, OXIDOREDUCTASE; HET: MN; 2.65A {Streptococcus sanguinis} SCOP: a.25.1.0,,,4N83_D,99.6835,100.0 SIF-Syn: 
    /note=Numbers match up very closely to ribonucleotide reductase

CDS complement (41475 - 41678)
  /gene="48"
  /product="gp48"
  /function="hypothetical protein"
  /locus tag="ranunculus_48"
    /note=Original Glimmer call @bp 41678 has strength 6.89; Genemark calls start at 41678
    /note=SSC: 41678-41475 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_54 [Arthrobacter phage Odyssey395]],,NCBI, q3:s2 83.5821% 7.22998E-16 GAP: -11 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.03, -4.450639800659582, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_54 [Arthrobacter phage Odyssey395]],,QOP66803,64.1791,7.22998E-16 SIF-HHPRED:  SIF-Syn: 
    /note=Not enough evidence or information to match to anything

CDS complement (41668 - 41958)
  /gene="49"
  /product="gp49"
  /function="helix-turn-helix DNA binding domain"
  /locus tag="ranunculus_49"
    /note=Original Glimmer call @bp 41958 has strength 8.08; Genemark calls start at 41958
    /note=SSC: 41958-41668 CP: yes SCS: both ST: NI BLAST-Start: [helix-turn-helix DNA binding domain protein [Arthrobacter phage Odyssey395]],,NCBI, q14:s1 85.4167% 4.15372E-42 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.161, -4.024058836634684, yes F: helix-turn-helix DNA binding domain SIF-BLAST: ,,[helix-turn-helix DNA binding domain protein [Arthrobacter phage Odyssey395]],,QOP66804,91.4634,4.15372E-42 SIF-HHPRED:  SIF-Syn: 

CDS complement (41955 - 42260)
  /gene="50"
  /product="gp50"
  /function="hypothetical protein"
  /locus tag="ranunculus_50"
    /note=Original Glimmer call @bp 42260 has strength 9.53; Genemark calls start at 42260
    /note=SSC: 42260-41955 CP: yes SCS: both ST: SS BLAST-Start: [MULTISPECIES: hypothetical protein [Arthrobacter] ],,NCBI, q1:s1 100.0% 1.27142E-22 GAP: 7 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.022, -4.85287563363746, yes F: hypothetical protein SIF-BLAST: ,,[MULTISPECIES: hypothetical protein [Arthrobacter] ],,WP_133206781,62.0,1.27142E-22 SIF-HHPRED:  SIF-Syn: 
    /note=Not enough evidence/numbers match up

CDS complement (42268 - 42678)
  /gene="51"
  /product="gp51"
  /function="hypothetical protein"
  /locus tag="ranunculus_51"
    /note=Original Glimmer call @bp 42678 has strength 17.19; Genemark calls start at 42678
    /note=SSC: 42678-42268 CP: yes SCS: both ST: SS BLAST-Start: [site-specific recombination directionality factor RDF [Arthrobacter phage SilentRX] ],,NCBI, q1:s1 97.7941% 9.55139E-68 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.232, -3.947883210214623, yes F: hypothetical protein SIF-BLAST: ,,[site-specific recombination directionality factor RDF [Arthrobacter phage SilentRX] ],,YP_010656427,80.0,9.55139E-68 SIF-HHPRED:  SIF-Syn: 

CDS complement (42675 - 42905)
  /gene="52"
  /product="gp52"
  /function="HNH endonuclease"
  /locus tag="ranunculus_52"
    /note=Original Glimmer call @bp 42905 has strength 2.8; Genemark calls start at 42905
    /note=SSC: 42905-42675 CP: yes SCS: both ST: NI BLAST-Start: [hypothetical protein [Novosphingobium sp.]],,NCBI, q1:s125 90.7895% 1.89984E-6 GAP: -14 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.342, -4.280611589027404, no F: HNH endonuclease SIF-BLAST: ,,[hypothetical protein [Novosphingobium sp.]],,MCC6942362,19.5876,1.89984E-6 SIF-HHPRED:  SIF-Syn: no other genes like this in cluster AP

CDS complement (42892 - 43302)
  /gene="53"
  /product="gp53"
  /function="hypothetical protein"
  /locus tag="ranunculus_53"
    /note=Original Glimmer call @bp 43302 has strength 9.93; Genemark calls start at 43302
    /note=SSC: 43302-42892 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_BRUHMOMENT_54 [Arthrobacter phage BruhMoment]],,NCBI, q4:s5 97.7941% 1.10914E-88 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.047, -2.1695583717155773, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_BRUHMOMENT_54 [Arthrobacter phage BruhMoment]],,UOK18370,93.4783,1.10914E-88 SIF-HHPRED:  SIF-Syn: 

CDS complement (43299 - 43610)
  /gene="54"
  /product="gp54"
  /function="hypothetical protein"
  /locus tag="ranunculus_54"
    /note=Original Glimmer call @bp 43610 has strength 7.95; Genemark calls start at 43610
    /note=SSC: 43610-43299 CP: yes SCS: both ST: NA BLAST-Start:  GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.792, -3.5527928455068705, yes F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 

CDS complement (43607 - 43804)
  /gene="55"
  /product="gp55"
  /function="hypothetical protein"
  /locus tag="ranunculus_55"
    /note=Original Glimmer call @bp 43804 has strength 14.53; Genemark calls start at 43804
    /note=SSC: 43804-43607 CP: yes SCS: both ST: NI BLAST-Start: [hypothetical protein QEO78_gp39 [Arthrobacter phage Popper] ],,NCBI, q2:s3 96.9231% 5.47775E-24 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.737, -2.8454123590742793, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein QEO78_gp39 [Arthrobacter phage Popper] ],,YP_010761162,77.2727,5.47775E-24 SIF-HHPRED:  SIF-Syn: 

CDS complement (43801 - 44004)
  /gene="56"
  /product="gp56"
  /function="hypothetical protein"
  /locus tag="ranunculus_56"
    /note=Original Glimmer call @bp 44004 has strength 10.88; Genemark calls start at 44004
    /note=SSC: 44004-43801 CP: yes SCS: both ST: NI BLAST-Start: [hypothetical protein SEA_BRUHMOMENT_57 [Arthrobacter phage BruhMoment]],,NCBI, q1:s1 89.5522% 3.34052E-19 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.992, -4.473132615753581, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_BRUHMOMENT_57 [Arthrobacter phage BruhMoment]],,UOK18373,75.0,3.34052E-19 SIF-HHPRED:  SIF-Syn: 

CDS complement (44001 - 44381)
  /gene="57"
  /product="gp57"
  /function="hypothetical protein"
  /locus tag="ranunculus_57"
    /note=Original Glimmer call @bp 44381 has strength 9.47; Genemark calls start at 44381
    /note=SSC: 44381-44001 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_65 [Arthrobacter phage Pureglobe5]],,NCBI, q1:s1 100.0% 2.46498E-79 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.342, -3.708514821076885, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_65 [Arthrobacter phage Pureglobe5]],,UYL87428,95.2381,2.46498E-79 SIF-HHPRED:  SIF-Syn: 

CDS complement (44378 - 44584)
  /gene="58"
  /product="gp58"
  /function="hypothetical protein"
  /locus tag="ranunculus_58"
    /note=Original Glimmer call @bp 44584 has strength 12.24; Genemark calls start at 44584
    /note=SSC: 44584-44378 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_RIZWANA_46 [Arthrobacter phage Rizwana]],,NCBI, q1:s1 92.6471% 5.59432E-11 GAP: -1 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.314, -3.768468511770412, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_RIZWANA_46 [Arthrobacter phage Rizwana]],,QWY81343,57.3529,5.59432E-11 SIF-HHPRED:  SIF-Syn: 

CDS complement (44584 - 44856)
  /gene="59"
  /product="gp59"
  /function="hypothetical protein"
  /locus tag="ranunculus_59"
    /note=Original Glimmer call @bp 44856 has strength 11.97; Genemark calls start at 44856
    /note=SSC: 44856-44584 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_67 [Arthrobacter phage Beagle]],,NCBI, q1:s1 98.8889% 1.39797E-29 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.684, -3.710105955151917, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_67 [Arthrobacter phage Beagle]],,QGJ92826,69.2308,1.39797E-29 SIF-HHPRED:  SIF-Syn: 

CDS complement (44853 - 45167)
  /gene="60"
  /product="gp60"
  /function="hypothetical protein"
  /locus tag="ranunculus_60"
    /note=Original Glimmer call @bp 45167 has strength 13.7; Genemark calls start at 45167
    /note=SSC: 45167-44853 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_BRUHMOMENT_59 [Arthrobacter phage BruhMoment]],,NCBI, q4:s5 95.1923% 1.93528E-30 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.779, -4.857784300446364, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_BRUHMOMENT_59 [Arthrobacter phage BruhMoment]],,UOK18375,66.6667,1.93528E-30 SIF-HHPRED:  SIF-Syn: 

CDS complement (45164 - 45571)
  /gene="61"
  /product="gp61"
  /function="hypothetical protein"
  /locus tag="ranunculus_61"
    /note=Original Glimmer call @bp 45571 has strength 12.47; Genemark calls start at 45571
    /note=SSC: 45571-45164 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_BRUHMOMENT_60 [Arthrobacter phage BruhMoment]],,NCBI, q1:s1 100.0% 4.22995E-50 GAP: 32 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.535, -5.451610859776011, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_BRUHMOMENT_60 [Arthrobacter phage BruhMoment]],,UOK18376,75.7576,4.22995E-50 SIF-HHPRED:  SIF-Syn: 

CDS complement (45604 - 45834)
  /gene="62"
  /product="gp62"
  /function="hypothetical protein"
  /locus tag="ranunculus_62"
    /note=Original Glimmer call @bp 45834 has strength 8.32; Genemark calls start at 45789
    /note=SSC: 45834-45604 CP: yes SCS: both-gl ST: NA BLAST-Start:  GAP: -8 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.696, -5.10039175875228, no F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=no good matches in pdb or ncbi

CDS complement (45827 - 46063)
  /gene="63"
  /product="gp63"
  /function="hypothetical protein"
  /locus tag="ranunculus_63"
    /note=Original Glimmer call @bp 46063 has strength 12.45; Genemark calls start at 46063
    /note=SSC: 46063-45827 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_72 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 69.2308% 5.90832E-9 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.869, -2.5410833118725082, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_72 [Arthrobacter phage Beagle] ],,QGJ92831,50.0,5.90832E-9 SIF-HHPRED:  SIF-Syn: 

CDS complement (46060 - 46404)
  /gene="64"
  /product="gp64"
  /function="hypothetical protein"
  /locus tag="ranunculus_64"
    /note=Original Glimmer call @bp 46359 has strength 8.29; Genemark calls start at 46359
    /note=SSC: 46404-46060 CP: yes SCS: both-cs ST: NA BLAST-Start: [hypothetical protein SEA_ODYSSEY395_73 [Arthrobacter phage Odyssey395] ],,NCBI, q4:s6 34.2105% 6.36217E-4 GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.323, -3.8116689268127657, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_73 [Arthrobacter phage Odyssey395] ],,QOP66822,15.0,6.36217E-4 SIF-HHPRED:  SIF-Syn: 
    /note=Has coding potential starting at 46390. Chose this start due to the -1 overlap.

CDS complement (46404 - 46913)
  /gene="65"
  /product="gp65"
  /function="hypothetical protein"
  /locus tag="ranunculus_65"
    /note=Original Glimmer call @bp 46913 has strength 15.92; Genemark calls start at 46853
    /note=SSC: 46913-46404 CP: yes SCS: both-gl ST: SS BLAST-Start: [hypothetical protein WILDE_51 [Arthrobacter phage Wilde]],,NCBI, q1:s7 95.858% 4.2607E-23 GAP: -8 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.109, -2.0162541296952132, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein WILDE_51 [Arthrobacter phage Wilde]],,ALY10835,45.3608,4.2607E-23 SIF-HHPRED:  SIF-Syn: 
    /note=Has coding potential starting at 46890. Chose this start due to the small gap.

CDS complement (46906 - 47460)
  /gene="66"
  /product="gp66"
  /function="hypothetical protein"
  /locus tag="ranunculus_66"
    /note=Original Glimmer call @bp 47460 has strength 10.62; Genemark calls start at 47460
    /note=SSC: 47460-46906 CP: no SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_72 [Arthrobacter phage Pureglobe5]],,NCBI, q1:s1 98.3696% 8.91185E-66 GAP: 69 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.737, -2.9063687850157054, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_72 [Arthrobacter phage Pureglobe5]],,UYL87435,70.0565,8.91185E-66 SIF-HHPRED: DUF5420 ; Family of unknown function (DUF5420),,,PF17457.6,95.6522,99.8 SIF-Syn: 
    /note=Has a big gap but it`s the longest reading frame

CDS complement (47530 - 47808)
  /gene="67"
  /product="gp67"
  /function="hypothetical protein"
  /locus tag="ranunculus_67"
    /note=Original Glimmer call @bp 47808 has strength 15.36; Genemark calls start at 47808
    /note=SSC: 47808-47530 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_75 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 93.4783% 2.38444E-17 GAP: 30 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.525, -5.492202509695947, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_75 [Arthrobacter phage Beagle] ],,QGJ92834,64.4444,2.38444E-17 SIF-HHPRED:  SIF-Syn: 

CDS complement (47839 - 48027)
  /gene="68"
  /product="gp68"
  /function="hypothetical protein"
  /locus tag="ranunculus_68"
    /note=Original Glimmer call @bp 48027 has strength 16.58; Genemark calls start at 48027
    /note=SSC: 48027-47839 CP: yes SCS: both ST: NA BLAST-Start:  GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.792, -3.473611599459246, yes F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=no matches in ncbi

CDS complement (48024 - 48341)
  /gene="69"
  /product="gp69"
  /function="hypothetical protein"
  /locus tag="ranunculus_69"
    /note=Original Glimmer call @bp 48341 has strength 6.64; Genemark calls start at 48341
    /note=SSC: 48341-48024 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_77 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 98.0952% 1.35589E-36 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.48, -4.234979229026771, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_77 [Arthrobacter phage Beagle] ],,QGJ92836,69.9029,1.35589E-36 SIF-HHPRED:  SIF-Syn: 

CDS complement (48338 - 48526)
  /gene="70"
  /product="gp70"
  /function="hypothetical protein"
  /locus tag="ranunculus_70"
    /note=Original Glimmer call @bp 48526 has strength 15.98; Genemark calls start at 48526
    /note=SSC: 48526-48338 CP: yes SCS: both ST: NA BLAST-Start:  GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.789, -5.186767100221219, no F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 

CDS complement (48523 - 48849)
  /gene="71"
  /product="gp71"
  /function="hypothetical protein"
  /locus tag="ranunculus_71"
    /note=Original Glimmer call @bp 48849 has strength 8.13; Genemark calls start at 48849
    /note=SSC: 48849-48523 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_77 [Arthrobacter phage Pureglobe5]],,NCBI, q1:s5 98.1481% 8.05624E-35 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.208, -4.060971128237648, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_77 [Arthrobacter phage Pureglobe5]],,UYL87440,74.3119,8.05624E-35 SIF-HHPRED:  SIF-Syn: 

CDS complement (48846 - 50033)
  /gene="72"
  /product="gp72"
  /function="hypothetical protein"
  /locus tag="ranunculus_72"
    /note=Original Glimmer call @bp 50033 has strength 17.89; Genemark calls start at 50033
    /note=SSC: 50033-48846 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_80 [Arthrobacter phage Odyssey395] ],,NCBI, q10:s6 92.4051% 0.0 GAP: 201 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.737, -3.4175091270247986, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_80 [Arthrobacter phage Odyssey395] ],,QOP66829,83.5897,0.0 SIF-HHPRED:  SIF-Syn: 
    /note=Large Gap. Others from AP cluster have no known function.

CDS complement (50235 - 51059)
  /gene="73"
  /product="gp73"
  /function="RecA-like DNA recombinase"
  /locus tag="ranunculus_73"
    /note=Original Glimmer call @bp 51059 has strength 19.25; Genemark calls start at 51059
    /note=SSC: 51059-50235 CP: yes SCS: both ST: SS BLAST-Start: [DNA binding protein [Arthrobacter phage Beagle] ],,NCBI, q1:s1 95.9854% 2.22746E-87 GAP: 152 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.073, -4.868402347403197, no F: RecA-like DNA recombinase SIF-BLAST: ,,[DNA binding protein [Arthrobacter phage Beagle] ],,QGJ92840,66.7797,2.22746E-87 SIF-HHPRED:  SIF-Syn: 
    /note=Large gap, but LORF. Odyssey, Pureglobe have the same function.

CDS complement (51212 - 51412)
  /gene="74"
  /product="gp74"
  /function="hypothetical protein"
  /locus tag="ranunculus_74"
    /note=Original Glimmer call @bp 51412 has strength 14.25; Genemark calls start at 51403
    /note=SSC: 51412-51212 CP: yes SCS: both-gl ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_82 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 92.4242% 7.50594E-23 GAP: -1 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.737, -2.9063687850157054, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_82 [Arthrobacter phage Beagle] ],,QGJ92841,71.4286,7.50594E-23 SIF-HHPRED:  SIF-Syn: 

CDS complement (51412 - 51633)
  /gene="75"
  /product="gp75"
  /function="hypothetical protein"
  /locus tag="ranunculus_75"
    /note=Original Glimmer call @bp 51633 has strength 15.69; Genemark calls start at 51633
    /note=SSC: 51633-51412 CP: yes SCS: both ST: NA BLAST-Start: [hypothetical protein [Streptomyces sp. BB1-1-1] ],,NCBI, q7:s6 82.1918% 5.23256E-5 GAP: -1 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.961, -4.601664605840989, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein [Streptomyces sp. BB1-1-1] ],,WP_310870207,48.7805,5.23256E-5 SIF-HHPRED:  SIF-Syn: 
    /note=It is unique to its pham, no good matches in pdb or ncbi

CDS complement (51633 - 52106)
  /gene="76"
  /product="gp76"
  /function="dUTPase"
  /locus tag="ranunculus_76"
    /note=Original Glimmer call @bp 52106 has strength 15.91; Genemark calls start at 52052
    /note=SSC: 52106-51633 CP: yes SCS: both-gl ST: SS BLAST-Start: [deoxyuridine triphosphatase [Arthrobacter phage Beagle]],,NCBI, q1:s1 100.0% 2.24651E-92 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.847, -5.359635173663297, no F: dUTPase SIF-BLAST: ,,[deoxyuridine triphosphatase [Arthrobacter phage Beagle]],,QGJ92842,91.7197,2.24651E-92 SIF-HHPRED: Deoxyuridine 5`-triphosphate nucleotidohydrolase; trimer, beta barrel, apo structure, dUTP pyrophosphatase, Saccharomyces cerevisiae, molecular replacement, Hydrolase, Nucleotide metabolism, Phosphoprotein; HET: EDO, PEG, CL, SO4, NA; 2.0A {Saccharomyces cerevisiae} SCOP: b.85.4.0,,,3HHQ_K,91.7197,99.9 SIF-Syn: 
    /note=Others from same Pham has this function.

CDS complement (52103 - 52321)
  /gene="77"
  /product="gp77"
  /function="hypothetical protein"
  /locus tag="ranunculus_77"
    /note=Original Glimmer call @bp 52321 has strength 5.7; Genemark calls start at 52321
    /note=SSC: 52321-52103 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_84 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 2.07002E-23 GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.139, -4.070957012376616, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_84 [Arthrobacter phage Beagle] ],,QGJ92843,79.4118,2.07002E-23 SIF-HHPRED:  SIF-Syn: 

CDS complement (52321 - 52647)
  /gene="78"
  /product="gp78"
  /function="HNH endonuclease"
  /locus tag="ranunculus_78"
    /note=Original Glimmer call @bp 52647 has strength 1.57; Genemark calls start at 52647
    /note=SSC: 52647-52321 CP: yes SCS: both ST: SS BLAST-Start: [HNH endonuclease [Arthrobacter phage Odyssey395]],,NCBI, q1:s1 99.0741% 1.22887E-50 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 0.849, -7.028301864955391, no F: HNH endonuclease SIF-BLAST: ,,[HNH endonuclease [Arthrobacter phage Odyssey395]],,QOP66834,79.6296,1.22887E-50 SIF-HHPRED: HNH endonuclease; Thermophilic bacteriophage, HNH Endonuclease, DNA nicking, HYDROLASE; 1.52A {Geobacillus virus E2},,,5H0M_A,49.0741,98.2 SIF-Syn: 

CDS complement (52644 - 53102)
  /gene="79"
  /product="gp79"
  /function="DNA binding protein"
  /locus tag="ranunculus_79"
    /note=Original Glimmer call @bp 53087 has strength 12.84; Genemark calls start at 53087
    /note=SSC: 53102-52644 CP: yes SCS: both-cs ST: SS BLAST-Start: [DNA binding protein [Arthrobacter phage Beagle] ],,NCBI, q5:s7 97.3684% 9.78583E-74 GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.49, -4.6114151184034835, yes F: DNA binding protein SIF-BLAST: ,,[DNA binding protein [Arthrobacter phage Beagle] ],,QGJ92849,81.1688,9.78583E-74 SIF-HHPRED: a.4.5.28 (A:) automated matches {Yersinia pseudotuberculosis [TaxId: 502800]} | CLASS: All alpha proteins, FOLD: DNA/RNA-binding 3-helical bundle, SUPFAM: `Winged helix` DNA-binding domain, FAM: MarR-like transcriptional regulators,,,SCOP_d4aiha_,80.9211,99.4 SIF-Syn: 

CDS complement (53102 - 53611)
  /gene="80"
  /product="gp80"
  /function="hypothetical protein"
  /locus tag="ranunculus_80"
    /note=Original Glimmer call @bp 53611 has strength 14.76; Genemark calls start at 53611
    /note=SSC: 53611-53102 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_89 [Arthrobacter phage Odyssey395]],,NCBI, q24:s41 86.3905% 2.42406E-33 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.869, -4.723615450753023, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_89 [Arthrobacter phage Odyssey395]],,QOP66838,51.0638,2.42406E-33 SIF-HHPRED:  SIF-Syn: 
    /note=NCBI BLAST not very helpful. No data available from Phagesdb.
    /note= Other phages from AP2, AP3, and AP4 list function unknown.

CDS complement (53608 - 54003)
  /gene="81"
  /product="gp81"
  /function="hypothetical protein"
  /locus tag="ranunculus_81"
    /note=Original Glimmer call @bp 54003 has strength 17.37; Genemark calls start at 54003
    /note=SSC: 54003-53608 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_90 [Arthrobacter phage Pureglobe5]],,NCBI, q4:s11 90.8397% 1.02278E-24 GAP: 57 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.869, -3.5800013779028776, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_90 [Arthrobacter phage Pureglobe5]],,UYL87453,60.9375,1.02278E-24 SIF-HHPRED: DUF3846 ; Domain of unknown function (DUF3846),,,PF12957.11,81.6794,99.4 SIF-Syn: 
    /note=. Large Gap, but longest reading frame.

CDS complement (54061 - 55665)
  /gene="82"
  /product="gp82"
  /function="dna primase/polymerase/helicase"
  /locus tag="ranunculus_82"
    /note=Original Glimmer call @bp 55665 has strength 13.54; Genemark calls start at 55665
    /note=SSC: 55665-54061 CP: yes SCS: both ST: SS BLAST-Start: [DNA primase/polymerase/helicase [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 0.0 GAP: 48 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.944, -3.4160307515230497, yes F: dna primase/polymerase/helicase SIF-BLAST: ,,[DNA primase/polymerase/helicase [Arthrobacter phage Beagle] ],,QGJ92854,87.4532,0.0 SIF-HHPRED: DNA primase/helicase; helicase, ATPase, hexamer, DNA replication, HYDROLASE, TRANSFERASE-DNA complex; HET: TTP; 3.2A {Enterobacteria phage T7},,,6N7I_D,75.2809,100.0 SIF-Syn: 
    /note=Large Gap, but LORF.

CDS complement (55714 - 56472)
  /gene="83"
  /product="gp83"
  /function="helix-turn-helix DNA binding domain"
  /locus tag="ranunculus_83"
    /note=Original Glimmer call @bp 56472 has strength 11.41; Genemark calls start at 55902
    /note=SSC: 56472-55714 CP: yes SCS: both-gl ST: SS BLAST-Start: [DNA binding protein [Arthrobacter phage Beagle] ],,NCBI, q3:s1 99.2064% 7.2913E-128 GAP: 261 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.109, -3.2592921783815076, yes F: helix-turn-helix DNA binding domain SIF-BLAST: ,,[DNA binding protein [Arthrobacter phage Beagle] ],,QGJ92855,83.4008,7.2913E-128 SIF-HHPRED:  SIF-Syn: 
    /note=Other sub-clusters including the AP1, and AP2 regarded this gene 84 as HTH DNA-binding Domain or DNA binding protein. LARGE GAP, BUT LORF.

CDS complement (56734 - 57270)
  /gene="84"
  /product="gp84"
  /function="hypothetical protein"
  /locus tag="ranunculus_84"
    /note=Original Glimmer call @bp 57270 has strength 19.33; Genemark calls start at 57270
    /note=SSC: 57270-56734 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_BRUHMOMENT_81 [Arthrobacter phage BruhMoment]],,NCBI, q39:s40 78.6517% 6.74088E-31 GAP: 63 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.377, -5.73456940637445, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_BRUHMOMENT_81 [Arthrobacter phage BruhMoment]],,UOK18397,53.3708,6.74088E-31 SIF-HHPRED:  SIF-Syn: 
    /note=large gap but LORF

CDS complement (57334 - 57963)
  /gene="85"
  /product="gp85"
  /function="SSB protein"
  /locus tag="ranunculus_85"
    /note=Original Glimmer call @bp 57963 has strength 12.53; Genemark calls start at 57963
    /note=SSC: 57963-57334 CP: yes SCS: both ST: SS BLAST-Start: [single strand DNA binding protein [Arthrobacter phage Zartrosa] ],,NCBI, q1:s1 100.0% 1.52061E-77 GAP: 4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.789, -5.4877970958852, no F: SSB protein SIF-BLAST: ,,[single strand DNA binding protein [Arthrobacter phage Zartrosa] ],,YP_009884258,80.2198,1.52061E-77 SIF-HHPRED: Single-stranded DNA-binding protein; SSGCID, BARTONELLA HENSELAE, SINGLE-STRAND BINDING PROTEIN, Seattle Structural Genomics Center for Infectious Disease, DNA BINDING PROTEIN; 2.1A {Bartonella henselae} SCOP: b.40.4.0, l.1.1.1,,,3PGZ_A,99.5215,99.9 SIF-Syn: 
    /note=This is not the DprA-like ssDna Binding protein, but rather the Single-Stranded DNA binding protein. 
    /note=
    /note=From the Sea-Phages Functional Assignment spreadsheet it seems that the ssDna Binding proteins are now called SSB protein: "Many of these assignments are labeled as ssDNA binding proteins, but Dr. Hatful requested that they be designated SSB protein. that change will be coming...."

CDS complement (57968 - 58276)
  /gene="86"
  /product="gp86"
  /function="hypothetical protein"
  /locus tag="ranunculus_86"
    /note=Original Glimmer call @bp 58255 has strength 9.74; Genemark calls start at 58276
    /note=SSC: 58276-57968 CP: yes SCS: both-gm ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_97 [Arthrobacter phage Odyssey395] ],,NCBI, q1:s1 92.1569% 6.6078E-38 GAP: 144 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.257, -4.164901013602904, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_97 [Arthrobacter phage Odyssey395] ],,QOP66846,78.0,6.6078E-38 SIF-HHPRED:  SIF-Syn: 
    /note=Large gap but LORF

CDS complement (58421 - 58807)
  /gene="87"
  /product="gp87"
  /function="hypothetical protein"
  /locus tag="ranunculus_87"
    /note=Original Glimmer call @bp 58807 has strength 17.23; Genemark calls start at 58807
    /note=SSC: 58807-58421 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_98 [Arthrobacter phage Pureglobe5]],,NCBI, q1:s34 92.1875% 8.09194E-11 GAP: 109 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.499, -4.113180079823027, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_98 [Arthrobacter phage Pureglobe5]],,UYL87461,40.2439,8.09194E-11 SIF-HHPRED:  SIF-Syn: 
    /note=Large gap, but LORF.
    /note=HHRPred and NCBI BLAST not very helpful.

CDS complement (58917 - 60245)
  /gene="88"
  /product="gp88"
  /function="hypothetical protein"
  /locus tag="ranunculus_88"
    /note=Original Glimmer call @bp 60245 has strength 17.61; Genemark calls start at 60245
    /note=SSC: 60245-58917 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_101 [Arthrobacter phage Beagle]],,NCBI, q4:s2 99.3213% 3.15106E-93 GAP: 11 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.046, -4.354778061539587, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_101 [Arthrobacter phage Beagle]],,QGJ92860,60.2273,3.15106E-93 SIF-HHPRED:  SIF-Syn: 
    /note=HHPRED and NCBI BLAST does not have good numbers from other relatives of AP cluster.

CDS complement (60257 - 61174)
  /gene="89"
  /product="gp89"
  /function="hypothetical protein"
  /locus tag="ranunculus_89"
    /note=Original Glimmer call @bp 61174 has strength 19.43; Genemark calls start at 61174
    /note=SSC: 61174-60257 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_100 [Arthrobacter phage Pureglobe5]],,NCBI, q2:s1 98.0328% 2.17567E-69 GAP: 36 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.017, -2.2364030944336752, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_100 [Arthrobacter phage Pureglobe5]],,UYL87463,56.1056,2.17567E-69 SIF-HHPRED:  SIF-Syn: 
    /note=large gap but LORF

CDS complement (61211 - 61459)
  /gene="90"
  /product="gp90"
  /function="hypothetical protein"
  /locus tag="ranunculus_90"
    /note=Original Glimmer call @bp 61459 has strength 14.92; Genemark calls start at 61459
    /note=SSC: 61459-61211 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_101 [Arthrobacter phage Pureglobe5]],,NCBI, q1:s1 100.0% 6.61633E-27 GAP: -8 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.885, -2.5052746077145835, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_101 [Arthrobacter phage Pureglobe5]],,UYL87464,75.3086,6.61633E-27 SIF-HHPRED:  SIF-Syn: 

CDS complement (61452 - 61637)
  /gene="91"
  /product="gp91"
  /function="hypothetical protein"
  /locus tag="ranunculus_91"
    /note=Original Glimmer call @bp 61637 has strength 7.36; Genemark calls start at 61637
    /note=SSC: 61637-61452 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_102 [Arthrobacter phage Odyssey395]],,NCBI, q1:s1 93.4426% 1.29505E-5 GAP: -17 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.443, -4.315500614371173, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_102 [Arthrobacter phage Odyssey395]],,QOP66851,60.9375,1.29505E-5 SIF-HHPRED:  SIF-Syn: 

CDS complement (61621 - 62271)
  /gene="92"
  /product="gp92"
  /function="hypothetical protein"
  /locus tag="ranunculus_92"
    /note=Original Glimmer call @bp 62271 has strength 14.27; Genemark calls start at 62271
    /note=SSC: 62271-61621 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_103 [Arthrobacter phage Odyssey395]],,NCBI, q1:s1 100.0% 4.59994E-116 GAP: 122 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.118, -4.258141837580931, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_103 [Arthrobacter phage Odyssey395]],,QOP66852,85.1852,4.59994E-116 SIF-HHPRED:  SIF-Syn: 
    /note=Large gap, but LORF

CDS complement (62394 - 62669)
  /gene="93"
  /product="gp93"
  /function="hypothetical protein"
  /locus tag="ranunculus_93"
    /note=Original Glimmer call @bp 62669 has strength 6.06; Genemark calls start at 62669
    /note=SSC: 62669-62394 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_104 [Arthrobacter phage Pureglobe5]],,NCBI, q11:s12 72.5275% 5.95388E-23 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.919, -5.379759000779218, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_104 [Arthrobacter phage Pureglobe5]],,UYL87467,63.5294,5.95388E-23 SIF-HHPRED:  SIF-Syn: 

CDS complement (62666 - 63058)
  /gene="94"
  /product="gp94"
  /function="hypothetical protein"
  /locus tag="ranunculus_94"
    /note=Original Glimmer call @bp 63058 has strength 13.9; Genemark calls start at 63058
    /note=SSC: 63058-62666 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein FDH86_gp082 [Arthrobacter phage Tank] ],,NCBI, q7:s8 66.9231% 0.00295716 GAP: 38 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.027, -2.213540211474171, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein FDH86_gp082 [Arthrobacter phage Tank] ],,YP_009604107,47.3214,0.00295716 SIF-HHPRED:  SIF-Syn: 
    /note=Medium gap but LORF

CDS complement (63097 - 63522)
  /gene="95"
  /product="gp95"
  /function="hypothetical protein"
  /locus tag="ranunculus_95"
    /note=Original Glimmer call @bp 63522 has strength 19.09; Genemark calls start at 63522
    /note=SSC: 63522-63097 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein [Arthrobacter sp.]],,NCBI, q10:s19 90.7801% 4.81236E-24 GAP: 69 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.851, -4.841703219753294, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein [Arthrobacter sp.]],,HCB59148,55.6338,4.81236E-24 SIF-HHPRED:  SIF-Syn: 
    /note=69 gap, not LORF, but better z score and coding potential; no good matches in pdb or ncbi

CDS complement (63592 - 64383)
  /gene="96"
  /product="gp96"
  /function="hypothetical protein"
  /locus tag="ranunculus_96"
    /note=Original Glimmer call @bp 64383 has strength 9.47; Genemark calls start at 64383
    /note=SSC: 64383-63592 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_107 [Arthrobacter phage Odyssey395]],,NCBI, q1:s1 99.6198% 3.01664E-55 GAP: 175 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.869, -2.5588120788329394, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_107 [Arthrobacter phage Odyssey395]],,QOP66856,56.3177,3.01664E-55 SIF-HHPRED:  SIF-Syn: 
    /note=Not LORF, but based on large overlap, best start site

CDS complement (64559 - 64687)
  /gene="97"
  /product="gp97"
  /function="hypothetical protein"
  /locus tag="ranunculus_97"
    /note=Original Glimmer call @bp 64693 has strength 11.75; Genemark calls start at 64687
    /note=SSC: 64687-64559 CP: yes SCS: both-gm ST: NI BLAST-Start:  GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.961, -6.067047457289408, no F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=no information in ncbi

CDS complement (64684 - 64791)
  /gene="98"
  /product="gp98"
  /function="hypothetical protein"
  /locus tag="ranunculus_98"
    /note=Genemark calls start at 64791
    /note=SSC: 64791-64684 CP: yes SCS: genemark ST: NA BLAST-Start:  GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.671, -5.154811153158988, no F: hypothetical protein SIF-BLAST:  SIF-HHPRED:  SIF-Syn: 
    /note=no information in pdb or ncbi

CDS complement (64788 - 64967)
  /gene="99"
  /product="gp99"
  /function="hypothetical protein"
  /locus tag="ranunculus_99"
    /note=Original Glimmer call @bp 64967 has strength 14.65; Genemark calls start at 64967
    /note=SSC: 64967-64788 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein BJD77_gp085 [Arthrobacter phage Kitkat] ],,NCBI, q1:s1 100.0% 6.29059E-18 GAP: 31 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.164, -4.016212351373635, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein BJD77_gp085 [Arthrobacter phage Kitkat] ],,YP_009303368,74.5763,6.29059E-18 SIF-HHPRED:  SIF-Syn: 

CDS complement (64999 - 65208)
  /gene="100"
  /product="gp100"
  /function="hypothetical protein"
  /locus tag="ranunculus_100"
    /note=Original Glimmer call @bp 65199 has strength 2.34
    /note=SSC: 65208-64999 CP: no SCS: glimmer-cs ST: NA BLAST-Start: [hypothetical protein [Arthrobacter sp. A2-55] ],,NCBI, q1:s1 97.1014% 5.48181E-14 GAP: 6 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 0.688, -7.765722571379916, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein [Arthrobacter sp. A2-55] ],,WP_262455112,47.4747,5.48181E-14 SIF-HHPRED:  SIF-Syn: 
    /note=No CP, no good matches in pdb or ncbi

CDS complement (65215 - 65334)
  /gene="101"
  /product="gp101"
  /function="hypothetical protein"
  /locus tag="ranunculus_101"
    /note=Original Glimmer call @bp 65334 has strength 11.34; Genemark calls start at 65340
    /note=SSC: 65334-65215 CP: yes SCS: both-gl ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_116 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 66.6667% 1.13129E-7 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.332, -3.7300189403722097, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_116 [Arthrobacter phage Beagle] ],,QGJ92874,64.1026,1.13129E-7 SIF-HHPRED:  SIF-Syn: 

CDS complement (65331 - 65567)
  /gene="102"
  /product="gp102"
  /function="hypothetical protein"
  /locus tag="ranunculus_102"
    /note=Original Glimmer call @bp 65567 has strength 20.35; Genemark calls start at 65567
    /note=SSC: 65567-65331 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_117 [Arthrobacter phage Beagle] ],,NCBI, q19:s24 74.359% 1.8325E-5 GAP: 47 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.792, -3.2975203404035645, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_117 [Arthrobacter phage Beagle] ],,QGJ92875,49.3827,1.8325E-5 SIF-HHPRED:  SIF-Syn: 
    /note=Has large gap but longest open reading frame

CDS complement (65615 - 65914)
  /gene="103"
  /product="gp103"
  /function="hypothetical protein"
  /locus tag="ranunculus_103"
    /note=Original Glimmer call @bp 65914 has strength 12.87; Genemark calls start at 65914
    /note=SSC: 65914-65615 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_119 [Arthrobacter phage Beagle]],,NCBI, q1:s1 100.0% 5.04572E-38 GAP: 39 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.525, -5.4744737427355155, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_119 [Arthrobacter phage Beagle]],,QGJ92876,72.549,5.04572E-38 SIF-HHPRED:  SIF-Syn: 

CDS complement (65954 - 66139)
  /gene="104"
  /product="gp104"
  /function="hypothetical protein"
  /locus tag="ranunculus_104"
    /note=Original Glimmer call @bp 66139 has strength 16.07; Genemark calls start at 66139
    /note=SSC: 66139-65954 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_120 [Arthrobacter phage Beagle] ],,NCBI, q6:s3 91.8033% 5.12229E-22 GAP: 31 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.658, -2.939678097737297, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_120 [Arthrobacter phage Beagle] ],,QGJ92877,89.2857,5.12229E-22 SIF-HHPRED:  SIF-Syn: 
    /note=large gap but start selected based on overlap, z score

CDS complement (66171 - 66653)
  /gene="105"
  /product="gp105"
  /function="hypothetical protein"
  /locus tag="ranunculus_105"
    /note=Original Glimmer call @bp 66653 has strength 12.24; Genemark calls start at 66653
    /note=SSC: 66653-66171 CP: yes SCS: both ST: NA BLAST-Start: [hypothetical protein PBI_BEAGLE_122 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 49.375% 1.67895E-5 GAP: 165 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.047, -2.1518296047551457, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_122 [Arthrobacter phage Beagle] ],,QGJ92879,65.3333,1.67895E-5 SIF-HHPRED:  SIF-Syn: 
    /note=large gap but LORF

CDS complement (66819 - 67292)
  /gene="106"
  /product="gp106"
  /function="hypothetical protein"
  /locus tag="ranunculus_106"
    /note=Original Glimmer call @bp 67196 has strength 14.19; Genemark calls start at 67196
    /note=SSC: 67292-66819 CP: yes SCS: both-cs ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_123 [Arthrobacter phage Beagle]],,NCBI, q10:s9 93.6306% 4.79936E-50 GAP: -4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.047, -4.271191715599192, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_123 [Arthrobacter phage Beagle]],,QGJ92880,63.6943,4.79936E-50 SIF-HHPRED:  SIF-Syn: 

CDS complement (67289 - 67453)
  /gene="107"
  /product="gp107"
  /function="hypothetical protein"
  /locus tag="ranunculus_107"
    /note=Original Glimmer call @bp 67453 has strength 5.58; Genemark calls start at 67453
    /note=SSC: 67453-67289 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_BRUHMOMENT_112 [Arthrobacter phage BruhMoment]],,NCBI, q1:s1 100.0% 1.53632E-24 GAP: -1 bp gap LO: no RBS: Kibler 6, Karlin Medium, 2.559, -3.5061478037827514, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_BRUHMOMENT_112 [Arthrobacter phage BruhMoment]],,UOK18428,88.8889,1.53632E-24 SIF-HHPRED:  SIF-Syn: 

CDS complement (67453 - 67635)
  /gene="108"
  /product="gp108"
  /function="hypothetical protein"
  /locus tag="ranunculus_108"
    /note=Original Glimmer call @bp 67635 has strength 13.31; Genemark calls start at 67635
    /note=SSC: 67635-67453 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_RACECAR_107 [Arthrobacter phage Racecar] ],,NCBI, q6:s5 86.6667% 6.59647E-15 GAP: 36 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.046, -4.354778061539587, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_RACECAR_107 [Arthrobacter phage Racecar] ],,QFG12154,68.9655,6.59647E-15 SIF-HHPRED:  SIF-Syn: 
    /note=gap but LORF

CDS complement (67672 - 67911)
  /gene="109"
  /product="gp109"
  /function="hypothetical protein"
  /locus tag="ranunculus_109"
    /note=Original Glimmer call @bp 67911 has strength 15.65; Genemark calls start at 67911
    /note=SSC: 67911-67672 CP: no SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_128 [Arthrobacter phage Beagle] ],,NCBI, q1:s1 98.7342% 3.44187E-11 GAP: 0 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.017, -2.156361006712914, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_128 [Arthrobacter phage Beagle] ],,QGJ92885,48.913,3.44187E-11 SIF-HHPRED:  SIF-Syn: 
    /note=no good matches in pdb or ncbi


      P  D  A  Y  A  S  A  N  R  *  A  S  S  R  A  R  S  T  S  A  R  M  T  R  S  A  S  G  F  T  A  G  C  P
       R  T  R  T  P  P  P  T  G  E  P  H  Q  E  P  G  A  R  P  P  E  *  R  V  P  L  P  G  L  L  P  D  V  
        G  R  V  R  L  R  Q  P  V  S  L  I  K  S  P  E  H  V  R  Q  N  D  A  F  R  F  R  V  Y  C  R  M  S 
1     CCGGACGCGTACGCCTCCGCCAACCGGTGAGCCTCATCAAGAGCCCGGAGCACGTCCGCCAGAATGACGCGTTCCGCTTCCGGGTTTACTGCCGGATGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  L  S  P  S  S  S  A  S  A  S  P  A  G  A  V  A  G  L  S  P  L  L  A  R  S  A  R  F  R  S  A  S 
      R  H  F  R  P  H  L  P  R  P  L  P  R  P  V  P  W  R  A  C  R  P  C  W  R  A  L  P  A  S  V  P  R  L
       G  T  F  A  L  I  F  R  V  R  F  P  G  R  C  R  G  G  L  V  A  L  V  G  A  L  C  P  L  P  F  R  V  
101   CGGCACTTTCGCCCTCATCTTCCGCGTCCGCTTCCCCGGCCGGTGCCGTGGCGGGCTTGTCGCCCTTGTTGGCGCGCTCTGCCCGCTTCCGTTCCGCGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       F  V  K  N  G  A  T  S  S  I  S  A  G  V  T  S  A  P  V  E  G  N  S  M  S  A  S  I  M  A  R  A  A  
        S  *  K  T  G  R  R  V  R  S  L  P  G  *  R  P  R  R  W  K  G  T  P  C  P  L  R  S  W  P  E  P  R 
      F  R  E  K  R  G  D  E  F  D  L  C  R  G  N  V  R  A  G  G  R  E  L  H  V  R  F  D  H  G  Q  S  R  V
201   TTTCGTGAAAAACGGGGCGACGAGTTCGATCTCTGCCGGGGTAACGTCCGCGCCGGTGGAAGGGAACTCCATGTCCGCTTCGATCATGGCCAGAGCCGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  *  N  R  S  N  R  R  R  S  Y  P  R  C  E  A  S  F  I  T  A  G  S  P  A  F  V  P  R  S  A  I  S  V
       C  R  T  G  Q  T  G  A  V  R  T  R  G  A  R  P  A  S  S  L  P  G  A  P  R  S  F  R  V  P  R  S  A  
        V  E  P  V  K  P  A  P  F  V  P  E  V  R  G  Q  L  H  H  C  R  E  P  R  V  R  S  A  F  R  D  Q  R 
301   TTGTAGAACCGGTCAAACCGGCGCCGTTCGTACCCGAGGTGCGAGGCCAGCTTCATCACTGCCGGGAGCCCCGCGTTCGTTCCGCGTTCCGCGATCAGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  S  P  V  F  T  A  C  M  *  S  R  T  V  A  R  T  T  G  T  D  A  L  T  M  T  P  R  A  L  S  *  A 
      S  Y  P  P  C  S  Q  R  A  C  R  A  G  P  L  P  G  R  R  G  R  M  P  *  P  *  H  R  V  P  C  R  K  R
       L  I  P  R  V  H  S  V  H  V  E  Q  D  R  C  P  D  D  G  D  G  C  L  D  H  D  T  A  C  L  V  V  S  
401   TCTTATCCCCCGTGTTCACAGCGTGCATGTAGAGCAGGACCGTTGCCCGGACGACGGGGACGGATGCCTTGACCATGACACCGCGTGCCTTGTCGTAAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  S  A  L  S  *  S  R  I  L  S  W  I  A  S  V  M  S  A  S  R  D  S  V  D  W  S  A  G  A  I  A  N  
        S  A  P  C  R  S  R  A  S  C  R  G  *  P  A  *  C  R  R  A  V  T  R  W  T  G  Q  R  G  R  *  P  I 
      G  Q  R  L  V  V  V  A  H  L  V  V  D  S  Q  R  D  V  G  E  P  *  L  G  G  L  V  S  G  G  D  S  Q  Y
501   GGTCAGCGCCTTGTCGTAGTCGCGCATCTTGTCGTGGATAGCCAGCGTGATGTCGGCGAGCCGTGACTCGGTGGACTGGTCAGCGGGGGCGATAGCCAAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  P  A  G  T  A  V  S  A  S  V  T  G  A  T  G  R  A  V  V  F  L  R  G  A  M  I  L  G  P  C  L  S  S
       H  R  R  A  Q  L  F  P  L  P  S  R  V  Q  R  A  G  L  W  C  S  C  E  V  P  *  S  W  V  L  V  F  P  
        T  G  G  H  S  C  F  R  F  R  H  G  C  N  G  Q  G  C  G  V  L  A  R  C  H  D  L  G  S  L  S  F  Q 
601   ACACCGGCGGGCACAGCTGTTTCCGCTTCCGTCACGGGTGCAACGGGCAGGGCTGTGGTGTTCTTGCGAGGTGCCATGATCTTGGGTCCTTGTCTTTCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  A  V  R  R  F  R  P  T  G  L  V  E  H  V  K  Q  C  H  S  S  G  E  S  S  N  R  R  R  R  V  A  K 
      A  G  L  S  G  A  S  V  P  P  A  W  W  N  T  S  N  N  A  T  H  P  V  S  R  Q  I  V  V  V  V  S  R  K
       P  G  C  P  A  L  P  S  H  R  L  G  G  T  R  Q  T  M  P  L  I  R  *  V  V  K  S  S  S  S  C  R  E  
701   GCCGGGCTGTCCGGCGCTTCCGTCCCACCGGCTTGGTGGAACACGTCAAACAATGCCACTCATCCGGTGAGTCGTCAAATCGTCGTCGTCGTGTCGCGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  G  L  T  A  G  R  P  A  L  T  A  G  P  N  G  T  V  P  R  G  P  G  N  D  T  A  H  A  V  A  *  R  
        Q  G  L  L  P  D  V  R  H  L  L  P  D  P  T  A  P  S  P  G  V  P  A  T  T  R  P  T  R  W  R  N  A 
      N  R  A  Y  C  R  T  S  G  T  Y  C  R  T  Q  R  H  R  P  P  G  S  R  Q  R  H  G  P  R  G  G  V  T  L
801   AACAGGGCTTACTGCCGGACGTCCGGCACTTACTGCCGGACCCAACGGCACCGTCCCCCGGGGTCCCGGCAACGACACGGCCCACGCGGTGGCGTAACGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      W  P  C  S  Y  P  R  E  I  L  Q  S  N  P  Y  T  L  R  L  F  G  R  D  G  P  N  D  P  E  S  G  G  G  P
       G  R  A  H  I  L  V  K  F  C  K  A  T  R  I  H  S  V  Y  S  A  V  M  G  Q  M  T  P  K  V  G  V  A  
        A  V  L  I  S  S  *  N  S  A  K  Q  P  V  Y  T  P  F  I  R  P  *  W  A  K  *  P  R  K  W  G  W  P 
901   TGGCCGTGCTCATATCCTCGTGAAATTCTGCAAAGCAACCCGTATACACTCCGTTTATTCGGCCGTGATGGGCCAAATGACCCCGAAAGTGGGGGTGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  G  G  V  E  D  C  S  E  K  V  P  G  A  P  R  Q  R  W  S  P  I  P  Y  T  H  K  T  P  G  S  G  A 
      H  G  V  G  S  K  I  V  R  R  R  S  L  G  H  L  A  N  A  G  H  P  F  R  I  R  T  R  P  P  A  R  G  H
       T  G  W  G  R  R  L  F  G  E  G  P  W  G  T  S  P  T  L  V  T  H  S  V  Y  A  Q  D  P  R  L  G  G  
1001  CACGGGGTGGGGTCGAAGATTGTTCGGAGAAGGTCCCTGGGGCACCTCGCCAACGCTGGTCACCCATTCCGTATACGCACAAGACCCCCGGCTCGGGGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  G  S  W  Q  A  N  R  D  A  E  P  G  R  Q  L  L  P  P  G  F  E  P  G  P  P  Y  L  A  A  S  T  V  
        G  G  P  G  R  P  T  G  T  R  N  R  V  G  S  C  S  R  R  D  S  N  P  A  R  H  T  L  R  R  Q  R  S 
      T  G  V  L  A  G  Q  P  G  R  G  T  G  S  A  A  A  P  A  G  I  R  T  R  P  A  I  P  C  G  V  N  G  R
1101  ACGGGGGTCCTGGCAGGCCAACCGGGACGCGGAACCGGGTCGGCAGCTGCTCCCGCCGGGATTCGAACCCGGCCCGCCATACCTTGCGGCGTCAACGGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  H  R  G  Q  Q  D  H  C  I  P  I  W  R  H  W  G  Q  S  G  A  *  C  P  *  F  G  R  E  *  T  Y  T  L
       P  T  G  G  S  K  T  T  V  Y  Q  Y  G  D  T  G  A  K  V  A  H  D  A  P  D  S  G  E  N  K  R  I  R  
        P  P  G  A  A  R  P  L  Y  T  N  M  A  T  L  G  P  K  W  R  M  M  P  L  I  R  E  R  I  N  V  Y  A 
1201  GCCCACCGGGGGCAGCAAGACCACTGTATACCAATATGGCGACACTGGGGCCAAAGTGGCGCATGATGCCCCTGATTCGGGAGAGAATAAACGTATACGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  D  F  Q  N  R  R  G  L  R  P  E  R  T  A  M  S  T  E  N  T  N  Y  F  F  S  I  K  E  V  Q  F  G 
      S  R  I  S  K  I  A  V  G  S  A  Q  K  G  P  Q  *  A  Q  R  T  P  T  T  S  S  P  S  R  R  C  S  S  G
       R  G  F  P  K  S  P  W  A  P  P  R  K  D  R  N  E  H  R  E  H  Q  L  L  L  L  H  Q  G  G  A  V  R  
1301  TCGCGGATTTCCAAAATCGCCGTGGGCTCCGCCCAGAAAGGACCGCAATGAGCACAGAGAACACCAACTACTTCTTCTCCATCAAGGAGGTGCAGTTCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       Q  P  Y  D  F  N  G  E  Q  F  L  S  D  A  D  G  V  H  L  G  I  I  L  D  G  R  Q  L  F  N  A  R  L  
        S  R  M  T  S  T  A  S  S  F  S  L  T  P  T  G  S  T  W  A  S  F  S  T  A  G  S  C  S  T  R  A  S 
      A  A  V  *  L  Q  R  R  A  V  S  L  *  R  R  R  G  P  P  G  H  H  S  R  R  P  A  A  V  Q  R  A  P  Q
1401  GCAGCCGTATGACTTCAACGGCGAGCAGTTTCTCTCTGACGCCGACGGGGTCCACCTGGGCATCATTCTCGACGGCCGGCAGCTGTTCAACGCGCGCCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  P  E  E  A  F  E  V  A  K  H  L  S  I  A  A  H  N  S  A  A  A  R  M  R  G  E  G  Q  P  V  T  R  E
       A  Q  R  K  P  S  R  S  P  S  T  S  P  S  P  P  T  T  P  P  R  P  G  C  A  A  K  A  S  P  *  P  A  
        P  R  G  S  L  R  G  R  Q  A  P  L  H  R  R  P  Q  L  R  R  G  P  D  A  R  R  R  P  A  R  D  P  R 
1501  AGCCCAGAGGAAGCCTTCGAGGTCGCCAAGCACCTCTCCATCGCCGCCCACAACTCCGCCGCGGCCCGGATGCGCGGCGAAGGCCAGCCCGTGACCCGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  L  E  S  F  G  K  D  S  *  *  S  P  S  P  S  P  Q  P  S  L  P  S  R  S  S  P  R  P  A  G  S  P 
      K  P  S  N  P  S  A  R  T  P  N  D  H  P  R  R  R  R  S  P  H  C  R  H  G  H  L  R  G  P  L  A  R  R
       S  P  R  I  L  R  Q  G  L  L  M  I  T  L  A  V  A  A  A  L  I  A  V  T  V  I  S  A  A  R  W  L  A  
1601  AAGCCCTCGAATCCTTCGGCAAGGACTCCTAATGATCACCCTCGCCGTCGCCGCAGCCCTCATTGCCGTCACGGTCATCTCCGCGGCCCGCTGGCTCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  G  G  G  C  R  P  R  P  A  A  T  T  S  P  A  G  R  P  P  S  R  S  A  S  T  C  A  A  S  G  T  S  
        P  A  E  A  A  D  P  G  R  P  L  L  P  R  P  P  A  G  H  H  L  A  V  R  V  P  A  P  Q  A  G  P  R 
      A  R  R  R  L  Q  T  Q  A  G  R  Y  Y  L  A  R  R  Q  A  T  I  S  Q  C  E  Y  L  R  R  K  R  D  L  D
1701  GCCCGGCGGAGGCTGCAGACCCAGGCCGGCCGCTACTACCTCGCCCGCCGGCAGGCCACCATCTCGCAGTGCGAGTACCTGCGCCGCAAGCGGGACCTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  T  P  S  P  R  S  S  T  S  T  P  R  T  S  H  D  R  Q  H  R  K  I  P  P  P  P  P  C  R  H  P  D  P
       R  H  L  H  P  D  P  R  H  R  P  Q  G  P  A  M  T  G  N  I  E  K  Y  L  R  H  H  P  V  G  T  P  I  
        D  T  F  T  Q  I  L  D  I  D  P  K  D  Q  P  *  P  A  T  S  K  N  T  S  A  T  T  L  S  A  P  R  S 
1801  ACGACACCTTCACCCAGATCCTCGACATCGACCCCAAGGACCAGCCATGACCGGCAACATCGAAAAATACCTCCGCCACCACCCTGTCGGCACCCCGATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  P  H  D  A  R  D  P  P  G  P  F  L  G  R  G  G  G  P  A  A  H  Q  H  R  L  R  H  R  H  G  Q  P 
      R  F  H  M  M  P  E  I  P  L  D  R  F  W  A  G  E  E  D  L  P  P  T  S  I  D  S  D  I  V  T  V  S  L
       G  S  T  *  C  Q  R  S  P  W  T  V  S  G  P  G  R  R  T  C  R  P  P  A  S  T  P  T  S  S  R  S  A  
1901  CGGTTCCACATGATGCCAGAGATCCCCCTGGACCGTTTCTGGGCCGGGGAGGAGGACCTGCCGCCCACCAGCATCGACTCCGACATCGTCACGGTCAGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  P  G  P  G  P  S  G  Q  G  P  V  G  L  Q  W  A  G  G  G  S  P  E  A  G  Q  L  H  V  Q  H  R  I  
        V  P  G  P  D  H  P  A  R  G  L  W  G  C  N  G  L  V  V  D  H  P  K  L  D  N  F  M  F  S  T  E  Y 
      W  S  R  A  R  T  I  R  P  G  A  C  G  A  A  M  G  W  W  W  I  T  R  S  W  T  T  S  C  S  A  P  N  T
2001  TGGTCCCGGGCCCGGACCATCCGGCCAGGGGCCTGTGGGGCTGCAATGGGCTGGTGGTGGATCACCCGAAGCTGGACAACTTCATGTTCAGCACCGAATA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  A  P  L  R  R  L  G  R  A  G  R  G  *  D  Q  A  P  A  G  A  A  G  G  E  Q  G  P  R  S  D  R  P  D
       L  L  R  F  D  D  W  D  A  L  V  E  G  E  I  K  R  R  L  V  Q  L  E  E  N  K  A  R  V  A  T  D  R  
        C  S  A  S  T  T  G  T  R  W  S  R  V  R  S  S  A  G  W  C  S  W  R  R  T  R  P  A  *  R  P  T  G 
2101  CCTGCTCCGCTTCGACGACTGGGACGCGCTGGTCGAGGGTGAGATCAAGCGCCGGCTGGTGCAGCTGGAGGAGAACAAGGCCCGCGTAGCGACCGACCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  A  G  L  G  L  P  P  E  L  R  R  G  E  L  M  N  D  F  K  P  V  P  T  P  E  E  L  E  K  M  I  D 
      M  P  Q  D  W  A  Y  H  P  N  F  D  E  E  N  *  *  T  T  S  S  P  S  P  P  P  R  S  W  R  R  *  S  T
       C  R  R  T  G  P  T  T  R  T  S  T  R  R  T  D  E  R  L  Q  A  R  P  H  P  R  G  V  G  E  D  D  R  
2201  ATGCCGCAGGACTGGGCCTACCACCCGAACTTCGACGAGGAGAACTGATGAACGACTTCAAGCCCGTCCCCACCCCCGAGGAGTTGGAGAAGATGATCGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       E  Q  H  R  A  Q  P  I  P  Q  E  F  A  E  R  I  S  E  T  F  R  T  R  P  V  T  G  E  D  I  N  G  N  
        S  S  T  G  P  S  P  S  R  R  S  S  P  N  A  S  P  R  P  S  A  P  A  P  S  P  G  R  T  S  T  G  T 
      R  A  A  Q  G  P  A  H  P  A  G  V  R  R  T  H  L  R  D  L  P  H  P  P  R  H  R  G  G  H  Q  R  E  R
2301  CGAGCAGCACAGGGCCCAGCCCATCCCGCAGGAGTTCGCCGAACGCATCTCCGAGACCTTCCGCACCCGCCCCGTCACCGGGGAGGACATCAACGGGAAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  V  R  G  T  L  V  D  L  G  E  Y  Q  P  E  A  H  T  G  T  D  I  R  A  P  R  R  T  K  T  A  E  D  R
       W  C  G  G  P  W  S  T  L  A  N  T  S  P  R  R  T  P  E  P  T  S  A  P  P  A  G  P  R  P  P  R  T  
        G  A  G  D  P  G  R  P  W  R  I  P  A  R  G  A  H  R  N  R  H  P  R  P  P  Q  D  Q  D  R  R  G  P 
2401  GTGGTGCGGGGGACCCTGGTCGACCTTGGCGAATACCAGCCCGAGGCGCACACCGGAACCGACATCCGCGCCCCCCGCAGGACCAAGACCGCCGAGGACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        E  W  L  R  R  N  K  V  K  H  H  R  K  E  F  F  F  A  L  I  L  A  L  V  Q  A  F  I  G  V  V  A  S 
      V  N  G  C  G  G  T  R  S  S  T  T  A  R  S  S  S  S  R  *  S  W  R  W  S  R  P  S  S  A  S  S  P  P
       *  M  A  A  A  E  Q  G  Q  A  P  P  Q  G  V  L  L  R  A  D  P  G  A  G  P  G  L  H  R  R  R  R  L  
2501  GTGAATGGCTGCGGCGGAACAAGGTCAAGCACCACCGCAAGGAGTTCTTCTTCGCGCTGATCCTGGCGCTGGTCCAGGCCTTCATCGGCGTCGTCGCCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       N  S  H  L  I  W  I  V  W  V  I  G  A  G  W  A  L  T  A  V  H  H  G  R  Q  W  W  K  A  R  K  *  T  
        T  P  T  *  S  G  S  S  G  S  S  G  R  G  G  R  *  P  R  S  I  T  A  A  S  G  G  R  R  A  S  E  R 
      Q  L  P  P  D  L  D  R  L  G  H  R  G  G  V  G  A  D  R  G  P  S  R  P  P  V  V  E  G  A  Q  V  N  E
2601  CAACTCCCACCTGATCTGGATCGTCTGGGTCATCGGGGCGGGGTGGGCGCTGACCGCGGTCCATCACGGCCGCCAGTGGTGGAAGGCGCGCAAGTGAACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  P  S  C  T  G  S  P  G  T  R  C  C  S  W  S  A  T  K  S  R  T  S  R  R  C  G  G  P  A  A  G  R  R
       V  P  A  A  P  D  H  P  G  R  D  A  A  H  G  P  P  R  S  P  G  H  R  G  G  A  V  V  L  P  P  A  D  
        S  Q  L  H  R  I  T  R  D  A  M  L  L  M  V  R  H  E  V  P  D  I  A  E  V  R  W  S  C  R  R  P  T 
2701  AGTCCCAGCTGCACCGGATCACCCGGGACGCGATGCTGCTCATGGTCCGCCACGAAGTCCCGGACATCGCGGAGGTGCGGTGGTCCTGCCGCCGGCCGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        *  N  P  H  T  G  T  R  *  W  S  L  S  A  L  S  P  S  P  D  T  R  T  S  S  A  R  T  R  L  R  R  L 
      G  E  T  H  I  L  G  P  D  D  G  V  F  R  H  S  H  P  P  R  I  R  G  H  P  P  R  G  H  G  *  G  G  C
       V  K  P  T  Y  W  D  Q  M  M  E  S  F  G  T  L  T  L  P  G  Y  E  D  I  L  R  E  D  T  V  E  E  V  
2801  GGTGAAACCCACATACTGGGACCAGATGATGGAGTCTTTCGGCACTCTCACCCTCCCCGGATACGAGGACATCCTCCGCGAGGACACGGTTGAGGAGGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       H  P  P  M  R  R  G  W  I  M  *  T  S  L  P  T  G  F  P  R  I  L  P  H  S  P  K  K  N  R  V  R  H  
        I  H  Q  C  A  G  D  G  *  C  K  H  H  Y  R  P  G  S  P  A  Y  C  R  T  P  R  R  R  T  G  S  G  T 
      A  S  T  N  A  P  G  M  D  N  V  N  I  I  T  D  R  V  P  P  H  I  A  A  L  P  E  E  E  Q  G  P  A  L
2901  GCATCCACCAATGCGCCGGGGATGGATAATGTAAACATCATTACCGACCGGGTTCCCCCGCATATTGCCGCACTCCCCGAAGAAGAACAGGGTCCGGCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      W  W  R  R  S  L  N  A  R  E  G  G  N  R  E  Y  N  T  R  R  S  E  E  V  Q  E  A  R  T  Q  S  *  G  R
       G  G  G  D  L  *  T  Q  E  K  G  A  I  V  S  T  T  L  A  A  P  K  K  Y  K  R  R  A  L  K  V  E  A  
        V  E  A  I  F  E  R  K  R  R  G  Q  S  *  V  Q  H  S  P  L  R  R  S  T  R  G  A  H  S  K  L  R  P 
3001  TGGTGGAGGCGATCTTTGAACGCAAGAGAAGGGGGCAATCGTGAGTACAACACTCGCCGCTCCGAAGAAGTACAAGAGGCGCGCACTCAAAGTTGAGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        *  V  R  R  H  A  K  Q  C  R  R  T  R  N  L  D  P  Q  Q  G  R  H  G  F  C  G  R  *  T  A  L  E  V 
      V  E  Y  E  G  T  P  N  S  A  V  E  L  A  I  W  I  R  S  K  G  G  T  V  F  A  A  D  E  L  L  W  R  Y
       L  S  T  K  A  R  Q  T  V  P  *  N  S  Q  F  G  S  A  A  R  A  A  R  F  L  R  P  M  N  C  S  G  G  
3101  GTTGAGTACGAAGGCACGCCAAACAGTGCCGTAGAACTCGCAATTTGGATCCGCAGCAAGGGCGGCACGGTTTTTGCGGCCGATGAACTGCTCTGGAGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  L  R  L  V  L  P  P  K  T  R  D  G  L  P  A  G  G  H  T  Q  P  E  R  A  C  R  R  T  G  T  P  G  
        D  F  G  S  Y  Y  H  P  K  H  G  M  V  Y  L  P  G  A  T  R  N  P  N  G  R  V  G  G  P  G  P  Q  E 
      T  T  S  A  R  T  T  T  Q  N  T  G  W  S  T  C  R  G  P  H  A  T  R  T  G  V  *  A  D  R  D  P  R  N
3201  ACGACTTCGGCTCGTACTACCACCCAAAACACGGGATGGTCTACCTGCCGGGGGCCACACGCAACCCGAACGGGCGTGTAGGCGGACCGGGACCCCAGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  G  G  Q  N  R  I  V  E  L  F  V  G  V  P  R  R  F  H  R  P  W  P  V  R  L  L  P  A  R  G  G  K  L
       L  V  V  K  T  G  L  S  S  Y  S  L  V  F  P  G  D  F  I  V  L  G  L  S  G  F  Y  P  L  A  A  E  S  
        W  W  S  K  P  D  C  R  A  I  R  W  C  S  P  A  I  S  S  S  L  A  C  P  A  S  T  R  S  R  R  K  A 
3301  ACTGGTGGTCAAAACCGGATTGTCGAGCTATTCGTTGGTGTTCCCCGGCGATTTCATCGTCCTTGGCCTGTCCGGCTTCTACCCGCTCGCGGCGGAAAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  Q  T  A  Q  I  L  K  F  A  G  E  S  T  H  S  P  C  P  S  A  S  F  *  S  R  A  N  S  G  L  T  A 
      F  H  K  L  H  R  S  *  N  S  P  G  N  P  L  T  P  H  V  H  P  R  R  S  D  P  G  P  I  P  D  L  Q  R
       S  T  N  C  T  D  P  E  I  R  R  G  I  H  S  L  P  M  S  I  R  V  V  L  I  P  G  Q  F  R  T  Y  S  
3401  TTCCACAAACTGCACAGATCCTGAAATTCGCCGGGGAATCCACTCACTCCCCATGTCCATCCGCGTCGTTCTGATCCCGGGCCAATTCCGGACTTACAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  I  *  R  N  N  C  I  Q  F  R  K  E  T  L  *  K  P  E  K  G  W  D  F  S  H  E  N  P  P  D  G  S  
        R  S  S  G  I  T  V  F  S  F  A  K  R  P  Y  K  N  Q  R  K  V  G  I  F  P  M  K  T  P  Q  T  G  P 
      G  D  L  A  E  *  L  Y  S  V  S  Q  R  D  P  I  K  T  R  E  R  L  G  F  F  P  *  K  P  P  R  R  V  P
3501  GGCGATCTAGCGGAATAACTGTATTCAGTTTCGCAAAGAGACCCTATAAAAACCAGAGAAAGGTTGGGATTTTTCCCATGAAAACCCCCCAGACGGGTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  W  H  Q  Q  P  Q  E  H  H  H  H  H  D  R  A  V  H  A  V  R  F  R  L  H  R  R  L  P  E  H  G  E  A
       D  G  T  N  S  H  R  S  T  T  I  I  M  I  G  L  C  T  L  C  V  F  G  S  I  V  G  F  L  N  M  V  K  
        M  A  P  T  A  T  G  A  P  P  S  S  *  S  G  C  A  R  C  A  F  S  A  P  S  S  A  S  *  T  W  *  S 
3601  CGATGGCACCAACAGCCACAGGAGCACCACCATCATCATGATCGGGCTGTGCACGCTGTGCGTTTTCGGCTCCATCGTCGGCTTCCTGAACATGGTGAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  M  G  A  P  S  K  G  D  A  A  R  T  E  V  V  T  V  R  M  T  K  A  E  K  A  E  L  E  A  L  H  K 
      L  *  W  G  R  R  P  R  G  T  R  P  A  P  R  S  S  P  S  G  *  P  R  R  R  R  P  N  S  R  P  C  T  R
       S  D  G  G  A  V  Q  G  G  R  G  P  H  R  G  R  H  R  P  D  D  Q  G  G  E  G  R  T  R  G  P  A  Q  
3701  CTCTGATGGGGGCGCCGTCCAAGGGGGACGCGGCCCGCACCGAGGTCGTCACCGTCCGGATGACCAAGGCGGAGAAGGCCGAACTCGAGGCCCTGCACAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       K  A  A  L  G  L  R  V  L  M  K  A  A  G  I  G  A  Q  K  *  S  P  P  R  R  T  A  A  T  S  S  P  P  
        R  P  P  S  A  S  G  C  S  *  R  P  P  G  S  G  R  R  S  D  H  H  P  G  E  P  P  L  R  R  H  P  L 
      E  G  R  P  R  P  P  G  A  H  E  G  R  R  D  R  G  A  E  V  I  T  T  P  A  N  R  R  Y  V  V  T  P  S
3801  GAAGGCCGCCCTCGGCCTCCGGGTGCTCATGAAGGCCGCCGGGATCGGGGCGCAGAAGTGATCACCACCCCGGCGAACCGCCGCTACGTCGTCACCCCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  S  T  A  T  R  G  T  W  T  T  R  P  S  P  G  *  C  T  C  P  S  T  T  P  T  *  S  A  G  A  R  S  P
       L  P  P  L  Q  E  V  R  G  L  R  G  R  A  P  A  D  A  R  A  H  Q  R  R  Q  R  D  P  R  A  L  V  H  
        F  H  R  Y  K  R  Y  V  D  Y  E  A  E  P  R  L  M  H  V  P  I  N  D  A  N  V  I  R  G  R  S  F  T 
3901  CCTTCCACCGCTACAAGAGGTACGTGGACTACGAGGCCGAGCCCCGGCTGATGCACGTGCCCATCAACGACGCCAACGTGATCCGCGGGCGCTCGTTCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        T  S  I  W  C  S  S  T  T  G  K  P  T  R  R  P  A  A  S  R  S  S  C  A  S  S  S  P  *  P  S  H  R 
      R  R  A  S  G  V  P  R  R  L  G  S  P  P  A  G  R  P  H  R  G  A  A  V  H  H  P  R  H  D  Q  V  T  A
       D  E  H  L  V  F  L  D  D  W  E  A  H  P  Q  A  G  R  I  A  E  Q  L  C  I  I  L  A  M  T  K  S  P  
4001  CGACGAGCATCTGGTGTTCCTCGACGACTGGGAAGCCCACCCGCAGGCCGGCCGCATCGCGGAGCAGCTGTGCATCATCCTCGCCATGACCAAGTCACCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       C  R  N  R  W  R  H  S  W  A  G  N  R  M  R  S  P  T  S  T  P  C  R  S  S  T  S  P  R  T  A  G  P  
        A  G  T  A  G  G  I  P  G  Q  G  T  G  *  G  A  R  P  R  L  P  A  E  V  L  R  R  P  E  P  L  G  L 
      L  P  E  P  L  A  A  F  L  G  R  E  P  D  E  E  P  D  L  D  S  L  P  K  F  Y  V  A  Q  N  R  W  A  Y
4101  CTGCCGGAACCGCTGGCGGCATTCCTGGGCAGGGAACCGGATGAGGAGCCCGACCTCGACTCCCTGCCGAAGTTCTACGTCGCCCAGAACCGCTGGGCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  A  A  G  A  R  R  T  A  S  N  R  T  T  P  S  T  S  P  P  A  P  H  W  T  A  A  N  *  S  T  P  G  R
       R  Q  L  V  P  E  E  R  R  Q  T  G  P  R  R  L  H  H  L  R  H  H  T  G  R  P  R  T  E  A  P  R  A  
        G  S  W  C  Q  K  N  G  V  K  Q  D  H  A  V  Y  I  T  S  G  T  T  L  D  G  R  E  L  K  H  P  G  Q 
4201  ACGGCAGCTGGTGCCAGAAGAACGGCGTCAAACAGGACCACGCCGTCTACATCACCTCCGGCACCACACTGGACGGCCGCGAACTGAAGCACCCCGGGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  S  T  S  T  A  G  R  T  T  T  A  P  E  P  S  R  T  P  S  A  Q  R  C  T  G  A  G  N  E  G  G  Q 
      G  R  L  P  R  R  L  G  E  Q  L  P  R  R  S  H  Q  G  L  H  P  R  S  A  V  P  G  Q  E  M  K  A  V  N
       V  V  Y  L  D  G  W  E  N  N  Y  R  A  G  A  I  K  D  S  I  R  A  A  L  Y  R  G  R  K  *  R  R  S  
4301  GGTCGTCTACCTCGACGGCTGGGAGAACAACTACCGCGCCGGAGCCATCAAGGACTCCATCCGCGCAGCGCTGTACCGGGGCAGGAAATGAAGGCGGTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  R  R  G  C  P  R  Q  A  G  P  D  R  P  G  P  P  A  P  R  Q  P  Q  Q  R  R  R  R  G  V  D  R  V  
        F  V  E  D  V  R  D  K  L  V  P  I  D  Q  V  R  Q  H  P  D  N  P  N  N  G  D  V  E  A  L  I  E  S 
      T  S  S  R  M  S  A  T  S  W  S  R  *  T  R  S  A  S  T  P  T  T  P  T  T  A  T  S  R  R  *  S  S  R
4401  ACTTCGTCGAGGATGTCCGCGACAAGCTGGTCCCGATAGACCAGGTCCGCCAGCACCCCGACAACCCCAACAACGGCGACGTCGAGGCGTTGATCGAGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      D  P  G  Q  R  L  L  H  H  H  H  G  R  P  E  H  R  I  H  P  R  R  Q  P  P  V  S  G  A  A  R  A  R  R
       I  Q  V  N  G  F  Y  T  T  I  T  A  D  R  N  T  G  Y  I  L  A  G  N  H  R  Y  Q  A  L  H  A  L  G  
        S  R  S  T  A  S  T  P  P  S  R  P  T  G  T  P  D  T  S  S  P  A  T  T  G  I  R  R  C  T  R  S  A 
4501  GATCCAGGTCAACGGCTTCTACACCACCATCACGGCCGACCGGAACACCGGATACATCCTCGCCGGCAACCACCGGTATCAGGCGCTGCACGCGCTCGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        H  P  H  P  G  G  V  A  G  Q  G  P  R  R  D  R  P  H  P  R  R  G  Q  Q  D  R  Q  A  G  P  G  R  S 
      A  T  H  I  P  V  V  W  L  D  K  D  R  A  G  T  V  R  I  L  V  G  D  N  K  T  G  K  L  A  R  V  D  Q
       P  P  T  S  R  W  C  G  W  T  R  T  A  P  G  P  S  A  S  S  S  G  T  T  R  P  A  S  W  P  G  S  I  
4601  GCCACCCACATCCCGGTGGTGTGGCTGGACAAGGACCGCGCCGGGACCGTCCGCATCCTCGTCGGGGACAACAAGACCGGCAAGCTGGCCCGGGTCGATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  A  G  G  *  T  P  Q  G  T  D  G  H  R  P  G  L  R  R  V  R  L  H  P  G  I  V  P  P  A  A  A  G  
        A  Q  E  V  E  L  L  K  E  L  M  G  T  D  L  G  F  A  G  S  G  Y  T  Q  E  S  F  L  Q  L  L  Q  D 
      R  R  R  R  L  N  S  S  R  N  *  W  A  P  T  W  A  S  P  G  P  A  T  P  R  N  R  S  S  S  C  C  R  T
4701  AGGCGCAGGAGGTTGAACTCCTCAAGGAACTGATGGGCACCGACCTGGGCTTCGCCGGGTCCGGCTACACCCAGGAATCGTTCCTCCAGCTGCTGCAGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  E  *  R  R  R  A  D  P  H  R  R  R  V  R  A  R  H  R  P  L  G  H  L  P  G  G  G  G  L  R  Q  R  R
       L  N  N  A  A  A  P  I  P  T  A  D  G  F  G  H  G  T  A  P  S  G  I  F  Q  V  V  V  D  F  D  N  A  
        *  I  T  P  P  R  R  S  P  P  P  T  G  S  G  T  A  P  P  P  R  A  S  S  R  W  W  W  T  S  T  T  P 
4801  CCTGAATAACGCCGCCGCGCCGATCCCCACCGCCGACGGGTTCGGGCACGGCACCGCCCCCTCGGGCATCTTCCAGGTGGTGGTGGACTTCGACAACGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  A  R  R  T  V  R  R  P  R  R  A  L  R  E  S  K  D  G  K  P  V  M  D  A  D  K  A  D  D  F  I  A 
      E  E  R  D  E  L  F  A  D  L  A  E  R  Y  E  K  A  R  M  V  N  L  *  W  T  Q  I  R  R  T  T  S  S  P
       R  S  A  T  N  C  S  P  T  S  P  S  A  T  R  K  Q  G  W  *  T  C  D  G  R  R  *  G  G  R  L  H  R  
4901  GAGGAGCGCGACGAACTGTTCGCCGACCTCGCCGAGCGCTACGAGAAAGCAAGGATGGTAAACCTGTGATGGACGCAGATAAGGCGGACGACTTCATCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       K  T  F  R  E  D  P  A  F  A  P  T  A  N  I  G  P  D  A  V  S  N  A  V  H  H  T  P  G  I  E  F  H  
        R  P  S  G  R  T  P  P  S  R  Q  R  Q  T  S  A  R  T  R  S  L  T  P  S  T  T  R  P  G  *  S  S  T 
      Q  D  L  P  G  G  P  R  L  R  A  N  G  K  H  R  P  G  R  G  L  *  R  R  P  P  H  A  R  D  R  V  P  P
5001  CAAGACCTTCCGGGAGGACCCCGCCTTCGCGCCAACGGCAAACATCGGCCCGGACGCGGTCTCTAACGCCGTCCACCACACGCCCGGGATAGAGTTCCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  G  V  S  A  V  P  A  I  L  T  V  P  H  P  K  R  V  P  F  H  R  P  G  E  P  V  G  R  V  Y  D  S  A
       P  E  S  P  P  S  R  P  S  S  P  S  R  T  P  S  V  S  R  S  T  G  R  A  S  R  W  G  G  S  T  T  A  
        R  S  L  R  R  P  G  H  P  H  R  P  A  P  Q  A  C  P  V  P  Q  A  G  R  A  G  G  A  G  L  R  Q  R 
5101  CCCGGAGTCTCCGCCGTCCCGGCCATCCTCACCGTCCCGCACCCCAAGCGTGTCCCGTTCCACAGGCCGGGCGAGCCGGTGGGGCGGGTCTACGACAGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  M  G  P  T  N  I  T  A  N  V  V  L  E  L  W  P  D  G  T  V  T  W  R  D  G  *  C  G  A  R  S  S 
      R  *  W  A  P  P  T  S  R  P  T  W  C  S  N  C  G  P  T  E  P  *  H  G  G  M  A  D  V  G  R  D  L  P
       A  D  G  P  H  Q  H  H  G  Q  R  G  A  R  T  V  A  R  R  N  R  D  M  E  G  W  L  M  W  G  A  I  F  
5201  CGCTGATGGGCCCCACCAACATCACGGCCAACGTGGTGCTCGAACTGTGGCCCGACGGAACCGTGACATGGAGGGATGGCTGATGTGGGGCGCGATCTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  R  C  S  S  P  S  G  S  S  A  *  T  P  T  H  G  R  T  D  V  A  K  K  N  P  E  P  T  F  G  G  V  
        R  A  A  R  R  R  L  D  H  Q  L  E  H  Q  R  T  E  G  P  T  W  Q  R  R  T  L  N  R  P  S  G  E  * 
      L  A  L  L  V  A  V  W  I  I  S  L  N  T  N  A  R  K  D  R  R  G  K  E  E  P  *  T  D  L  R  G  S  R
5301  CTCGCGCTGCTCGTCGCCGTCTGGATCATCAGCTTGAACACCAACGCACGGAAGGACCGACGTGGCAAAGAAGAACCCTGAACCGACCTTCGGGGGAGTA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  T  I  G  K  A  L  E  A  G  V  D  P  N  S  D  L  V  G  E  A  D  T  K  S  Q  M  A  V  A  L  R  L  S
       G  P  S  A  R  R  W  R  R  G  W  I  P  I  P  T  S  S  G  R  P  I  P  S  P  R  W  R  W  R  C  A  S  
        D  H  R  Q  G  A  G  G  G  G  G  S  Q  F  R  P  R  R  G  G  R  Y  Q  V  P  D  G  G  G  A  A  P  L 
5401  GGGACCATCGGCAAGGCGCTGGAGGCGGGGGTGGATCCCAATTCCGACCTCGTCGGGGAGGCCGATACCAAGTCCCAGATGGCGGTGGCGCTGCGCCTCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  A  N  Y  T  D  I  A  K  M  A  G  Y  R  D  G  K  T  A  R  L  A  V  E  R  A  L  A  N  S  A  D  S 
      P  G  P  T  T  P  T  S  P  R  W  P  A  T  G  T  A  R  P  P  G  W  R  W  S  G  R  W  P  T  L  P  T  P
       R  G  Q  L  H  R  H  R  Q  D  G  R  L  P  G  R  Q  D  R  P  A  G  G  G  A  G  A  G  Q  L  C  R  L  
5501  CCGGGGCCAACTACACCGACATCGCCAAGATGGCCGGCTACCGGGACGGCAAGACCGCCCGGCTGGCGGTGGAGCGGGCGCTGGCCAACTCTGCCGACTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  E  A  L  D  Q  L  R  V  L  N  D  R  R  Y  N  R  L  L  Q  S  V  M  G  K  A  V  D  P  K  D  P  E  
        R  R  R  W  T  S  C  G  Y  S  T  T  G  A  T  T  G  C  C  S  R  S  W  A  R  P  W  T  P  R  T  R  S 
      P  G  G  A  G  P  A  A  G  T  Q  R  P  A  L  Q  P  A  A  A  V  G  H  G  Q  G  R  G  P  Q  G  P  G  A
5601  CCCGGAGGCGCTGGACCAGCTGCGGGTACTCAACGACCGGCGCTACAACCGGCTGCTGCAGTCGGTCATGGGCAAGGCCGTGGACCCCAAGGACCCGGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  L  A  Y  N  A  R  A  L  A  I  V  D  R  I  N  K  L  H  G  V  D  A  P  Q  Q  I  Q  I  T  P  T  D  A
       I  W  P  T  T  R  V  R  W  P  S  W  T  G  S  T  S  C  T  A  W  T  R  P  S  R  S  R  S  P  R  P  T  
        S  G  L  Q  R  A  C  A  G  H  R  G  P  D  Q  Q  A  A  R  R  G  R  A  P  A  D  P  D  H  P  D  R  R 
5701  CATCTGGCCTACAACGCGCGTGCGCTGGCCATCGTGGACCGGATCAACAAGCTGCACGGCGTGGACGCGCCCCAGCAGATCCAGATCACCCCGACCGACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  I  H  E  F  V  K  K  L  V  P  A  A  N  A  D  N  A  G  I  E  E  D  I  L  D  A  E  I  V  G  D  G 
      P  P  S  T  S  S  S  R  S  W  C  P  P  P  M  L  T  T  P  G  S  R  R  T  S  S  T  R  R  S  S  G  T  A
       R  H  P  R  V  R  Q  E  A  G  A  R  R  Q  C  *  Q  R  R  D  R  G  G  H  P  R  R  G  D  R  R  G  R  
5801  CCGCCATCCACGAGTTCGTCAAGAAGCTGGTGCCCGCCGCCAATGCTGACAACGCCGGGATCGAGGAGGACATCCTCGACGCGGAGATCGTCGGGGACGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  D  G  *  P  Q  R  Q  P  C  G  V  G  R  P  A  Q  R  P  *  L  E  E  E  G  A  G  A  G  H  C  P  S  
        P  M  A  N  P  N  G  N  L  A  G  W  A  D  P  P  S  D  P  D  W  K  K  K  A  L  E  R  V  I  A  R  Q 
      H  R  W  L  T  P  T  A  T  L  R  G  G  P  T  R  P  A  T  L  T  G  R  R  R  R  W  S  G  S  L  P  V  R
5901  CACCGATGGCTAACCCCAACGGCAACCTTGCGGGGTGGGCCGACCCGCCCAGCGACCCTGACTGGAAGAAGAAGGCGCTGGAGCGGGTCATTGCCCGTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      E  A  P  H  Q  Q  D  E  A  P  Q  R  A  D  A  V  L  R  R  S  L  P  R  A  A  *  R  C  R  I  A  P  G  N
       K  P  H  T  N  R  T  K  R  R  N  G  L  M  L  Y  F  D  D  P  F  R  V  L  L  D  A  A  A  S  R  R  G  
        S  P  T  P  T  G  R  S  A  A  T  G  *  C  C  T  S  T  I  P  S  A  C  C  L  T  L  P  H  R  A  G  E 
6001  GAAGCCCCACACCAACAGGACGAAGCGCCGCAACGGGCTGATGCTGTACTTCGACGATCCCTTCCGCGTGCTGCTTGACGCTGCCGCATCGCGCCGGGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  P  C  R  V  L  P  E  G  G  G  G  D  D  R  P  R  L  R  T  *  A  G  A  G  H  D  A  L  R  A  P  H 
      M  S  L  A  G  Y  C  R  R  A  V  A  A  M  I  A  H  D  F  G  L  E  P  G  Q  V  M  M  H  S  A  R  P  T
       C  P  L  Q  G  T  A  G  G  R  W  R  R  *  S  P  T  T  S  D  L  S  R  G  R  S  *  C  T  P  R  A  P  
6101  ATGTCCCTTGCAGGGTACTGCCGGAGGGCGGTGGCGGCGATGATCGCCCACGACTTCGGACTTGAGCCGGGGCAGGTCATGATGCACTCCGCGCGCCCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  V  P  G  G  C  R  T  W  Q  G  N  Q  D  Q  R  *  R  Y  W  L  W  P  L  A  H  R  S  R  F  *  G  H  
        E  Y  R  A  D  A  G  H  G  R  A  I  K  T  N  D  D  G  T  G  Y  G  P  W  R  I  E  A  V  S  E  V  I 
      R  S  T  G  R  M  P  D  M  A  G  Q  S  R  P  T  M  T  V  L  A  M  A  L  G  A  S  K  P  F  L  R  S  S
6201  CGGAGTACCGGGCGGATGCCGGACATGGCAGGGCAATCAAGACCAACGATGACGGTACTGGCTATGGCCCTTGGCGCATCGAAGCCGTTTCTGAGGTCAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  A  R  K  G  H  E  R  L  R  N  W  L  H  D  S  S  T  R  R  H  R  P  P  R  M  G  E  V  G  P  K  V  Q
       V  H  E  K  D  T  N  V  *  E  T  G  C  M  T  A  A  P  E  G  I  D  P  L  E  W  E  K  W  D  Q  K  S  
        C  T  K  R  T  R  T  S  E  K  L  A  A  *  Q  Q  H  Q  K  A  S  T  P  S  N  G  R  S  G  T  K  S  P 
6301  CGTGCACGAAAAGGACACGAACGTCTGAGAAACTGGCTGCATGACAGCAGCACCAGAAGGCATCGACCCCCTCGAATGGGAGAAGTGGGACCAAAAGTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  Q  A  S  S  R  T  G  R  C  R  T  H  Q  A  C  V  V  L  Q  T  R  A  Q  L  R  R  D  G  A  R  G  L 
      K  D  K  L  L  R  A  L  E  D  A  G  R  T  K  R  A  W  Y  C  K  R  G  R  S  C  D  G  M  E  H  E  G  Y
       R  T  S  F  F  A  H  W  K  M  P  D  A  P  S  V  R  G  T  A  N  A  G  A  A  A  T  G  W  S  T  R  A  
6401  AAGGACAAGCTTCTTCGCGCACTGGAAGATGCCGGACGCACCAAGCGTGCGTGGTACTGCAAACGCGGGCGCAGCTGCGACGGGATGGAGCACGAGGGCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  V  P  A  R  P  R  *  P  V  A  P  A  P  G  G  L  A  G  V  A  A  E  G  R  P  W  F  G  Q  D  E  V  
        P  Y  R  H  A  R  G  D  Q  W  P  P  P  P  G  D  W  L  V  W  L  L  K  G  G  R  G  S  G  K  T  R  S 
      T  R  T  G  T  P  A  V  T  S  G  P  R  P  R  G  T  G  W  C  G  C  *  R  A  A  V  V  R  A  R  R  G  P
6501  ACCCGTACCGGCACGCCCGCGGTGACCAGTGGCCCCCGCCCCCGGGGGACTGGCTGGTGTGGCTGCTGAAGGGCGGCCGTGGTTCGGGCAAGACGAGGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  V  G  V  D  T  Q  R  L  R  Q  A  G  A  R  L  H  H  R  P  D  L  V  P  R  P  R  H  H  D  R  R  R  L
       G  S  E  W  I  R  N  V  S  A  K  L  E  R  V  S  I  I  G  P  T  S  F  H  V  R  G  T  M  I  E  G  D  
        G  R  S  G  Y  A  T  S  P  P  S  W  S  A  S  P  S  S  A  R  P  R  S  T  S  A  A  P  *  S  K  A  T 
6601  CGGGTCGGAGTGGATACGCAACGTCTCCGCCAAGCTGGAGCGCGTCTCCATCATCGGCCCGACCTCGTTCCACGTCCGCGGCACCATGATCGAAGGCGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  P  A  R  R  V  P  Q  R  G  H  G  R  T  V  G  T  V  E  V  P  D  H  R  P  L  P  L  Q  P  R  Q  R 
      S  G  L  L  A  V  F  R  N  A  G  M  D  A  L  W  E  P  S  K  S  R  I  T  V  P  C  R  C  S  P  G  N  A
       P  A  C  S  P  C  S  A  T  R  A  W  T  H  C  G  N  R  R  S  P  G  S  P  S  P  A  A  A  A  P  A  T  
6701  TCCGGCCTGCTCGCCGTGTTCCGCAACGCGGGCATGGACGCACTGTGGGAACCGTCGAAGTCCCGGATCACCGTCCCCTGCCGCTGCAGCCCCGGCAACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  P  R  P  P  G  R  P  L  H  P  G  L  H  R  R  G  T  R  T  S  P  R  P  A  A  R  R  R  L  A  R  R  
        V  P  D  H  P  D  G  H  F  I  Q  A  F  T  G  E  E  P  E  R  L  R  G  P  Q  H  A  A  V  W  L  D  E 
      P  S  P  T  T  R  T  A  T  S  S  R  P  S  P  A  R  N  P  N  V  S  A  A  R  S  T  P  P  S  G  S  T  S
6801  CCGTCCCCGACCACCCGGACGGCCACTTCATCCAGGCCTTCACCGGCGAGGAACCCGAACGTCTCCGCGGCCCGCAGCACGCCGCCGTCTGGCTCGACGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  R  P  L  R  Q  D  R  G  G  L  V  Q  H  A  V  R  P  P  A  R  Q  G  P  E  D  P  V  L  H  H  P  A  A
       P  A  H  F  D  K  I  E  A  V  W  S  N  M  L  F  G  L  R  L  G  K  D  P  K  I  L  C  S  T  T  P  L  
        P  P  T  S  T  R  S  R  R  S  G  P  T  C  C  S  A  S  G  S  A  R  T  R  R  S  C  A  P  P  P  R  C 
6901  GCCCGCCCACTTCGACAAGATCGAGGCGGTCTGGTCCAACATGCTGTTCGGCCTCCGGCTCGGCAAGGACCCGAAGATCCTGTGCTCCACCACCCCGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  Q  V  D  E  G  T  G  Q  A  A  G  H  H  R  R  H  G  L  H  L  R  Q  P  R  E  P  R  P  H  R  A  E 
      P  T  K  W  M  K  E  L  V  K  Q  P  D  T  I  A  V  T  V  S  T  F  A  N  L  A  N  L  A  P  T  V  Q  K
       R  P  S  G  *  R  N  W  S  S  S  R  T  P  S  P  S  R  S  P  P  S  P  T  S  R  T  S  P  P  P  C  R  
7001  CCGACCAAGTGGATGAAGGAACTGGTCAAGCAGCCGGACACCATCGCCGTCACGGTCTCCACCTTCGCCAACCTCGCGAACCTCGCCCCCACCGTGCAGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       N  P  Q  A  V  R  G  H  A  A  G  A  P  G  T  L  R  R  D  P  G  R  H  R  G  R  A  V  E  N  L  H  D  
        T  L  K  Q  F  E  G  T  R  L  G  R  Q  E  L  Y  G  E  I  L  D  D  I  E  G  A  L  W  K  T  S  M  I 
      K  P  S  S  S  S  R  A  R  G  W  G  A  R  N  S  T  A  R  S  W  T  T  S  R  A  R  C  G  K  P  P  *  S
7101  AAACCCTCAAGCAGTTCGAGGGCACGCGGCTGGGGCGCCAGGAACTCTACGGCGAGATCCTGGACGACATCGAGGGCGCGCTGTGGAAAACCTCCATGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  P  V  P  A  L  P  R  G  R  R  T  A  Q  G  V  R  P  D  A  G  P  D  R  H  L  H  R  P  R  R  H  V  E
       D  P  Y  R  L  S  L  E  V  D  E  R  L  K  E  F  A  R  T  L  D  R  I  V  I  S  I  D  P  A  G  T  S  
        T  R  T  G  S  P  S  R  S  T  N  G  S  R  S  S  P  G  R  W  T  G  S  S  S  P  S  T  P  P  A  R  R 
7201  CGACCCGTACCGGCTCTCCCTCGAGGTCGACGAACGGCTCAAGGAGTTCGCCCGGACGCTGGACCGGATCGTCATCTCCATCGACCCCGCCGGCACGTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Q  E  A  R  R  N  R  H  H  R  A  G  Q  E  G  R  P  V  L  R  P  R  G  P  L  R  P  L  L  P  G  G  V 
      N  K  K  R  D  E  T  G  I  T  V  Q  G  K  K  G  D  Q  F  Y  V  L  A  D  L  S  D  H  Y  S  P  E  G  W
       T  R  S  A  T  K  P  A  S  P  C  R  A  R  R  A  T  S  S  T  S  S  R  T  S  P  T  T  T  P  R  R  G  
7301  AACAAGAAGCGCGACGAAACCGGCATCACCGTGCAGGGCAAGAAGGGCGACCAGTTCTACGTCCTCGCGGACCTCTCCGACCACTACTCCCCGGAGGGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  L  R  R  L  G  R  I  R  R  V  G  S  G  P  R  R  G  G  E  E  L  R  R  R  H  G  A  A  H  P  A  Q  
        A  S  A  A  W  A  A  F  D  E  W  E  A  D  L  V  V  A  E  K  N  Y  G  G  D  M  V  L  H  T  L  R  N 
      G  P  P  P  P  G  P  H  S  T  S  G  K  R  T  S  S  W  R  R  R  T  T  A  A  T  W  C  C  T  P  C  A  T
7401  GGGCCTCCGCCGCCTGGGCCGCATTCGACGAGTGGGAAGCGGACCTCGTCGTGGCGGAGAAGAACTACGGCGGCGACATGGTGCTGCACACCCTGCGCAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  A  P  E  R  A  R  E  A  G  A  L  P  A  R  Q  G  P  A  R  R  A  D  R  G  A  V  R  A  G  A  R  A  P
       V  R  R  N  G  P  V  K  L  V  H  S  R  R  G  K  V  L  R  A  E  P  I  V  A  L  Y  E  Q  E  R  V  H  
        C  A  G  T  G  P  *  S  W  C  T  P  G  A  A  R  S  C  A  P  S  R  S  W  R  C  T  S  R  S  A  C  T 
7501  CGTGCGCCGGAACGGGCCCGTGAAGCTGGTGCACTCCCGGCGCGGCAAGGTCCTGCGCGCCGAGCCGATCGTGGCGCTGTACGAGCAGGAGCGCGTGCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  P  Q  P  H  R  H  G  D  P  D  D  R  V  G  A  G  H  G  R  L  P  R  P  G  G  R  A  R  A  W  P  H 
      H  A  R  N  L  T  V  M  E  T  Q  M  T  E  W  V  P  D  M  D  D  S  P  D  R  V  D  A  L  V  H  G  L  T
       T  P  A  T  S  P  S  W  R  P  R  *  P  S  G  C  R  T  W  T  T  P  P  T  G  W  T  R  S  C  M  A  S  
7601  CACGCCCGCAACCTCACCGTCATGGAGACCCAGATGACCGAGTGGGTGCCGGACATGGACGACTCCCCCGACCGGGTGGACGCGCTCGTGCATGGCCTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  T  L  R  R  R  W  P  R  L  V  R  P  A  A  G  *  T  A  R  Q  G  R  R  D  G  P  R  L  H  L  P  V  
        E  L  S  G  G  A  G  P  A  S  F  A  L  P  Q  G  E  L  L  G  R  G  G  A  T  A  P  A  S  T  S  L  F 
      P  N  S  P  A  A  L  A  P  P  R  S  P  C  R  R  V  N  C  S  A  G  A  A  R  R  P  P  P  P  P  P  C  S
7701  CCGAACTCTCCGGCGGCGCTGGCCCCGCCTCGTTCGCCCTGCCGCAGGGTGAACTGCTCGGCAGGGGCGGCGCGACGGCCCCCGCCTCCACCTCCCTGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  L  H  A  A  R  T  A  G  G  N  R  L  G  *  G  C  G  V  Q  G  V  D  G  Q  G  A  A  G  G  P  A  R  H
       G  Y  T  P  R  E  L  P  V  E  T  V  S  D  E  A  A  E  Y  R  A  W  M  D  R  V  Q  Q  E  A  L  L  A  
        A  T  R  R  A  N  C  R  W  K  P  S  R  M  R  L  R  S  T  G  R  G  W  T  G  C  S  R  R  P  C  S  P 
7801  CGGCTACACGCCGCGCGAACTGCCGGTGGAAACCGTCTCGGATGAGGCTGCGGAGTACAGGGCGTGGATGGACAGGGTGCAGCAGGAGGCCCTGCTCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  P  R  Q  E  G  Y  A  A  L  *  A  S  A  D  L  R  V  A  L  R  G  H  A  R  M  L  N  M  S  T  *  S 
      M  L  R  D  K  R  D  M  P  H  C  E  H  P  Q  T  F  E  S  P  S  G  D  M  L  V  C  S  T  C  L  H  K  V
       C  S  A  T  R  G  I  C  R  T  V  S  I  R  R  P  S  S  R  P  P  G  T  C  S  Y  A  Q  H  V  Y  I  K  
7901  ATGCTCCGCGACAAGAGGGATATGCCGCACTGTGAGCATCCGCAGACCTTCGAGTCGCCCTCCGGGGACATGCTCGTATGCTCAACATGTCTACATAAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  V  *  G  H  V  T  R  Q  G  G  T  K  T  L  R  V  T  G  N  L  F  S  M  M  E  L  L  Q  L  F  L  A  
        E  F  E  D  T  L  H  G  R  A  E  P  K  P  S  A  *  P  V  I  F  S  A  *  W  N  F  S  S  F  S  L  P 
      W  S  L  R  T  R  Y  T  A  G  R  N  Q  N  P  P  R  N  R  *  S  F  Q  H  D  G  T  S  P  A  F  P  C  R
8001  TGGAGTTTGAGGACACGTTACACGGCAGGGCGGAACCAAAACCCTCCGCGTAACCGGTAATCTTTTCAGCATGATGGAACTTCTCCAGCTTTTCCTTGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  V  V  G  V  V  S  S  A  R  L  T  R  L  I  T  Q  D  S  F  P  P  A  V  W  V  R  M  K  W  D  D  L  T
       L  *  S  E  L  S  P  A  H  A  L  P  A  S  S  L  R  T  L  S  R  P  Q  C  G  C  G  *  S  G  T  T  S  
        C  S  R  S  C  L  Q  R  T  P  Y  P  P  H  H  S  G  L  F  P  A  R  S  V  G  A  D  E  V  G  R  P  H 
8101  GTTGTAGTCGGAGTTGTCTCCAGCGCACGCCTTACCCGCCTCATCACTCAGGACTCTTTCCCGCCCGCAGTGTGGGTGCGGATGAAGTGGGACGACCTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  D  S  Q  W  N  P  L  F  H  C  H  W  C  M  S  F  W  T  T  L  P  I  G  L  W  G  W  L  S  N  F  H 
      P  T  T  A  S  G  I  R  C  S  T  A  T  G  A  C  P  S  G  Q  P  S  P  S  D  S  G  D  G  S  R  T  S  M
       R  R  Q  P  V  E  S  A  V  P  L  P  L  V  H  V  L  L  D  N  P  P  H  R  T  L  G  M  A  L  E  L  P  
8201  CCGACGACAGCCAGTGGAATCCGCTGTTCCACTGCCACTGGTGCATGTCCTTCTGGACAACCCTCCCCATCGGACTCTGGGGATGGCTCTCGAACTTCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  S  W  W  V  V  N  L  L  L  A  G  S  Y  L  N  A  M  L  V  E  R  D  E  K  D  *  Q  W  V  A  P  G  
        C  R  G  G  L  *  T  F  C  S  R  A  L  T  *  T  R  C  L  L  N  E  M  K  R  T  N  S  G  S  H  P  G 
      C  V  V  V  G  C  K  P  S  A  R  G  L  L  P  E  R  D  A  C  *  T  R  *  K  G  L  T  V  G  R  T  R  A
8301  TGTGTCGTGGTGGGTTGTAAACCTTCTGCTCGCGGGCTCTTACCTGAACGCGATGCTTGTTGAACGAGATGAAAAGGACTAACAGTGGGTCGCACCCGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  G  R  Y  P  R  R  Q  M  H  W  W  L  R  P  P  V  F  V  G  P  R  S  E  R  S  P  E  K  G  P  P  T  P
       *  V  G  I  P  D  G  K  C  T  G  G  F  G  H  Q  F  S  W  D  Q  D  R  N  V  H  P  K  R  D  L  R  L  
        R  S  V  S  P  T  A  N  A  L  V  A  S  A  T  S  F  R  G  T  K  I  G  T  F  T  R  K  G  T  S  D  S 
8401  CTAGGTCGGTATCCCCGACGGCAAATGCACTGGTGGCTTCGGCCACCAGTTTTCGTGGGACCAAGATCGGAACGTTCACCCGAAAAGGGACCTCCGACTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  R  Q  R  L  T  P  P  I  R  S  A  A  S  S  A  S  E  W  T  G  S  A  P  C  S  P  R  P  C  *  R  P 
      L  A  D  R  G  L  H  R  L  F  G  V  R  R  V  P  L  R  S  G  L  G  R  L  H  A  L  Q  G  P  A  E  G  H
       W  Q  T  E  A  Y  T  A  Y  S  E  C  G  E  F  R  F  G  V  D  W  V  G  S  M  L  S  K  A  L  L  K  A  
8501  CTGGCAGACAGAGGCTTACACCGCCTATTCGGAGTGCGGCGAGTTCCGCTTCGGAGTGGACTGGGTCGGCTCCATGCTCTCCAAGGCCCTGCTGAAGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       Q  R  R  S  R  T  A  R  W  V  S  P  L  T  S  R  C  W  R  S  C  R  R  W  A  A  T  P  T  A  G  P  K  
        K  G  G  A  G  R  H  G  G  C  R  H  *  P  V  G  A  G  D  H  V  G  A  G  R  Q  R  R  R  P  G  R  N 
      T  K  E  E  P  D  G  T  V  G  V  A  T  D  Q  S  V  L  E  I  M  S  A  L  G  G  N  A  D  G  R  A  E  I
8601  ACAAAGGAGGAGCCGGACGGCACGGTGGGTGTCGCCACTGACCAGTCGGTGCTGGAGATCATGTCGGCGCTGGGCGGCAACGCCGACGGCCGGGCCGAAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  S  A  S  P  G  C  T  *  P  S  A  A  N  S  T  S  P  P  T  P  T  R  T  S  T  A  T  A  A  M  S  G  R
       P  P  P  R  R  G  A  H  D  H  R  R  R  T  L  H  R  L  L  P  R  P  G  Q  V  R  R  R  R  R  C  L  G  
        L  R  L  A  G  V  H  M  T  I  G  G  E  L  Y  I  A  S  Y  P  D  P  D  K  Y  G  D  G  G  D  V  W  E 
8701  TCCTCCGCCTCGCCGGGGTGCACATGACCATCGGCGGCGAACTCTACATCGCCTCCTACCCCGACCCGGACAAGTACGGCGACGGCGGCGATGTCTGGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  R  R  A  S  T  P  S  A  P  M  K  A  S  G  P  *  T  R  R  S  W  T  A  P  T  A  S  T  R  R  T  S 
      D  R  G  G  H  Q  R  Q  A  L  Q  *  R  H  L  D  P  E  Q  E  G  P  G  P  H  Q  R  H  Q  P  G  G  R  P
       I  A  A  G  I  N  A  K  R  S  N  E  G  I  W  T  L  N  K  K  V  L  D  R  T  N  G  I  N  P  E  D  V  
8801  GATCGCGGCGGGCATCAACGCCAAGCGCTCCAATGAAGGCATCTGGACCCTGAACAAGAAGGTCCTGGACCGCACCAACGGCATCAACCCGGAGGACGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  S  S  A  S  G  S  R  T  P  S  T  R  S  R  P  P  P  R  P  A  P  S  C  G  P  C  V  N  W  P  D  S  
        R  H  P  R  L  E  A  G  P  H  R  P  G  A  G  H  L  P  G  P  R  H  P  A  D  P  A  *  T  G  R  T  L 
      L  V  I  R  V  W  K  P  D  P  I  D  P  E  Q  A  T  S  P  A  R  A  I  L  R  T  L  R  E  L  A  G  L  S
8901  CTCGTCATCCGCGTCTGGAAGCCGGACCCCATCGACCCGGAGCAGGCCACCTCCCCGGCCCGCGCCATCCTGCGGACCCTGCGTGAACTGGCCGGACTCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  T  T  S  Q  R  R  S  T  P  A  S  P  G  R  G  S  S  C  S  R  T  T  S  T  S  P  R  R  R  G  R  R  A
       R  P  R  L  S  A  D  R  L  P  P  R  R  G  G  D  L  P  A  P  G  Q  H  Q  P  P  R  A  G  G  G  G  G  
        D  H  V  S  A  Q  I  D  S  R  L  A  G  A  G  I  F  L  L  P  D  N  I  N  L  P  A  P  E  G  A  E  G 
9001  CCGACCACGTCTCAGCGCAGATCGACTCCCGCCTCGCCGGGGCGGGGATCTTCCTGCTCCCGGACAACATCAACCTCCCCGCGCCGGAGGGGGCGGAGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  K  P  T  P  P  T  P  P  S  S  W  P  P  S  S  P  P  R  C  S  S  P  S  P  T  G  R  P  P  P  R  W 
      R  R  N  P  H  R  Q  H  R  R  A  A  G  H  P  H  R  H  R  D  A  A  V  P  H  Q  P  G  V  R  L  R  A  G
       A  E  T  H  T  A  N  T  A  E  Q  L  A  T  L  I  A  T  A  M  Q  Q  S  L  T  N  R  A  S  A  S  A  L  
9101  CGCCGAAACCCACACCGCCAACACCGCCGAGCAGCTGGCCACCCTCATCGCCACCGCGATGCAGCAGTCCCTCACCAACCGGGCGTCCGCCTCCGCGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  P  S  S  S  R  P  L  P  R  R  S  P  P  R  S  T  *  R  S  G  P  N  W  T  R  T  P  S  N  C  A  T  
        P  H  H  H  H  G  P  C  R  G  D  L  R  R  A  A  P  D  V  L  D  R  T  G  R  A  R  H  R  T  A  Q  R 
      V  P  I  I  I  T  A  P  A  E  A  I  S  A  A  Q  H  L  T  F  W  T  E  L  D  A  H  A  I  E  L  R  N  E
9201  GTCCCCATCATCATCACGGCCCCTGCCGAGGCGATCTCCGCCGCGCAGCACCTGACGTTCTGGACCGAACTGGACGCGCACGCCATCGAACTGCGCAACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  R  S  A  G  W  R  S  A  W  T  C  P  R  K  C  S  P  A  P  R  T  P  T  T  G  P  H  G  R  P  T  R  R
       G  D  P  P  A  G  A  R  H  G  H  A  P  G  S  A  H  R  L  R  G  L  Q  P  L  V  R  M  A  G  R  R  G  
        A  I  R  R  L  A  L  G  M  D  M  P  P  E  V  L  T  G  S  A  D  S  N  H  W  S  A  W  Q  A  D  E  A 
9301  AGGCGATCCGCCGGCTGGCGCTCGGCATGGACATGCCCCCGGAAGTGCTCACCGGCTCCGCGGACTCCAACCACTGGTCCGCATGGCAGGCCGACGAGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  S  S  R  T  P  S  R  C  *  R  S  S  P  P  G  W  P  A  A  T  S  A  R  C  S  P  T  R  A  G  S  R 
      G  D  Q  V  A  H  R  A  A  A  E  D  H  H  H  R  A  G  P  R  L  P  P  P  A  A  L  R  R  G  R  D  R  G
       A  I  K  S  H  T  E  P  L  L  K  I  I  T  T  G  L  A  R  G  Y  L  R  P  L  L  S  D  E  G  G  I  A  
9401  GGCGATCAAGTCGCACACCGAGCCGCTGCTGAAGATCATCACCACCGGGCTGGCCCGCGGCTACCTCCGCCCGCTGCTCTCCGACGAGGGCGGGATCGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  R  T  C  A  C  T  P  S  P  R  T  P  R  R  C  G  C  G  R  T  A  P  R  K  R  W  R  C  T  T  A  A  
        R  G  P  A  P  V  L  H  H  R  G  H  L  G  D  A  A  A  A  E  P  L  Q  G  S  G  G  D  V  R  P  R  R 
      D  E  D  L  R  L  Y  S  I  T  A  D  T  S  E  M  R  L  R  P  N  R  S  K  E  A  V  E  M  Y  D  R  G  E
9501  GACGAGGACCTGCGCCTGTACTCCATCACCGCGGACACCTCGGAGATGCGGCTGCGGCCGAACCGCTCCAAGGAAGCGGTGGAGATGTACGACCGCGGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      N  C  P  A  R  R  C  S  A  R  S  A  S  N  P  P  T  R  W  A  T  R  N  A  R  R  G  S  S  A  R  S  P  P
       T  V  R  R  G  D  A  P  R  G  R  L  R  T  H  R  R  D  G  R  R  G  T  Q  D  V  V  P  P  P  D  R  H  
        L  S  G  E  A  M  L  R  E  V  G  F  E  P  T  D  A  M  G  D  E  E  R  K  T  W  F  L  R  Q  I  A  T 
9601  AACTGTCCGGCGAGGCGATGCTCCGCGAGGTCGGCTTCGAACCCACCGACGCGATGGGCGACGAGGAACGCAAGACGTGGTTCCTCCGCCAGATCGCCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  P  P  P  R  R  W  S  P  P  R  *  R  N  W  A  S  W  M  S  R  W  R  T  P  P  P  M  F  H  V  K  H 
      R  L  P  H  P  G  D  G  R  R  R  A  E  G  T  G  H  H  G  C  R  G  G  G  P  R  R  R  C  F  T  *  N  T
       G  S  P  T  P  E  M  V  A  A  A  L  K  E  L  G  I  M  D  V  A  V  A  D  P  A  A  D  V  S  R  E  T  
9701  CGGCTCCCCCACCCCGGAGATGGTCGCCGCCGCGCTGAAGGAACTGGGCATCATGGATGTCGCGGTGGCGGACCCCGCCGCCGATGTTTCACGTGAAACA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  G  R  P  P  P  T  R  P  P  R  P  P  H  W  R  T  T  R  S  G  T  S  P  T  R  Q  P  A  N  A  A  R  
        R  G  G  P  R  R  P  D  P  Q  G  P  L  T  G  G  P  P  A  A  E  R  P  R  P  G  N  R  R  T  P  Q  G 
      P  G  E  A  P  A  D  P  T  P  K  A  P  S  L  E  D  H  P  Q  R  N  V  P  D  Q  A  T  G  E  R  R  K  A
9801  CCCGGGGAGGCCCCCGCCGACCCGACCCCCAAGGCCCCCTCACTGGAGGACCACCCGCAGCGGAACGTCCCCGACCAGGCAACCGGCGAACGCCGCAAGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  T  V  T  Q  A  M  C  P  A  P  T  S  P  G  K  R  P  *  C  S  G  R  S  R  R  C  S  A  R  W  S  A  P
       P  P  *  R  R  R  C  A  Q  R  R  H  R  P  E  S  V  P  D  A  R  G  G  A  G  G  V  P  R  A  G  A  H  
        H  R  D  A  G  D  V  P  S  A  D  I  A  R  K  A  S  L  M  L  G  A  E  Q  A  V  F  R  A  L  E  R  T 
9901  CCCACCGTGACGCAGGCGATGTGCCCAGCGCCGACATCGCCCGGAAAGCGTCCCTGATGCTCGGGGCGGAGCAGGCGGTGTTCCGCGCGCTGGAGCGCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  T  G  C  G  T  R  S  A  G  S  S  P  A  S  P  P  P  K  P  T  C  T  S  P  P  R  P  R  T  C  P  T 
      R  E  P  D  A  E  Q  G  R  R  E  A  P  R  H  P  R  R  R  N  L  P  A  L  L  R  Q  D  R  G  P  V  P  L
       G  N  R  M  R  N  K  V  G  G  K  L  P  G  I  P  A  A  E  T  Y  L  H  F  S  A  K  T  E  D  L  S  H  
10001 CGGGAACCGGATGCGGAACAAGGTCGGCGGGAAGCTCCCCGGCATCCCCGCCGCCGAAACCTACCTGCACTTCTCCGCCAAGACCGAGGACCTGTCCCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  S  M  T  P  S  G  R  T  S  S  R  W  P  P  M  R  R  W  S  P  G  S  W  S  T  R  S  T  P  T  A  G  
        P  R  *  R  L  R  G  E  R  R  R  A  G  R  P  C  G  G  G  A  R  A  A  G  R  R  A  R  L  L  L  P  A 
      Y  L  D  D  A  F  G  E  N  V  V  A  L  A  A  H  A  E  V  E  P  G  Q  L  V  D  A  L  D  S  Y  C  R  L
10101 TACCTCGATGACGCCTTCGGGGAGAACGTCGTCGCGCTGGCCGCCCATGCGGAGGTGGAGCCCGGGCAGCTGGTCGACGCGCTCGACTCCTACTGCCGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      C  C  *  C  P  G  R  S  T  T  S  P  R  C  A  T  T  S  T  P  F  S  P  P  R  Q  E  R  S  Y  D  P  P  R
       A  A  D  V  R  A  G  P  R  L  R  Q  D  V  Q  P  R  Q  H  R  F  H  H  P  D  R  S  A  R  M  I  R  P  
        L  L  M  S  G  Q  V  H  D  F  A  K  M  C  N  H  V  N  T  V  F  T  T  Q  T  G  A  L  V  *  S  A  Q 
10201 TGCTGCTGATGTCCGGGCAGGTCCACGACTTCGCCAAGATGTGCAACCACGTCAACACCGTTTTCACCACCCAGACAGGAGCGCTCGTATGATCCGCCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        I  V  R  G  L  H  G  G  V  R  R  G  P  P  H  H  P  L  R  Q  R  G  P  A  A  R  R  G  A  R  S  A  R 
      E  S  F  A  A  S  T  E  E  F  A  A  A  R  R  T  I  L  S  D  S  A  D  Q  L  R  G  A  V  R  E  A  L  G
       N  R  S  R  P  P  R  R  S  S  P  R  P  A  A  P  S  S  P  T  A  R  T  S  C  A  A  R  C  A  K  R  S  
10301 GAATCGTTCGCGGCCTCCACGGAGGAGTTCGCCGCGGCCCGCCGCACCATCCTCTCCGACAGCGCGGACCAGCTGCGCGGCGCGGTGCGCGAAGCGCTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       Q  D  R  P  A  L  V  G  D  A  D  R  G  R  R  L  R  G  V  R  L  Y  R  R  P  R  V  R  S  P  L  P  G  
        R  I  G  L  P  S  W  E  M  Q  I  V  D  A  A  F  E  V  F  D  S  T  V  A  L  E  S  E  A  P  S  Q  V 
      A  G  S  A  C  P  R  G  R  C  R  S  W  T  P  P  S  R  C  S  T  L  P  S  P  S  S  P  K  P  P  P  R  S
10401 GCAGGATCGGCCTGCCCTCGTGGGAGATGCAGATCGTGGACGCCGCCTTCGAGGTGTTCGACTCTACCGTCGCCCTCGAGTCCGAAGCCCCCTCCCAGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  R  R  H  A  R  P  V  R  P  E  A  L  R  D  P  A  E  N  H  A  R  R  E  Q  G  R  A  A  G  D  H  H  Q
       I  D  D  M  R  D  L  F  G  L  K  L  S  E  T  L  Q  K  T  T  R  A  E  N  K  D  V  Q  L  E  T  I  T  
        S  T  T  C  A  T  C  S  A  *  S  S  P  R  P  C  R  K  P  R  A  P  R  T  R  T  C  S  W  R  P  S  P 
10501 CATCGACGACATGCGCGACCTGTTCGGCCTGAAGCTCTCCGAGACCCTGCAGAAAACCACGCGCGCCGAGAACAAGGACGTGCAGCTGGAGACCATCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  G  R  P  D  G  G  Q  R  R  D  R  S  G  H  H  R  R  P  R  R  G  R  G  P  R  M  G  G  H  G  G  R 
      N  W  V  A  Q  M  A  V  N  A  G  T  E  A  A  T  T  A  D  P  D  A  G  V  G  L  E  W  V  D  M  E  D  D
       T  G  S  P  R  W  R  S  T  P  G  P  K  R  P  P  P  P  T  P  T  R  A  W  A  S  N  G  W  T  W  R  T  
10601 AACTGGGTCGCCCAGATGGCGGTCAACGCCGGGACCGAAGCGGCCACCACCGCCGACCCCGACGCGGGCGTGGGCCTCGAATGGGTGGACATGGAGGACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       Q  G  P  L  R  A  S  G  S  A  R  A  G  G  P  H  R  A  G  V  L  R  R  G  C  G  D  D  V  P  G  R  A  
        K  V  R  S  A  H  Q  E  A  H  G  Q  V  V  P  T  G  Q  A  F  S  V  G  G  V  E  M  M  Y  P  G  E  P 
      T  R  S  A  P  R  I  R  K  R  T  G  R  W  S  P  P  G  R  R  S  P  S  G  V  W  R  *  C  T  R  A  S  R
10701 ACAAGGTCCGCTCCGCGCATCAGGAAGCGCACGGGCAGGTGGTCCCCACCGGGCAGGCGTTCTCCGTCGGGGGTGTGGAGATGATGTACCCGGGCGAGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  W  G  S  Q  Q  L  D  Q  L  P  L  R  G  P  P  D  H  A  H  R  G  V  R  A  D  H  H  G  R  R  R  R  C
       V  G  D  P  S  N  W  I  N  C  R  C  V  A  R  P  T  M  L  T  E  A  S  A  Q  T  I  T  A  A  G  D  D  
        L  G  I  P  A  T  G  S  T  A  A  A  W  P  A  R  P  C  S  P  R  R  P  R  R  P  S  R  P  P  A  T  M 
10801 GGTTGGGGATCCCAGCAACTGGATCAACTGCCGCTGCGTGGCCCGCCCGACCATGCTCACCGAGGCGTCCGCGCAGACCATCACGGCCGCCGGCGACGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        F  T  *  N  G  A  *  P  V  L  R  H  R  R  A  P  G  A  G  R  S  R  P  W  G  V  L  G  G  G  W  R  A 
      V  S  R  E  T  E  H  S  Q  S  S  V  I  V  A  L  P  A  L  D  D  P  V  H  G  V  S  S  E  A  D  G  A  H
       F  H  V  K  R  S  I  A  S  P  P  S  S  S  R  S  R  R  W  T  I  P  S  M  G  C  P  R  R  R  M  A  R  
10901 GTTTCACGTGAAACGGAGCATAGCCAGTCCTCCGTCATCGTCGCGCTCCCGGCGCTGGACGATCCCGTCCATGGGGTGTCCTCGGAGGCGGATGGCGCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  D  P  C  L  P  R  G  P  C  R  V  *  P  G  A  D  R  G  G  V  E  E  H  L  R  S  G  G  L  T  V  H  
        V  T  L  A  Y  L  G  D  P  A  A  F  D  P  A  P  I  E  A  A  L  K  N  I  S  E  A  A  G  S  P  F  T 
      T  *  P  L  P  T  S  G  T  L  P  R  L  T  R  R  R  S  R  R  R  *  R  T  S  P  K  R  R  A  H  R  S  P
11001 ACGTGACCCTTGCCTACCTCGGGGACCCTGCCGCGTTTGACCCGGCGCCGATCGAGGCGGCGTTGAAGAACATCTCCGAAGCGGCGGGCTCACCGTTCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  H  R  F  R  H  R  H  P  R  Q  G  Q  R  R  R  R  P  A  G  R  C  E  P  H  R  H  P  Q  R  G  G  G  A
       D  T  V  S  G  T  A  T  L  G  K  D  S  A  D  V  V  L  L  D  A  A  N  L  T  A  I  R  S  A  V  V  E  
        T  P  F  P  A  P  P  P  S  A  R  T  A  P  T  S  S  C  W  T  L  R  T  S  P  P  S  A  A  R  W  W  S 
11101 CGACACCGTTTCCGGCACCGCCACCCTCGGCAAGGACAGCGCCGACGTCGTCCTGCTGGACGCTGCGAACCTCACCGCCATCCGCAGCGCGGTGGTGGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  A  R  A  G  G  L  Q  L  H  P  A  V  P  D  V  D  S  A  P  H  P  R  L  P  G  H  P  A  P  L  R  R 
      H  P  H  V  Q  E  V  Y  N  S  I  P  Q  Y  P  T  W  I  P  H  L  T  L  G  Y  P  D  T  P  R  L  S  A  E
       I  R  T  C  R  R  S  T  T  P  S  R  S  T  R  R  G  F  R  T  S  P  S  A  T  R  T  P  R  A  S  P  P  
11201 CATCCGCACGTGCAGGAGGTCTACAACTCCATCCCGCAGTACCCGACGTGGATTCCGCACCTCACCCTCGGCTACCCGGACACCCCGCGCCTCTCCGCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  P  V  R  D  P  L  R  P  A  G  A  V  A  R  R  Q  P  L  R  D  L  P  P  R  R  R  P  G  V  G  Q  R  
        T  P  S  E  I  R  F  D  R  L  A  L  W  H  G  D  N  R  S  G  I  Y  H  L  G  G  D  P  E  S  G  N  A 
      R  P  R  P  R  S  A  S  T  G  W  R  C  G  T  A  T  T  A  P  G  S  T  T  S  A  E  T  R  S  R  A  T  Q
11301 AGACCCCGTCCGAGATCCGCTTCGACCGGCTGGCGCTGTGGCACGGCGACAACCGCTCCGGGATCTACCACCTCGGCGGAGACCCGGAGTCGGGCAACGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  A  G  R  *  S  G  R  A  G  D  G  C  R  V  R  R  A  G  P  R  P  R  S  R  P  G  G  G  T  *  R  H  A
       A  P  A  D  D  Q  A  A  Q  A  T  A  A  A  F  V  A  Q  A  P  A  L  E  A  A  P  E  E  E  P  D  D  T  
        R  R  P  M  I  R  P  R  R  R  R  L  P  R  S  S  R  R  P  P  P  S  K  P  P  R  R  R  N  L  T  T  R 
11401 AGCGCCGGCCGATGATCAGGCCGCGCAGGCGACGGCTGCCGCGTTCGTCGCGCAGGCCCCCGCCCTCGAAGCCGCCCCGGAGGAGGAACCTGACGACACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  *  D  G  L  P  D  R  R  R  I  R  L  P  R  R  P  L  V  R  R  A  R  P  R  G  P  A  F  R  G  Q  A 
      Q  A  E  M  D  S  L  I  D  A  E  S  A  F  P  D  V  P  W  Y  G  V  L  A  P  E  G  L  P  S  G  D  K  R
       R  L  R  W  T  P  *  S  T  P  N  P  P  S  P  T  S  P  G  T  A  C  S  P  P  R  A  C  L  P  G  T  S  
11501 CAGGCTGAGATGGACTCCCTGATCGACGCCGAATCCGCCTTCCCCGACGTCCCCTGGTACGGCGTGCTCGCCCCCGAGGGCCTGCCTTCCGGGGACAAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  V  R  A  E  L  A  L  L  P  R  P  A  A  A  A  E  V  P  V  H  R  R  R  G  P  Q  G  I  V  P  G  R  
        Q  F  A  L  N  S  L  S  S  R  D  L  P  L  P  L  K  F  Q  F  I  D  D  E  G  H  K  G  S  F  P  V  G 
      A  S  S  R  *  T  R  S  P  P  A  T  C  R  C  R  *  S  S  S  S  S  T  T  R  A  T  R  D  R  S  R  S  A
11601 GCCAGTTCGCGCTGAACTCGCTCTCCTCCCGCGACCTGCCGCTGCCGCTGAAGTTCCAGTTCATCGACGACGAGGGCCACAAGGGATCGTTCCCGGTCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  H  R  P  H  L  A  R  G  R  A  D  Q  G  R  G  R  V  R  H  L  R  P  G  L  R  G  H  P  A  A  R  E  P
       R  I  D  R  I  W  R  E  D  G  L  I  K  A  E  G  V  F  D  T  S  D  Q  A  Y  E  V  I  R  L  L  A  N  
        A  S  T  A  S  G  A  R  T  G  *  S  R  P  R  A  C  S  T  P  P  T  R  P  T  R  S  S  G  C  S  R  T 
11701 CCGCATCGACCGCATCTGGCGCGAGGACGGGCTGATCAAGGCCGAGGGCGTGTTCGACACCTCCGACCAGGCCTACGAGGTCATCCGGCTGCTCGCGAAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  H  A  R  R  L  R  G  P  R  R  G  G  R  L  R  R  G  G  Q  E  N  R  Q  L  L  R  G  P  H  L  L  R 
      Q  I  M  R  G  V  S  V  D  L  D  A  V  E  G  S  V  G  E  D  K  K  T  V  N  F  S  E  G  R  I  S  S  A
       R  S  C  A  A  S  P  W  T  S  T  R  W  K  A  P  S  G  R  T  R  K  P  S  T  S  P  R  A  A  S  P  P  
11801 CAGATCATGCGCGGCGTCTCCGTGGACCTCGACGCGGTGGAAGGCTCCGTCGGGGAGGACAAGAAAACCGTCAACTTCTCCGAGGGCCGCATCTCCTCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  R  L  L  H  P  R  V  R  G  G  V  R  L  H  R  A  L  V  R  R  A  A  G  R  G  R  G  T  G  R  C  F  
        T  V  C  S  I  P  A  F  A  E  A  F  V  S  I  G  R  W  S  D  V  L  Q  G  E  V  V  E  Q  G  D  V  S 
      R  P  S  A  P  S  P  R  S  R  R  R  S  S  P  S  G  A  G  P  T  C  C  R  A  R  S  W  N  R  A  M  F  H
11901 CGACCGTCTGCTCCATCCCCGCGTTCGCGGAGGCGTTCGTCTCCATCGGGCGCTGGTCCGACGTGCTGCAGGGCGAGGTCGTGGAACAGGGCGATGTTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  *  N  I  R  Q  V  R  P  R  P  A  Q  D  D  G  R  S  R  L  D  H  R  P  H  P  H  A  P  D  H  L  V  L
       R  E  T  S  G  K  F  D  L  V  P  P  K  T  M  D  G  P  G  W  I  T  D  P  T  P  T  H  R  I  T  S  Y  
        V  K  H  P  A  S  S  T  S  S  R  P  R  R  W  T  V  P  A  G  S  P  T  P  P  P  R  T  G  S  P  R  T 
12001 ACGTGAAACATCCGGCAAGTTCGACCTCGTCCCGCCCAAGACGATGGACGGTCCCGGCTGGATCACCGACCCCACCCCCACGCACCGGATCACCTCGTAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  R  R  P  R  R  G  Q  D  R  L  G  R  P  R  R  L  Q  P  L  P  H  P  P  R  Q  V  R  A  E  P  G  L 
      W  V  D  G  R  G  A  V  K  I  G  W  G  V  P  G  D  F  N  R  C  R  T  H  L  A  K  Y  V  Q  N  P  A  W
       G  S  T  A  A  A  R  S  R  S  A  G  A  S  P  A  T  S  T  A  A  A  P  T  S  P  S  T  C  R  T  R  P  
12101 TGGGTCGACGGCCGCGGCGCGGTCAAGATCGGCTGGGGCGTCCCCGGCGACTTCAACCGCTGCCGCACCCACCTCGCCAAGTACGTGCAGAACCCGGCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  L  R  P  V  R  E  P  A  L  P  G  A  R  R  M  A  R  A  G  V  P  V  P  G  G  P  D  P  A  G  R  G  
        L  S  G  L  C  A  N  L  H  Y  R  A  L  G  A  W  P  G  Q  A  S  L  S  P  E  A  L  T  R  L  D  E  G 
      G  S  P  A  C  A  R  T  C  T  T  G  R  S  A  H  G  P  G  R  R  P  C  P  R  R  P  *  P  G  W  T  R  G
12201 GGCTCTCCGGCCTGTGCGCGAACCTGCACTACCGGGCGCTCGGCGCATGGCCCGGGCAGGCGTCCCTGTCCCCGGAGGCCCTGACCCGGCTGGACGAGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  G  P  *  H  R  T  G  G  V  G  G  P  G  D  Q  R  R  L  L  P  Q  P  G  T  G  E  A  H  P  A  D  T  G
       E  V  R  D  I  A  L  V  A  S  A  A  P  A  I  S  A  D  F  F  R  N  P  E  L  E  K  P  T  P  L  T  L  
        R  S  V  T  S  H  W  W  R  R  R  P  R  R  S  A  P  T  S  S  A  T  R  N  W  R  S  P  P  R  *  H  W 
12301 GGAGGTCCGTGACATCGCACTGGTGGCGTCGGCGGCCCCGGCGATCAGCGCCGACTTCTTCCGCAACCCGGAACTGGAGAAGCCCACCCCGCTGACACTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  G  R  A  H  L  R  P  P  R  R  V  G  G  L  P  H  R  L  R  D  L  H  Q  R  P  A  L  G  D  G  L  R 
      G  E  D  G  H  I  F  G  H  L  A  A  W  E  A  C  H  I  G  F  E  I  C  T  S  A  P  P  S  E  T  D  Y  G
       G  R  T  G  T  S  S  A  T  S  P  R  G  R  P  A  T  S  A  S  R  S  A  P  A  P  R  P  R  R  R  T  T  
12401 GGGGAGGACGGGCACATCTTCGGCCACCTCGCCGCGTGGGAGGCCTGCCACATCGGCTTCGAGATCTGCACCAGCGCCCCGCCCTCGGAGACGGACTACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  L  P  H  R  A  G  V  H  R  R  G  S  R  L  R  R  A  D  H  P  R  R  R  A  R  R  P  E  A  G  D  A  
        Y  F  L  T  G  Q  V  F  T  D  A  G  P  V  S  V  G  Q  I  T  L  G  G  G  H  A  D  R  K  L  G  M  R 
      A  T  S  S  P  G  R  C  S  P  T  R  V  P  S  P  S  G  R  S  P  S  A  A  G  T  P  T  G  S  W  G  C  A
12501 GCTACTTCCTCACCGGGCAGGTGTTCACCGACGCGGGTCCCGTCTCCGTCGGGCAGATCACCCTCGGCGGCGGGCACGCCGACCGGAAGCTGGGGATGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  G  D  G  A  L  R  Q  R  L  H  G  R  R  *  H  H  G  G  R  G  P  A  R  H  L  V  L  R  P  A  P  R  L
       A  A  M  A  H  Y  D  N  V  S  T  A  V  A  D  I  T  V  G  E  D  L  H  G  I  W  F  S  G  R  L  R  D  
        R  R  W  R  T  T  T  T  S  P  R  P  S  L  T  S  R  W  A  R  T  C  T  A  S  G  S  P  A  G  S  A  T 
12601 CGCGGCGATGGCGCACTACGACAACGTCTCCACGGCCGTCGCTGACATCACGGTGGGCGAGGACCTGCACGGCATCTGGTTCTCCGGCCGGCTCCGCGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  H  P  Q  A  A  A  *  T  V  R  R  G  P  L  R  G  L  A  G  C  A  V  P  G  A  E  V  D  G  T  D  R 
      W  T  T  P  K  Q  L  H  E  L  F  A  A  G  L  S  G  D  W  R  G  V  R  F  R  G  R  R  S  M  E  L  I  A
       G  P  P  P  S  S  C  M  N  C  S  P  R  A  S  P  G  T  G  G  V  C  G  S  G  G  G  G  R  W  N  *  S  
12701 TGGACCACCCCCAAGCAGCTGCATGAACTGTTCGCCGCGGGCCTCTCCGGGGACTGGCGGGGTGTGCGGTTCCGGGGGCGGAGGTCGATGGAACTGATCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  A  R  G  E  R  P  G  L  P  D  P  A  Q  R  A  V  R  D  G  G  H  G  P  A  V  A  G  G  G  G  L  P  
        A  H  A  V  N  V  Q  G  F  P  I  P  R  N  A  Q  F  A  M  E  G  T  D  Q  L  S  L  V  A  A  G  F  L 
      P  R  T  R  *  T  S  R  A  S  R  S  R  A  T  R  S  S  R  W  R  A  R  T  S  C  R  W  W  R  R  A  S  C
12801 CCGCGCACGCGGTGAACGTCCAGGGCTTCCCGATCCCGCGCAACGCGCAGTTCGCGATGGAGGGCACGGACCAGCTGTCGCTGGTGGCGGCGGGCTTCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  A  G  T  A  P  G  N  G  Q  *  P  Y  S  R  T  Q  Q  H  Q  A  Q  P  P  R  H  A  C  R  *  H  Q  K  A
       Q  P  E  P  L  P  E  M  V  S  N  R  I  Q  E  L  S  N  I  K  L  S  L  R  A  M  R  V  A  D  I  R  K  
        S  R  N  R  S  R  K  W  S  V  T  V  F  K  N  S  A  T  S  S  S  A  S  A  P  C  V  S  L  T  S  E  S 
12901 GCAGCCGGAACCGCTCCCGGAAATGGTCAGTAACCGTATTCAAGAACTCAGCAACATCAAGCTCAGCCTCCGCGCCATGCGTGTCGCTGACATCAGAAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        T  H  I  S  E  G  K  V  I  M  A  C  G  A  C  A  Q  K  T  R  K  T  T  Y  V  Y  T  D  P  A  G  K  V 
      Q  L  T  S  L  K  G  K  *  S  W  P  A  V  H  A  L  R  K  L  G  K  P  P  T  S  T  P  T  P  P  G  R  *
       N  S  H  L  *  R  E  S  N  H  G  L  R  C  M  R  S  E  N  S  E  N  H  L  R  L  H  R  P  R  R  E  G  
13001 CAACTCACATCTCTGAAGGGAAAGTAATCATGGCCTGCGGTGCATGCGCTCAGAAAACTCGGAAAACCACCTACGTCTACACCGACCCCGCCGGGAAGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  V  F  K  T  E  I  E  A  K  A  A  K  A  R  R  G  G  D  Y  K  A  Q  *  S  A  N  R  T  Q  *  C  R  
        P  F  S  R  R  K  S  R  Q  K  R  R  K  R  G  V  A  E  T  T  R  R  N  N  P  R  I  G  P  N  N  V  G 
      D  R  F  Q  D  G  N  R  G  K  S  G  E  S  A  A  W  R  R  L  Q  G  A  I  I  R  E  S  D  P  I  M  *  V
13101 GACCGTTTTCAAGACGGAAATCGAGGCAAAAGCGGCGAAAGCGCGGCGTGGCGGAGACTACAAGGCGCAATAATCCGCGAATCGGACCCAATAATGTAGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      Y  *  T  S  V  A  Y  *  D  E  F  Q  *  D  T  L  R  A  V  G  R  V  S  T  T  K  Q  Y  P  T  R  S  L  R
       I  E  H  R  L  R  I  R  M  S  S  S  R  T  L  S  E  P  *  A  V  C  R  P  P  S  S  T  P  H  V  H  Y  
        L  N  I  G  C  V  L  G  *  V  P  V  G  H  S  P  S  R  R  P  C  V  D  H  Q  A  V  P  H  T  F  T  T 
13201 TATTGAACATCGGTTGCGTATTAGGATGAGTTCCAGTAGGACACTCTCCGAGCCGTAGGCCGTGTGTCGACCACCAAGCAGTACCCCACACGTTCACTAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  T  F  R  E  R  S  T  M  A  K  K  F  E  A  P  T  N  L  A  E  L  E  P  G  D  L  E  A  A  V  N  D 
      D  S  P  L  G  R  D  L  P  W  L  R  S  L  K  P  P  L  T  W  L  N  W  S  P  A  T  S  K  R  R  L  T  T
       T  H  L  *  G  E  I  Y  H  G  *  E  V  *  S  P  H  *  P  G  *  T  G  A  R  R  P  R  S  G  G  *  R  
13301 GACTCACCTTTAGGGAGAGATCTACCATGGCTAAGAAGTTTGAAGCCCCCACTAACCTGGCTGAACTGGAGCCCGGCGACCTCGAAGCGGCGGTTAACGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  Y  A  A  A  E  P  L  A  A  K  D  A  A  E  L  S  D  E  E  F  A  E  L  Q  G  L  N  T  F  L  T  E  
        L  T  Q  L  P  N  P  S  P  P  R  T  Q  P  N  F  P  T  R  S  S  P  N  C  R  A  *  T  P  S  S  P  K 
      R  L  R  S  C  R  T  P  R  R  Q  G  R  S  R  T  F  R  R  G  V  R  R  T  A  G  P  E  H  L  P  H  R  S
13401 CGCTTACGCAGCTGCCGAACCCCTCGCCGCCAAGGACGCAGCCGAACTTTCCGACGAGGAGTTCGCCGAACTGCAGGGCCTGAACACCTTCCTCACCGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  Q  A  E  N  T  R  R  E  E  A  L  N  A  R  Q  G  E  L  D  A  I  R  A  N  L  A  P  K  E  E  A  P  A
       L  R  P  K  T  P  A  A  R  K  P  S  T  H  V  R  V  N  W  T  P  S  A  P  T  S  H  R  R  K  K  P  P  
        S  G  R  K  H  P  P  R  G  S  P  Q  R  T  S  G  *  T  G  R  H  P  R  Q  P  R  T  E  G  R  S  P  R 
13501 GCTCAGGCCGAAAACACCCGCCGCGAGGAAGCCCTCAACGCACGTCAGGGTGAACTGGACGCCATCCGCGCCAACCTCGCACCGAAGGAAGAAGCCCCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        E  G  G  E  A  A  A  E  G  A  G  S  E  A  E  A  E  A  H  A  A  E  A  A  A  Q  A  E  A  A  A  A  A 
      L  R  V  A  K  P  L  L  R  V  P  V  P  K  L  R  L  K  P  T  P  L  R  L  P  P  R  L  R  L  L  P  L  Q
       *  G  W  R  S  R  C  *  G  C  R  F  R  S  *  G  *  S  P  R  R  *  G  C  R  P  G  *  G  C  C  R  C  
13601 CTGAGGGTGGCGAAGCCGCTGCTGAGGGTGCCGGTTCCGAAGCTGAGGCTGAAGCCCACGCCGCTGAGGCTGCCGCCCAGGCTGAGGCTGCTGCCGCTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       E  A  P  A  A  Q  A  S  I  K  K  P  A  S  F  A  A  R  A  A  R  R  A  P  A  V  E  A  P  A  E  Q  E  
        K  L  P  P  R  R  L  P  S  R  S  P  P  P  S  P  P  A  P  H  A  A  L  R  P  L  R  L  P  P  S  R  S 
      R  S  S  R  R  A  G  F  H  Q  E  A  R  L  L  R  R  P  R  R  T  P  R  S  G  R  *  G  S  R  R  A  G  A
13701 AGAAGCTCCCGCCGCGCAGGCTTCCATCAAGAAGCCCGCCTCCTTCGCCGCCCGCGCCGCACGCCGCGCTCCGGCCGTTGAGGCTCCCGCCGAGCAGGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      Q  A  K  S  G  F  S  L  V  A  G  I  D  A  G  S  G  F  N  A  G  Q  T  F  S  T  L  E  E  G  A  A  V  I
       R  P  S  P  A  S  P  S  S  Q  A  S  T  L  A  P  A  S  T  P  A  R  P  S  P  R  W  R  K  A  P  R  S  
        G  Q  V  R  L  L  P  R  R  R  H  R  R  W  L  R  L  Q  R  R  P  D  L  L  H  A  G  G  R  R  R  G  H 
13801 CAGGCCAAGTCCGGCTTCTCCCTCGTCGCAGGCATCGACGCTGGCTCCGGCTTCAACGCCGGCCAGACCTTCTCCACGCTGGAGGAAGGCGCCGCGGTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  K  Q  L  N  A  M  P  K  G  V  Q  G  M  R  K  S  S  S  A  L  V  I  H  L  P  E  N  Q  F  S  Q  A 
      S  P  S  S  *  T  R  C  P  R  V  S  R  A  C  A  S  P  P  P  R  W  S  S  T  C  R  R  T  S  S  R  R  P
       R  Q  A  A  E  R  D  A  Q  G  C  P  G  H  A  Q  V  L  L  R  A  G  H  P  P  A  G  E  P  V  L  A  G  
13901 TCGCCAAGCAGCTGAACGCGATGCCCAAGGGTGTCCAGGGCATGCGCAAGTCCTCCTCCGCGCTGGTCATCCACCTGCCGGAGAACCAGTTCTCGCAGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       N  P  E  F  G  D  H  K  D  A  S  K  L  L  M  A  A  G  D  E  T  R  L  E  G  G  S  L  V  A  A  G  G  
        T  R  S  S  A  T  T  R  T  P  P  S  S  *  W  L  P  V  T  K  P  A  S  K  A  A  R  S  S  L  P  V  A 
      Q  P  G  V  R  R  P  Q  G  R  L  Q  A  P  D  G  C  R  *  R  N  P  P  R  R  R  L  A  R  R  C  R  W  L
14001 CAACCCGGAGTTCGGCGACCACAAGGACGCCTCCAAGCTCCTGATGGCTGCCGGTGACGAAACCCGCCTCGAAGGCGGCTCGCTCGTCGCTGCCGGTGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      W  G  A  P  S  E  Q  K  L  D  F  C  E  L  E  S  I  E  G  L  I  S  L  P  E  I  S  I  T  R  G  G  I  S
       G  A  P  P  P  S  R  S  S  T  S  A  N  W  S  P  S  R  V  *  S  P  C  R  R  F  P  S  P  A  A  A  S  
        G  R  P  L  R  A  E  A  R  L  L  R  T  G  V  H  R  G  S  D  L  P  A  G  D  F  H  H  P  R  R  H  L 
14101 TGGGGCGCCCCCTCCGAGCAGAAGCTCGACTTCTGCGAACTGGAGTCCATCGAGGGTCTGATCTCCCTGCCGGAGATTTCCATCACCCGCGGCGGCATCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Y  T  K  G  P  V  F  A  D  V  L  N  N  S  T  G  F  W  D  M  D  E  A  T  A  E  A  G  T  E  L  K  T 
      P  T  P  R  A  R  C  S  P  T  C  S  T  T  A  R  A  S  G  T  W  M  R  R  R  P  K  P  E  P  N  S  R  P
       L  H  Q  G  P  G  V  R  R  R  A  Q  Q  Q  H  G  L  L  G  H  G  *  G  D  G  R  S  R  N  R  T  Q  D  
14201 CCTACACCAAGGGCCCGGTGTTCGCCGACGTGCTCAACAACAGCACGGGCTTCTGGGACATGGATGAGGCGACGGCCGAAGCCGGAACCGAACTCAAGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  L  R  P  E  I  P  T  F  T  E  E  R  L  D  A  V  G  V  M  M  E  A  G  L  L  L  R  Q  G  W  P  E  
        P  C  A  R  R  S  R  P  S  P  R  N  A  S  T  R  S  V  S  *  W  K  P  V  S  C  S  A  R  A  G  P  R 
      L  P  A  P  G  D  P  D  L  H  R  G  T  P  R  R  G  R  C  H  D  G  S  R  S  P  A  P  P  G  L  A  R  G
14301 CTCCCTGCGCCCGGAGATCCCGACCTTCACCGAGGAACGCCTCGACGCGGTCGGTGTCATGATGGAAGCCGGTCTCCTGCTCCGCCAGGGCTGGCCCGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  I  A  R  Y  S  S  L  L  L  T  A  H  Q  Y  K  L  A  Q  K  K  I  A  G  I  I  G  F  T  G  A  A  K  A
       S  S  H  A  T  P  A  C  C  S  P  L  T  S  T  S  W  R  R  R  R  S  P  A  S  S  A  S  P  V  P  R  R  
        H  R  T  L  L  Q  P  A  A  H  R  S  P  V  Q  A  G  A  E  E  D  R  R  H  H  R  L  H  R  C  R  E  G 
14401 GTCATCGCACGCTACTCCAGCCTGCTGCTCACCGCTCACCAGTACAAGCTGGCGCAGAAGAAGATCGCCGGCATCATCGGCTTCACCGGTGCCGCGAAGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  G  P  G  F  G  N  A  M  D  I  L  H  I  L  E  L  V  A  T  G  E  R  Q  R  T  F  M  S  P  K  Q  T 
      L  Q  A  R  A  S  A  T  R  W  T  S  S  T  S  S  N  W  S  P  P  A  S  A  S  A  R  S  *  A  P  S  R  P
       C  R  P  G  L  R  Q  R  D  G  H  P  P  H  P  R  T  G  R  H  R  R  A  P  A  H  V  H  E  P  Q  A  D  
14501 CTGCAGGCCCGGGCTTCGGCAACGCGATGGACATCCTCCACATCCTCGAACTGGTCGCCACCGGCGAGCGCCAGCGCACGTTCATGAGCCCCAAGCAGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  E  A  L  I  P  H  W  V  K  N  V  V  R  V  D  L  A  N  R  N  G  V  E  F  K  D  V  T  D  A  E  I  
        L  R  P  *  S  R  T  G  *  R  T  W  S  A  W  T  S  P  T  A  T  A  W  S  S  R  T  S  R  T  P  R  S 
      P  *  G  P  D  P  A  L  G  E  E  R  G  P  R  G  P  R  Q  P  Q  R  R  G  V  Q  G  R  H  G  R  R  D  R
14601 CCTTGAGGCCCTGATCCCGCACTGGGTGAAGAACGTGGTCCGCGTGGACCTCGCCAACCGCAACGGCGTGGAGTTCAAGGACGTCACGGACGCCGAGATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      D  R  W  F  T  A  R  N  I  K  V  Q  W  I  T  A  W  Q  N  I  A  I  D  P  T  K  K  I  A  L  K  Y  P  D
       T  A  G  S  P  P  A  T  S  R  C  S  G  S  P  H  G  R  T  S  P  S  T  P  P  R  R  S  P  *  S  T  R  
        P  L  V  H  R  P  Q  H  Q  G  A  V  D  H  R  M  A  E  H  R  H  R  P  H  Q  E  D  R  P  E  V  P  G 
14701 GACCGCTGGTTCACCGCCCGCAACATCAAGGTGCAGTGGATCACCGCATGGCAGAACATCGCCATCGACCCCACCAAGAAGATCGCCCTGAAGTACCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        T  V  E  V  I  M  Y  P  A  G  T  Y  V  V  G  A  A  P  V  I  T  L  D  T  V  Y  D  S  V  N  L  K  K 
      T  P  S  R  S  S  C  T  R  P  A  P  T  S  S  A  R  P  P  *  S  R  S  T  P  C  T  T  P  S  T  S  R  R
       H  R  R  G  H  H  V  P  G  R  H  L  R  R  R  R  G  P  R  D  H  A  R  H  R  V  R  L  R  Q  P  Q  E  
14801 ACACCGTCGAGGTCATCATGTACCCGGCCGGCACCTACGTCGTCGGCGCGGCCCCCGTGATCACGCTCGACACCGTGTACGACTCCGTCAACCTCAAGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       N  D  Y  V  E  L  F  V  E  Q  G  I  L  V  T  N  P  C  A  E  G  V  H  I  S  L  P  L  Y  A  N  G  K  
        T  T  T  S  N  S  S  S  S  R  A  S  S  S  P  T  R  A  L  K  A  S  T  S  R  C  R  C  T  P  T  A  S 
      E  R  L  R  R  T  L  R  R  A  G  H  P  R  H  Q  P  V  R  *  R  R  P  H  L  A  A  A  V  R  Q  R  Q  A
14901 GAACGACTACGTCGAACTCTTCGTCGAGCAGGGCATCCTCGTCACCAACCCGTGCGCTGAAGGCGTCCACATCTCGCTGCCGCTGTACGCCAACGGCAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  A  Q  D  T  I  A  N  N  F  G  T  A  A  V  *  A  *  Q  L  R  G  P  R  G  P  G  P  P  H  P  L  P  Q
       A  P  R  T  P  S  L  T  T  S  A  P  P  Q  S  K  P  D  S  *  G  G  L  A  A  R  G  P  L  T  H  F  P  
        R  P  G  H  H  R  *  Q  L  R  H  R  R  S  L  S  L  T  A  E  G  A  S  R  P  G  A  P  S  P  T  S  P 
15001 CGCGCCCAGGACACCATCGCTAACAACTTCGGCACCGCCGCAGTCTAAGCCTGACAGCTGAGGGGGCCTCGCGGCCCGGGGCCCCCTCACCCACTTCCCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        E  R  G  *  A  M  F  A  L  D  A  P  G  T  K  P  S  T  R  G  G  L  L  S  V  A  N  V  I  D  G  G  H 
      K  K  G  G  R  P  C  L  H  L  T  H  R  G  L  S  P  P  R  A  A  A  C  C  Q  *  P  T  S  S  T  A  V  T
       R  K  G  V  G  H  V  C  T  *  R  T  G  D  *  A  L  H  A  R  R  P  A  V  S  S  Q  R  H  R  R  R  S  
15101 AAGAAAGGGGGTAGGCCATGTTTGCACTTGACGCACCGGGGACTAAGCCCTCCACGCGCGGCGGCCTGCTGTCAGTAGCCAACGTCATCGACGGCGGTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  Y  L  F  V  E  P  T  E  Y  Q  S  G  I  E  G  F  N  R  E  I  P  A  D  G  V  D  K  I  F  D  K  R  
        R  T  C  S  S  N  R  P  S  T  S  P  A  S  R  V  S  T  G  R  S  R  L  T  A  S  T  R  S  S  T  S  A 
      P  V  P  V  R  R  T  D  R  V  P  V  R  H  R  G  F  Q  P  G  D  P  G  *  R  R  R  Q  D  L  R  Q  A  R
15201 CCCGTACCTGTTCGTCGAACCGACCGAGTACCAGTCCGGCATCGAGGGTTTCAACCGGGAGATCCCGGCTGACGGCGTCGACAAGATCTTCGACAAGCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  D  N  L  D  T  V  L  F  G  H  Y  R  G  L  D  L  E  L  L  E  G  A  G  V  G  G  P  L  V  K  A  A  F
       G  T  T  S  T  P  S  C  S  A  T  T  A  D  W  T  S  S  F  W  K  A  P  G  W  G  V  P  S  S  R  R  P  
        G  Q  P  R  H  R  P  V  R  P  L  P  R  T  G  P  R  A  S  G  R  R  R  G  G  G  S  P  R  Q  G  G  L 
15301 GGGGACAACCTCGACACCGTCCTGTTCGGCCACTACCGCGGACTGGACCTCGAGCTTCTGGAAGGCGCCGGGGTGGGGGGTCCCCTCGTCAAGGCGGCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        E  A  S  E  G  I  A  V  E  E  K  V  Q  E  L  L  L  N  P  I  A  V  D  L  T  P  T  P  G  T  P  F  K 
      S  R  R  P  R  A  S  R  W  R  R  R  C  R  N  C  S  *  T  R  S  P  W  T  S  L  R  H  P  A  R  P  S  R
       R  G  V  R  G  H  R  G  G  G  E  G  A  G  T  A  P  E  P  D  R  R  G  P  H  S  D  T  R  H  A  L  Q  
15401 TCGAGGCGTCCGAGGGCATCGCGGTGGAGGAGAAGGTGCAGGAACTGCTCCTGAACCCGATCGCCGTGGACCTCACTCCGACACCCGGCACGCCCTTCAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       N  L  K  A  A  L  G  L  L  E  Q  Y  A  A  R  N  Y  V  G  K  Q  P  I  I  S  G  N  L  F  T  T  S  L  
        T  *  R  R  R  W  A  C  W  S  S  T  R  P  A  T  M  S  A  S  S  P  S  S  A  A  T  C  S  P  R  R  * 
      E  P  E  G  G  A  G  P  A  G  A  V  R  G  P  Q  L  C  R  Q  A  A  H  H  Q  R  Q  P  V  H  H  V  A  D
15501 GAACCTGAAGGCGGCGCTGGGCCTGCTGGAGCAGTACGCGGCCCGCAACTATGTCGGCAAGCAGCCCATCATCAGCGGCAACCTGTTCACCACGTCGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      I  P  E  L  Q  A  K  P  D  G  S  L  S  T  I  H  G  T  P  I  A  A  A  A  G  F  D  G  D  G  P  G  A  A
       S  R  N  C  R  P  S  R  T  A  R  S  P  P  S  T  A  P  P  L  R  R  L  P  G  L  T  G  T  V  P  A  R  
        P  G  T  A  G  Q  A  G  R  L  A  L  H  H  P  R  H  P  H  C  G  G  C  R  V  *  R  G  R  S  R  R  G 
15601 ATCCCGGAACTGCAGGCCAAGCCGGACGGCTCGCTCTCCACCATCCACGGCACCCCCATTGCGGCGGCTGCCGGGTTTGACGGGGACGGTCCCGGCGCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  V  A  D  G  T  G  W  L  Y  I  S  G  Q  I  N  I  W  R  S  E  L  G  L  Y  P  G  L  A  L  E  R  N 
      L  T  S  R  T  A  P  A  G  S  T  S  A  A  R  S  T  S  G  A  R  N  W  V  C  T  R  A  W  R  W  R  G  T
       *  R  R  G  R  H  R  L  A  L  H  Q  R  P  D  Q  H  L  A  L  G  T  G  S  V  P  G  P  G  A  G  E  E  
15701 CTGACGTCGCGGACGGCACCGGCTGGCTCTACATCAGCGGCCAGATCAACATCTGGCGCTCGGAACTGGGTCTGTACCCGGGCCTGGCGCTGGAGAGGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  E  V  S  L  V  E  R  R  Y  A  S  S  V  E  A  F  V  A  A  I  L  V  G  T  *  R  R  T  S  *  P  P  
        G  K  Y  P  S  W  S  G  A  T  P  P  P  S  R  H  S  S  R  R  F  S  S  A  P  K  G  E  H  H  D  H  H 
      Q  G  S  I  P  R  G  A  A  L  R  L  L  R  R  G  I  R  R  G  D  S  R  R  H  L  K  E  N  I  M  T  T  T
15801 CAGGGAAGTATCCCTCGTGGAGCGGCGCTACGCCTCCTCCGTCGAGGCATTCGTCGCGGCGATTCTCGTCGGCACCTAAAGGAGAACATCATGACCACCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  H  A  L  P  L  T  K  P  T  S  T  A  A  P  Q  H  G  P  L  N  C  L  A  T  P  R  N  P  A  P  A  F  *
       T  T  P  C  R  *  R  N  L  R  R  R  P  L  R  S  T  G  R  *  T  A  W  L  R  Q  G  I  R  L  P  R  S  
        P  R  L  A  A  D  E  T  Y  V  D  G  R  S  A  A  R  A  A  E  L  L  G  Y  A  K  E  S  G  S  R  V  L 
15901 CACCACGCCTTGCCGCTGACGAAACCTACGTCGACGGCCGCTCCGCAGCACGGGCCGCTGAACTGCTTGGCTACGCCAAGGAATCCGGCTCCCGCGTTCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  L  P  T  V  T  S  S  R  P  T  S  S  P  R  V  S  T  A  T  C  S  P  R  N  P  A  R  R  S  T  P  N 
      D  H  F  P  R  L  H  R  Q  D  R  H  P  P  R  G  F  R  R  R  R  A  H  R  G  I  P  P  G  G  P  H  R  T
       T  T  S  H  G  Y  I  V  K  T  D  I  L  P  E  G  F  D  G  D  V  L  T  E  E  S  R  P  A  V  H  T  E  
16001 GACCACTTCCCACGGTTACATCGTCAAGACCGACATCCTCCCCGAGGGTTTCGACGGCGACGTGCTCACCGAGGAATCCCGCCCGGCGGTCCACACCGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  A  P  T  P  T  P  R  T  S  T  T  S  G  R  P  R  R  T  T  R  S  P  R  P  R  N  P  P  R  S  L  T  
        G  H  R  P  R  R  R  E  R  L  Q  R  R  A  G  P  G  A  R  H  V  R  Q  G  R  G  T  R  Q  G  V  *  P 
      P  G  T  D  P  D  A  A  N  V  Y  N  V  G  Q  A  P  A  H  D  T  F  A  K  A  E  E  P  A  K  E  F  D  P
16101 CCGGGCACCGACCCCGACGCCGCGAACGTCTACAACGTCGGGCAGGCCCCGGCGCACGACACGTTCGCCAAGGCCGAGGAACCCGCCAAGGAGTTTGACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  P  R  Q  L  L  T  R  C  L  I  T  S  T  T  P  M  T  R  K  S  S  A  S  S  P  P  K  R  P  A  R  S  A
       L  Q  G  N  C  *  R  G  A  *  L  P  R  Q  R  R  *  R  G  S  R  A  R  P  R  R  R  K  G  R  Q  E  A  
        S  K  A  T  V  D  E  V  L  D  Y  L  D  N  A  D  D  E  E  V  E  R  V  L  A  A  E  K  A  G  K  K  R 
16201 CCTCCAAGGCAACTGTTGACGAGGTGCTTGATTACCTCGACAACGCCGATGACGAGGAAGTCGAGCGCGTCCTCGCCGCCGAAAAGGCCGGCAAGAAGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  E  S  L  T  S  S  P  P  I  P  R  E  L  S  N  H  G  H  Q  A  E  E  V  R  A  V  P  R  Q  A  D  A 
      Q  G  N  P  *  R  V  H  H  R  S  R  G  S  *  V  T  M  A  I  K  Q  K  K  F  A  P  Y  R  G  K  R  M  R
       K  G  I  L  D  E  F  T  T  D  P  E  G  A  K  *  P  W  P  S  S  R  R  S  S  R  R  T  A  A  S  G  C  
16301 CAAGGGAATCCTTGACGAGTTCACCACCGATCCCGAGGGAGCTAAGTAACCATGGCCATCAAGCAGAAGAAGTTCGCGCCGTACCGCGGCAAGCGGATGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  H  *  T  G  L  R  G  P  S  D  L  R  R  *  H  C  H  R  H  R  R  H  G  H  G  Q  H  D  A  E  H  R  
        V  T  E  L  D  F  V  G  R  P  I  Y  G  A  D  T  V  I  V  T  D  G  M  A  T  V  S  M  T  Q  N  T  E 
      A  S  L  N  W  T  S  W  A  V  R  S  T  A  L  T  L  S  S  S  P  T  A  W  P  R  S  A  *  R  R  T  P  R
16401 GCGTCACTGAACTGGACTTCGTGGGCCGTCCGATCTACGGCGCTGACACTGTCATCGTCACCGACGGCATGGCCACGGTCAGCATGACGCAGAACACCGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  R  G  G  D  F  Q  H  Q  R  Q  R  R  H  L  L  V  R  P  R  R  A  E  A  A  Q  L  L  G  R  S  H  V  L
       E  G  E  A  I  S  S  T  N  A  N  G  D  I  C  W  S  V  P  A  E  P  K  L  L  N  F  S  V  E  A  T  F  
        K  G  R  R  F  P  A  P  T  P  T  A  T  S  A  G  P  S  P  P  S  R  S  C  S  T  S  R  S  K  P  R  S 
16501 GGAAGGGGAGGCGATTTCCAGCACCAACGCCAACGGCGACATCTGCTGGTCCGTCCCCGCCGAGCCGAAGCTGCTCAACTTCTCGGTCGAAGCCACGTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  R  R  L  R  P  V  R  E  A  D  R  P  P  G  R  A  E  R  L  R  H  H  R  R  L  H  R  R  H  H  D  P 
      C  D  V  D  F  A  L  F  E  K  L  T  G  H  P  V  V  L  N  D  S  G  T  I  V  G  F  T  E  G  T  T  I  Q
       A  T  S  T  S  P  C  S  R  S  *  P  A  T  R  S  C  *  T  T  P  A  P  S  S  A  S  P  K  A  P  R  S  
16601 TGCGACGTCGACTTCGCCCTGTTCGAGAAGCTGACCGGCCACCCGGTCGTGCTGAACGACTCCGGCACCATCGTCGGCTTCACCGAAGGCACCACGATCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  V  R  H  Q  L  R  T  G  T  V  D  R  G  *  P  L  R  L  H  P  Y  R  R  A  G  R  V  G  L  H  P  P  
        L  S  D  I  N  F  A  L  E  L  W  T  G  A  N  P  S  G  S  T  R  T  G  A  Q  G  E  W  G  Y  I  L  L 
      S  C  P  T  S  T  S  H  W  N  C  G  P  G  L  T  P  P  A  P  P  V  P  A  R  R  A  S  G  A  T  S  S  C
16701 AGCTGTCCGACATCAACTTCGCACTGGAACTGTGGACCGGGGCTAACCCCTCCGGCTCCACCCGTACCGGCGCGCAGGGCGAGTGGGGCTACATCCTCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  V  R  P  G  R  H  R  L  *  H  H  G  R  E  W  C  D  H  L  R  R  H  R  H  G  H  Q  G  R  R  R  M  G
       P  F  V  R  G  G  T  V  S  D  I  T  V  E  N  G  A  I  T  F  G  V  T  G  M  V  T  K  D  G  A  A  W  
        R  S  S  G  A  A  P  S  L  T  S  R  S  R  M  V  R  S  P  S  A  S  P  A  W  S  P  R  T  A  P  H  G 
16801 GCCGTTCGTCCGGGGCGGCACCGTCTCTGACATCACGGTCGAGAATGGTGCGATCACCTTCGGCGTCACCGGCATGGTCACCAAGGACGGCGCCGCATGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Q  G  P  V  Q  R  R  T  G  R  W  H  R  R  S  A  E  H  G  A  Q  D  D  R  P  P  P  H  H  V  G  G  D 
      A  K  G  P  Y  N  V  E  L  V  G  G  I  A  A  P  L  N  T  A  L  K  T  T  D  H  R  R  I  M  S  V  E  I
       P  R  A  R  T  T  S  N  W  S  V  A  S  P  L  R  *  T  R  R  S  R  R  P  T  T  A  A  S  C  R  W  R  
16901 GCCAAGGGCCCGTACAACGTCGAACTGGTCGGTGGCATCGCCGCTCCGCTGAACACGGCGCTCAAGACGACCGACCACCGCCGCATCATGTCGGTGGAGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  P  A  D  G  P  H  R  P  R  A  A  A  G  P  H  E  A  R  P  D  G  R  H  P  D  P  D  R  Q  D  C  G  
        A  P  P  T  A  R  T  G  P  V  P  L  L  D  R  T  K  P  A  L  T  D  V  T  L  T  P  T  A  K  T  V  A 
      S  P  R  R  R  P  A  P  A  P  C  R  C  W  T  A  R  S  P  P  *  R  T  S  P  *  P  R  P  P  R  L  W  P
17001 TCGCCCCGCCGACGGCCCGCACCGGCCCCGTGCCGCTGCTGGACCGCACGAAGCCCGCCCTGACGGACGTCACCCTGACCCCGACCGCCAAGACTGTGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  G  P  G  P  G  R  H  G  P  R  L  V  R  L  R  R  R  R  M  G  S  G  R  H  R  L  V  L  P  H  L  R  R
       L  A  P  V  P  A  G  T  D  P  V  W  Y  D  F  G  D  G  E  W  D  L  A  D  T  G  S  Y  S  H  T  Y  A  
        W  P  R  S  R  P  A  R  T  P  S  G  T  T  S  A  T  A  N  G  I  W  P  T  P  A  R  T  P  T  P  T  P 
17101 CCTGGCCCCGGTCCCGGCCGGCACGGACCCCGTCTGGTACGACTTCGGCGACGGCGAATGGGATCTGGCCGACACCGGCTCGTACTCCCACACCTACGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  G  N  L  H  G  H  R  Q  A  W  L  L  D  G  H  Q  E  R  H  R  L  L  A  V  T  G  G  A  G  G  G  Q 
      A  A  G  T  Y  T  V  T  A  K  R  G  S  S  T  V  T  K  N  V  T  V  S  *  Q  *  P  G  A  L  A  E  G  N
       R  R  E  P  T  R  S  P  P  S  V  A  P  R  R  S  P  R  T  S  P  S  P  S  S  N  R  G  R  W  R  R  A  
17201 GCGGCGGGAACCTACACGGTCACCGCCAAGCGTGGCTCCTCGACGGTCACCAAGAACGTCACCGTCTCCTAGCAGTAACCGGGGGCGCTGGCGGAGGGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  L  P  P  A  P  S  L  Y  P  E  D  S  D  A  P  R  R  P  R  V  R  D  L  P  G  V  C  L  H  A  H  G  
        P  F  R  Q  R  L  R  S  I  Q  R  I  P  M  R  P  V  A  P  E  F  E  I  S  Q  A  F  A  S  M  P  T  A 
      T  P  S  A  S  A  F  A  L  S  R  G  F  R  C  A  P  S  P  P  S  S  R  S  P  R  R  L  P  P  C  P  R  R
17301 ACCCCTTCCGCCAGCGCCTTCGCTCTATCCAGAGGATTCCGATGCGCCCCGTCGCCCCCGAGTTCGAGATCTCCCAGGCGTTTGCCTCCATGCCCACGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  G  G  A  G  L  Q  P  A  R  H  R  Q  L  L  R  R  A  V  R  R  L  P  A  V  R  P  R  R  V  R  H  R  H
       G  V  V  P  D  Y  N  R  P  G  T  V  N  Y  Y  V  A  L  Y  G  D  Y  Q  P  F  G  H  A  G  C  D  I  A  
        G  W  C  R  T  T  T  G  P  A  P  S  T  T  T  S  R  C  T  A  T  T  S  R  S  A  T  P  G  A  T  S  P 
17401 GGGGGTGGTGCCGGACTACAACCGGCCCGGCACCGTCAACTACTACGTCGCGCTGTACGGCGACTACCAGCCGTTCGGCCACGCCGGGTGCGACATCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  G  R  H  R  G  A  R  H  P  R  G  N  R  D  L  G  R  L  G  Y  A  A  A  R  R  T  Q  R  L  V  R  P 
      T  P  V  G  T  E  V  H  A  I  H  A  G  T  V  I  W  V  G  W  D  T  Q  L  P  G  G  P  N  D  W  Y  D  R
       P  R  S  A  P  R  C  T  P  S  T  R  E  P  *  S  G  S  A  G  I  R  S  C  P  A  D  P  T  T  G  T  T  
17501 ACCCCGGTCGGCACCGAGGTGCACGCCATCCACGCGGGAACCGTGATCTGGGTCGGCTGGGATACGCAGCTGCCCGGCGGACCCAACGACTGGTACGACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  V  L  L  P  G  L  R  R  Q  A  A  A  G  P  D  R  L  R  P  H  P  R  L  R  A  P  I  R  V  E  G  *  
        W  F  F  Y  Q  A  F  G  G  R  L  L  L  V  Q  T  V  Y  G  H  I  H  A  Y  A  H  L  S  A  W  K  V  K 
      A  G  S  S  T  R  P  S  A  A  G  C  C  W  S  R  P  S  T  A  T  S  T  P  T  R  T  Y  P  R  G  R  L  R
17601 GCTGGTTCTTCTACCAGGCCTTCGGCGGCAGGCTGCTGCTGGTCCAGACCGTCTACGGCCACATCCACGCCTACGCGCACCTATCCGCGTGGAAGGTTAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  R  G  R  R  Q  G  G  P  A  D  R  A  D  R  R  L  R  R  G  R  G  P  R  R  G  P  A  P  A  R  G  E  D
       V  G  D  V  V  R  E  G  Q  L  I  A  L  T  G  D  S  A  A  G  V  D  H  G  V  A  P  H  L  H  V  E  K  
        S  G  T  S  S  G  R  A  S  *  S  R  *  P  A  T  P  P  R  A  W  T  T  A  W  P  R  T  C  T  W  R  R 
17701 GGTCGGGGACGTCGTCAGGGAGGGCCAGCTGATCGCGCTGACCGGCGACTCCGCCGCGGGCGTGGACCACGGCGTGGCCCCGCACCTGCACGTGGAGAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  Q  L  Q  L  P  H  R  R  R  P  D  L  R  P  H  R  P  R  P  R  L  R  G  L  Q  A  A  V  H  P  V  R 
      I  V  N  F  N  Y  L  T  G  G  G  L  I  Y  G  R  T  D  P  A  P  D  F  G  G  Y  K  P  L  S  T  Q  S  A
       S  S  T  S  T  T  S  P  A  A  A  *  S  T  A  A  P  T  P  P  P  T  S  G  A  T  S  R  C  P  P  S  P  
17801 ATCGTCAACTTCAACTACCTCACCGGCGGCGGCCTGATCTACGGCCGCACCGACCCCGCCCCCGACTTCGGGGGCTACAAGCCGCTGTCCACCCAGTCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  T  G  Q  G  V  R  N  A  Y  V  Q  D  R  R  V  D  L  H  Q  A  P  P  P  P  Q  G  Q  G  V  H  P  L  
        P  L  A  K  E  S  E  M  P  T  S  K  T  V  A  S  T  F  T  K  R  H  R  L  P  K  G  K  A  Y  T  L  S 
      H  H  W  P  R  S  Q  K  C  L  R  P  R  P  S  R  R  P  S  P  S  A  T  A  S  P  R  A  R  R  T  P  S  P
17901 CACCACTGGCCAAGGAGTCAGAAATGCCTACGTCCAAGACCGTCGCGTCGACCTTCACCAAGCGCCACCGCCTCCCCAAGGGCAAGGCGTACACCCTCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  Q  G  R  R  R  V  R  E  L  R  G  L  R  R  W  P  L  P  D  L  P  E  R  R  G  A  G  P  A  A  G  R  G
       V  K  D  D  G  A  S  A  N  F  A  V  C  G  V  G  H  Y  L  I  S  L  N  V  E  G  Q  G  L  L  P  G  E  
        S  R  T  T  A  R  P  R  T  S  R  S  A  A  L  A  T  T  *  S  P  *  T  S  R  G  R  A  C  C  R  A  R 
18001 CGTCAAGGACGACGGCGCGTCCGCGAACTTCGCGGTCTGCGGCGTTGGCCACTACCTGATCTCCCTGAACGTCGAGGGGCAGGGCCTGCTGCCGGGCGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  Q  R  P  I  L  H  H  P  Q  R  Q  D  L  R  V  L  R  E  G  H  R  R  H  E  G  R  Q  L  Q  Q  G  D 
      V  V  N  A  Q  F  F  I  T  R  N  G  K  T  S  G  Y  F  E  K  D  I  D  G  T  K  D  G  S  F  N  K  E  I
       W  S  T  P  N  S  S  S  P  A  T  A  R  P  P  G  T  S  R  R  T  S  T  A  R  R  T  A  A  S  T  R  R  
18101 GTGGTCAACGCCCAATTCTTCATCACCCGCAACGGCAAGACCTCCGGGTACTTCGAGAAGGACATCGACGGCACGAAGGACGGCAGCTTCAACAAGGAGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       H  L  Q  P  E  G  G  V  R  F  G  H  H  R  P  A  D  L  Q  A  H  R  E  R  L  L  H  R  L  R  R  *  R  
        T  F  N  R  K  V  E  S  G  S  V  I  I  A  R  L  T  S  K  H  T  E  N  A  Y  C  T  G  F  G  A  D  V 
      S  P  S  T  G  R  W  S  P  V  R  S  S  S  P  G  *  P  P  S  T  P  R  T  P  T  A  P  A  S  A  L  T  S
18201 TCACCTTCAACCGGAAGGTGGAGTCCGGTTCGGTCATCATCGCCCGGCTGACCTCCAAGCACACCGAGAACGCCTACTGCACCGGCTTCGGCGCTGACGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  G  L  E  L  T  M  P  F  P  I  D  W  P  A  A  A  N  I  D  N  A  D  Q  L  L  R  S  Y  A  E  Q  M  A
       T  A  W  S  *  P  C  R  S  P  L  T  G  P  R  R  P  T  S  T  T  P  T  S  C  C  A  P  T  R  S  R  W  
        R  P  G  A  N  H  A  V  P  H  *  L  A  R  G  G  Q  H  R  Q  R  R  P  A  A  A  L  L  R  G  A  D  G 
18301 CACGGCCTGGAGCTAACCATGCCGTTCCCCATTGACTGGCCCGCGGCGGCCAACATCGACAACGCCGACCAGCTGCTGCGCTCCTACGCGGAGCAGATGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  R  T  L  R  L  L  T  L  G  R  V  G  G  D  Y  I  T  V  L  P  A  T  T  A  L  N  R  A  D  A  I  L 
      R  C  G  P  C  A  C  *  P  W  A  G  S  A  G  T  T  S  P  C  S  R  R  P  P  P  *  T  G  R  T  R  S  C
       G  A  D  P  A  P  A  D  P  G  P  G  R  R  G  L  H  H  R  A  P  G  D  H  R  P  E  P  G  G  R  D  P  
18401 CGGTGCGGACCCTGCGCCTGCTGACCCTGGGCCGGGTCGGCGGGGACTACATCACCGTGCTCCCGGCGACCACCGCCCTGAACCGGGCGGACGCGATCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  D  A  P  V  G  E  I  A  E  V  T  V  A  G  L  P  L  Q  P  T  A  Y  V  V  Q  N  G  N  L  L  V  R  
        W  T  R  P  S  G  K  S  L  R  S  P  S  P  G  C  R  C  S  P  P  P  T  W  C  R  T  G  T  C  W  S  A 
      A  G  R  A  R  R  G  N  R  *  G  H  R  R  R  A  A  A  A  A  H  R  L  R  G  A  E  R  E  P  A  G  P  H
18501 GCTGGACGCGCCCGTCGGGGAAATCGCTGAGGTCACCGTCGCCGGGCTGCCGCTGCAGCCCACCGCCTACGTGGTGCAGAACGGGAACCTGCTGGTCCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  D  G  G  T  W  P  L  G  A  L  A  V  T  Y  Q  N  S  Y  P  A  D  E  V  A  Q  R  V  A  G  V  L  A  L
       P  T  A  A  R  G  R  S  E  R  W  P  S  P  T  R  T  P  T  R  P  M  R  S  P  S  G  W  R  G  C  W  R  
        R  R  R  H  V  A  A  R  S  A  G  R  H  L  P  E  L  L  P  G  R  *  G  R  P  A  G  G  G  G  A  G  A 
18601 ACCGACGGCGGCACGTGGCCGCTCGGAGCGCTGGCCGTCACCTACCAGAACTCCTACCCGGCCGATGAGGTCGCCCAGCGGGTGGCGGGGGTGCTGGCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        E  F  L  R  L  I  S  T  G  K  C  R  L  P  A  G  V  T  N  V  A  R  Q  G  M  T  M  E  V  E  T  G  M 
      W  S  S  C  A  *  S  P  P  A  S  A  G  C  R  R  A  *  P  T  W  P  G  R  A  *  R  W  R  S  R  R  G  C
       G  V  P  A  P  D  L  H  R  Q  V  P  A  A  G  G  R  D  Q  R  G  P  A  G  H  D  D  G  G  R  D  G  D  
18701 TGGAGTTCCTGCGCCTGATCTCCACCGGCAAGTGCCGGCTGCCGGCGGGCGTGACCAACGTGGCCCGGCAGGGCATGACGATGGAGGTCGAGACGGGGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       W  P  N  G  L  T  Q  V  P  E  V  D  V  W  I  K  Q  W  N  P  Q  A  L  K  S  K  P  M  V  I  T  P  D  
        G  P  T  A  *  P  R  S  R  R  W  T  S  G  S  S  S  G  T  R  R  R  S  S  P  S  R  W  S  S  P  L  T 
      V  A  Q  R  P  D  P  G  P  G  G  G  R  L  D  Q  A  V  E  P  A  G  A  Q  V  Q  A  D  G  H  H  P  *  P
18801 GTGGCCCAACGGCCTGACCCAGGTCCCGGAGGTGGACGTCTGGATCAAGCAGTGGAACCCGCAGGCGCTCAAGTCCAAGCCGATGGTCATCACCCCTGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  P  A  H  A  V  V  T  W  R  A  P  *  C  P  R  A  S  A  S  R  P  C  S  R  R  C  W  R  T  C  P  R  C
       C  P  R  T  R  S  *  P  G  G  P  R  D  V  R  G  P  A  H  Q  G  H  A  R  G  A  A  G  E  P  V  R  G  
        A  R  A  R  G  R  D  L  E  G  P  V  M  S  E  G  Q  R  I  K  A  M  L  A  A  L  L  E  N  L  S  E  V 
18901 CTGCCCGCGCACGCGGTCGTGACCTGGAGGGCCCCGTGATGTCCGAGGGCCAGCGCATCAAGGCCATGCTCGCGGCGCTGCTGGAGAACCTGTCCGAGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  G  R  T  A  P  T  T  R  S  A  R  S  P  S  T  P  A  T  W  C  P  T  T  M  R  W  T  P  T  T  S  A 
      A  A  G  E  R  R  L  R  L  A  L  R  G  H  H  L  P  R  Q  H  G  A  L  R  L  C  A  G  L  R  Q  R  V  L
       L  R  E  N  G  A  Y  D  S  L  C  A  V  T  I  Y  P  G  N  M  V  P  Y  D  Y  A  L  D  S  D  N  E  C  
19001 GCTGCGGGAGAACGGCGCCTACGACTCGCTCTGCGCGGTCACCATCTACCCCGGCAACATGGTGCCCTACGACTATGCGCTGGACTCCGACAACGAGTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  A  G  R  R  G  C  G  C  S  T  A  S  P  P  R  T  T  Q  P  P  T  P  G  S  R  T  A  P  R  N  W  A  
        R  R  A  G  V  G  A  A  V  Q  R  L  P  H  Q  G  L  P  N  P  R  H  P  A  L  E  L  H  R  G  T  G  P 
      S  G  G  Q  A  W  V  R  L  F  N  G  F  P  T  K  D  Y  P  T  P  D  T  R  L  S  N  C  T  A  E  L  G  L
19101 TCCGGCGGGCAGGCGTGGGTGCGGCTGTTCAACGGCTTCCCCACCAAGGACTACCCAACCCCCGACACCCGGCTCTCGAACTGCACCGCGGAACTGGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      *  W  W  R  S  G  S  S  G  P  P  R  *  W  S  S  S  P  P  R  S  P  S  P  P  R  S  R  S  S  T  C  P  W
       D  G  G  G  R  D  H  P  A  R  R  G  D  G  A  V  R  H  R  G  L  H  P  L  P  G  A  G  V  R  P  V  H  
        M  V  E  V  G  I  I  R  P  A  A  V  M  E  Q  F  A  T  E  V  S  I  P  S  P  E  Q  E  F  D  L  S  M 
19201 TGATGGTGGAGGTCGGGATCATCCGGCCCGCCGCGGTGATGGAGCAGTTCGCCACCGAGGTCTCCATCCCCTCCCCGGAGCAGGAGTTCGACCTGTCCAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  W  S  M  T  W  S  G  *  R  R  R  S  S  A  P  R  P  T  T  P  T  *  C  S  A  P  G  P  P  T  A  R 
      G  A  G  R  *  H  G  L  D  E  G  G  G  H  P  H  Q  G  R  L  L  R  P  D  A  R  L  L  D  P  L  R  P  G
       A  L  V  D  D  M  V  W  M  K  E  A  V  I  R  T  K  A  D  Y  S  D  L  M  L  G  S  W  T  P  Y  G  P  
19301 GGCGCTGGTCGATGACATGGTCTGGATGAAGGAGGCGGTCATCCGCACCAAGGCCGACTACTCCGACCTGATGCTCGGCTCCTGGACCCCCTACGGCCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  G  E  P  S  G  A  R  G  P  S  R  Q  P  P  T  S  H  D  P  D  Q  K  L  Q  G  R  A  G  V  A  R  H  
        R  G  S  R  R  G  H  V  D  R  H  G  N  R  R  P  V  M  T  R  I  R  S  S  K  G  G  Q  G  W  L  D  I 
      D  G  G  A  V  G  G  T  W  T  V  T  A  T  A  D  Q  S  *  P  G  S  E  A  P  R  A  G  R  G  G  S  T  S
19401 GACGGGGGAGCCGTCGGGGGCACGTGGACCGTCACGGCAACCGCCGACCAGTCATGACCCGGATCAGAAGCTCCAAGGGCGGGCAGGGGTGGCTCGACAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  R  G  R  R  A  V  V  H  P  L  R  R  G  C  G  G  P  A  G  L  G  G  V  G  H  R  R  V  R  Q  G  L  R
       H  E  D  V  V  Q  S  Y  I  R  S  G  G  D  V  A  D  L  L  D  S  V  A  W  D  T  A  E  Y  G  K  A  Y  
        T  R  T  S  C  S  R  T  S  A  P  A  G  M  W  R  T  C  W  T  R  W  R  G  T  P  P  S  T  A  R  P  T 
19501 CCACGAGGACGTCGTGCAGTCGTACATCCGCTCCGGCGGGGATGTGGCGGACCTGCTGGACTCGGTGGCGTGGGACACCGCCGAGTACGGCAAGGCCTAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Q  R  R  A  R  P  L  R  P  P  A  Q  G  H  L  L  Q  P  D  Q  T  Y  R  P  A  H  R  V  F  E  G  R  R 
      V  S  A  G  H  V  R  S  G  R  L  L  R  G  I  Y  Y  N  R  I  K  P  T  G  P  L  T  G  Y  S  R  A  G  G
       S  A  P  G  T  S  A  P  A  A  C  S  G  A  S  T  T  T  G  S  N  L  P  A  R  S  P  G  I  R  G  P  A  
19601 GTCAGCGCCGGGCACGTCCGCTCCGGCCGCCTGCTCAGGGGCATCTACTACAACCGGATCAAACCTACCGGCCCGCTCACCGGGTATTCGAGGGCCGGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       Q  G  A  A  H  H  L  L  P  R  G  C  A  A  R  H  H  R  P  R  C  V  H  G  H  P  A  L  A  P  R  S  E  
        K  A  R  H  T  I  Y  F  H  E  G  V  L  H  D  I  T  A  H  G  A  F  M  V  I  P  R  S  R  L  A  A  N 
      A  R  R  G  T  P  S  T  S  T  R  V  C  C  T  T  S  P  P  T  V  R  S  W  S  S  R  A  R  A  S  Q  R  I
19701 GCAAGGCGCGGCACACCATCTACTTCCACGAGGGTGTGCTGCACGACATCACCGCCCACGGTGCGTTCATGGTCATCCCGCGCTCGCGCCTCGCAGCGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      Y  K  C  G  V  F  G  C  W  R  G  A  L  R  Q  V  R  G  D  E  E  G  P  Q  G  G  Y  R  S  Q  N  R  A  R
       T  N  A  A  Y  S  G  A  G  A  E  R  Y  A  K  Y  A  A  T  K  K  G  P  K  G  V  I  G  R  K  T  V  R  
        Q  M  R  R  I  R  V  L  A  R  S  V  T  P  S  T  R  R  R  R  R  A  P  R  G  L  S  V  A  K  P  C  A 
19801 TACAAATGCGGCGTATTCGGGTGCTGGCGCGGAGCGTTACGCCAAGTACGCGGCGACGAAGAAGGGCCCCAAGGGGGTTATCGGTCGCAAAACCGTGCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  A  F  Q  A  F  L  E  G  R  T  C  C  G  V  G  *  P  R  P  K  V  T  V  I  *  G  L  P  G  I  T  G 
      G  Q  R  S  K  P  F  L  K  E  G  L  A  V  A  L  A  N  H  G  L  K  *  R  *  S  E  D  C  R  E  S  P  A
       V  S  V  P  S  L  S  *  R  K  D  L  L  W  R  W  L  T  T  A  *  S  D  G  N  L  R  I  A  G  N  H  R  
19901 GGTCAGCGTTCCAAGCCTTTCTTGAAGGAAGGACTTGCTGTGGCGTTGGCTAACCACGGCCTAAAGTGACGGTAATCTGAGGATTGCCGGGAATCACCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  P  E  T  E  T  W  E  T  V  V  K  D  F  I  A  A  N  N  A  N  K  K  R  E  V  A  E  D  D  V  T  V  
        L  R  R  Q  K  H  G  R  Q  *  *  K  T  S  L  Q  R  I  M  P  T  R  S  G  K  W  L  R  T  T  *  P  F 
      H  S  G  D  R  N  M  G  D  S  S  E  R  L  H  C  S  E  *  C  Q  Q  E  A  G  S  G  *  G  R  R  N  R  F
20001 CACTCCGGAGACAGAAACATGGGAGACAGTAGTGAAAGACTTCATTGCAGCGAATAATGCCAACAAGAAGCGGGAAGTGGCTGAGGACGACGTAACCGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      F  N  H  W  G  T  E  V  A  F  I  R  P  S  E  G  Q  F  L  M  M  L  A  M  G  G  R  N  M  D  L  K  T  I
       S  T  T  G  A  P  K  W  H  S  F  A  R  P  R  V  S  S  S  *  C  S  L  W  A  A  A  T  W  T  S  R  P  
        Q  P  L  G  H  R  S  G  I  H  S  P  V  R  G  S  V  P  H  D  A  R  Y  G  R  P  Q  H  G  P  Q  D  H 
20101 TTCAACCACTGGGGCACCGAAGTGGCATTCATTCGCCCGTCCGAGGGTCAGTTCCTCATGATGCTCGCTATGGGCGGCCGCAACATGGACCTCAAGACCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  N  F  I  H  L  F  I  E  L  G  D  P  E  T  Q  R  H  F  Q  T  L  L  L  D  Q  D  S  D  F  S  V  R 
      S  V  T  S  S  T  C  S  S  N  W  A  T  R  R  L  S  V  I  S  R  P  C  C  S  T  R  T  A  T  S  A  S  G
       R  *  L  H  P  P  V  H  R  T  G  R  P  G  D  S  A  S  F  P  D  P  A  A  R  P  G  Q  R  L  Q  R  Q  
20201 TCGGTAACTTCATCCACCTGTTCATCGAACTGGGCGACCCGGAGACTCAGCGTCATTTCCAGACCCTGCTGCTCGACCAGGACAGCGACTTCAGCGTCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  P  G  G  I  F  D  I  W  E  N  L  V  K  E  W  S  G  K  A  S  P  K  P  A  V  S  Q  E  S  A  S  E  
        A  R  A  E  S  S  T  S  G  R  T  W  L  R  S  G  R  E  K  P  P  R  S  L  P  S  R  K  N  L  H  R  K 
      G  P  G  R  N  L  R  H  L  G  E  P  G  *  G  V  V  G  K  S  L  P  E  A  C  R  L  A  R  I  C  I  G  N
20301 GGGCCCGGGCGGAATCTTCGACATCTGGGAGAACCTGGTTAAGGAGTGGTCGGGAAAAGCCTCCCCGAAGCCTGCCGTCTCGCAAGAATCTGCATCGGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  T  P  I  S  T  A  R  S  R  R  S  I  S  Y  R  S  P  S  E  E  S  S  T  L  S  *  S  G  S  S  T  A  G
       L  R  L  S  R  R  L  A  P  A  G  R  S  P  I  A  P  R  P  K  N  P  Q  H  C  P  S  L  G  P  R  P  Q  
        Y  A  Y  L  D  G  S  L  P  Q  V  D  L  L  S  L  P  V  R  R  I  L  N  I  V  L  V  W  V  L  D  R  R 
20401 ACTACGCCTATCTCGACGGCTCGCTCCCGCAGGTCGATCTCCTATCGCTCCCCGTCCGAAGAATCCTCAACATTGTCCTAGTCTGGGTCCTCGACCGCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        M  A  R  R  K  R  S  S  L  K  N  S  A  V  H  S  P  E  K  P  R  T  P  L  T  S  T  T  A  S  T  R  S 
      A  W  R  G  E  S  E  V  H  *  R  T  Q  Q  S  T  P  R  R  N  L  G  H  R  *  L  R  R  Q  L  R  P  D  Q
       H  G  E  E  K  A  K  F  I  E  E  L  S  S  P  L  P  G  E  T  S  D  T  A  D  F  D  D  S  F  D  Q  I  
20501 GCATGGCGAGGAGAAAGCGAAGTTCATTGAAGAACTCAGCAGTCCACTCCCCGGAGAAACCTCGGACACCGCTGACTTCGACGACAGCTTCGACCAGATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  S  N  N  R  K  *  S  H  R  G  H  W  A  R  S  S  R  R  I  Y  *  C  P  R  *  P  Q  E  V  P  Q  G  
        A  V  T  T  E  S  E  V  T  V  G  I  G  R  E  V  A  D  A  Y  I  D  V  H  G  D  L  K  K  F  R  K  D 
      K  Q  *  Q  Q  K  V  K  S  P  W  A  L  G  A  K  *  P  T  H  I  L  M  S  T  V  T  S  R  S  S  A  R  T
20601 AAGCAGTAACAACAGAAAGTGAAGTCACCGTGGGCATTGGGCGCGAAGTAGCCGACGCATATATTGATGTCCACGGTGACCTCAAGAAGTTCCGCAAGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  R  R  S  R  P  R  G  R  G  S  R  Q  G  V  R  R  I  V  R  G  R  F  R  E  A  R  A  A  R  P  R  Q  E
       L  E  E  A  A  P  A  G  E  E  A  G  K  E  F  G  E  S  F  A  D  G  F  A  K  R  A  Q  R  D  L  D  K  
        S  K  K  P  P  P  R  A  R  K  P  A  R  S  S  A  N  R  S  R  T  V  S  R  S  A  R  S  A  T  S  T  R 
20701 CCTCGAAGAAGCCGCCCCCGCGGGCGAGGAAGCCGGCAAGGAGTTCGGCGAATCGTTCGCGGACGGTTTCGCGAAGCGCGCGCAGCGCGACCTCGACAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  V  L  D  A  R  R  P  V  L  R  G  Q  V  R  H  R  P  D  D  R  Q  L  R  P  H  R  H  R  E  G  H  R 
      K  W  S  S  M  L  D  A  L  Y  S  G  D  K  F  D  I  G  R  M  I  D  N  F  D  P  T  D  I  E  R  A  T  D
       S  G  P  R  C  S  T  P  C  T  P  G  T  S  S  T  S  A  G  *  S  T  T  S  T  P  P  T  S  R  G  P  P  
20801 AAGTGGTCCTCGATGCTCGACGCCCTGTACTCCGGGGACAAGTTCGACATCGGCCGGATGATCGACAACTTCGACCCCACCGACATCGAGAGGGCCACCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  D  A  R  I  R  R  G  G  G  Q  G  R  G  H  R  Q  R  R  V  A  V  P  E  R  T  A  A  G  T  D  R  P  
        A  M  R  A  F  G  E  E  A  V  K  A  G  A  I  D  N  D  E  W  Q  F  Q  N  E  L  L  Q  E  Q  I  G  L 
      T  R  C  A  H  S  A  R  R  R  S  R  P  G  P  S  T  T  T  S  G  S  S  R  T  N  C  C  R  N  R  S  A  S
20901 ACGCGATGCGCGCATTCGGCGAGGAGGCGGTCAAGGCCGGGGCCATCGACAACGACGAGTGGCAGTTCCAGAACGAACTGCTGCAGGAACAGATCGGCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  E  G  G  L  R  R  R  Q  A  A  R  R  S  H  R  G  E  Q  P  A  R  S  P  A  R  G  G  D  Q  G  K  H  P
       M  K  E  A  Y  D  A  D  K  L  H  G  E  A  I  A  E  N  N  R  L  E  A  L  H  A  E  A  I  K  E  N  I  
        *  R  R  P  T  T  P  T  S  C  T  A  K  P  S  R  R  T  T  G  S  K  P  C  T  R  R  R  S  R  K  T  S 
21001 CATGAAGGAGGCCTACGACGCCGACAAGCTGCACGGCGAAGCCATCGCGGAGAACAACCGGCTCGAAGCCCTGCACGCGGAGGCGATCAAGGAAAACATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  D  Q  D  P  R  P  A  G  T  R  G  R  R  M  A  P  G  G  P  G  R  G  S  G  G  V  R  P  G  R  S  G 
      R  Q  T  K  I  L  A  Q  Q  E  R  E  D  A  A  W  R  R  V  V  R  D  A  E  A  E  A  F  A  R  A  E  A  E
       G  R  P  R  S  S  P  S  R  N  A  R  T  P  H  G  A  G  W  S  G  T  R  K  R  R  R  S  P  G  P  K  R  
21101 CGGCAGACCAAGATCCTCGCCCAGCAGGAACGCGAGGACGCCGCATGGCGCCGGGTGGTCCGGGACGCGGAAGCGGAGGCGTTCGCCCGGGCCGAAGCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  P  R  E  A  H  A  G  M  A  G  S  H  P  H  E  R  G  L  R  A  F  M  D  R  H  D  P  P  D  E  P  Q  
        R  H  E  K  R  M  Q  E  W  Q  E  A  I  R  M  N  E  A  F  E  R  S  W  T  G  M  T  R  R  M  N  L  N 
      S  A  T  R  S  A  C  R  N  G  R  K  P  S  A  *  T  R  P  S  S  V  H  G  P  A  *  P  A  G  *  T  S  T
21201 AGCGCCACGAGAAGCGCATGCAGGAATGGCAGGAAGCCATCCGCATGAACGAGGCCTTCGAGCGTTCATGGACCGGCATGACCCGCCGGATGAACCTCAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  P  G  T  G  L  Q  E  A  R  R  G  D  D  L  R  R  L  L  Q  V  R  Q  E  L  R  Q  L  R  R  P  H  Q  A
       A  L  E  Q  D  F  K  K  L  G  E  A  M  T  S  A  D  F  S  K  F  A  K  N  F  D  S  F  D  D  L  T  R  
        P  W  N  R  T  S  R  S  S  A  R  R  *  P  P  P  T  S  P  S  S  P  R  T  S  T  A  S  T  T  S  P  G 
21301 CGCCCTGGAACAGGACTTCAAGAAGCTCGGCGAGGCGATGACCTCCGCCGACTTCTCCAAGTTCGCCAAGAACTTCGACAGCTTCGACGACCTCACCAGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  A  R  R  H  G  R  H  A  R  E  R  P  H  L  R  R  E  R  R  L  H  P  L  L  D  A  A  V  H  R  G  P 
      R  V  H  D  V  T  D  A  M  R  E  N  G  R  I  S  D  E  N  A  A  S  I  H  F  W  T  Q  Q  Y  I  A  D  Q
       A  C  T  T  S  R  T  P  C  A  R  T  A  A  S  P  T  R  T  P  P  P  S  T  S  G  R  S  S  T  S  R  T  
21401 CGCGTGCACGACGTCACGGACGCCATGCGCGAGAACGGCCGCATCTCCGACGAGAACGCCGCCTCCATCCACTTCTGGACGCAGCAGTACATCGCGGACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  S  Q  A  A  G  G  E  G  R  A  G  R  R  P  G  T  A  R  G  A  G  T  L  Q  G  L  P  R  R  D  G  G  
        Q  A  K  Q  Q  A  E  K  D  A  L  D  A  A  R  E  L  R  E  E  Q  E  R  Y  K  A  S  L  D  G  M  V  E 
      S  K  P  S  S  R  R  R  R  T  R  W  T  P  P  G  N  C  A  R  S  R  N  A  T  R  P  P  S  T  G  W  W  R
21501 AGCAAGCCAAGCAGCAGGCGGAGAAGGACGCGCTGGACGCCGCCCGGGAACTGCGCGAGGAGCAGGAACGCTACAAGGCCTCCCTCGACGGGATGGTGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  R  P  L  P  Q  D  R  A  G  L  R  R  P  H  R  R  D  R  T  G  R  L  L  Q  V  R  Q  R  G  P  *  R  R
       A  A  H  F  R  K  I  E  Q  D  F  G  D  L  T  D  A  I  G  R  A  D  F  S  K  F  G  N  G  A  R  D  V  
        P  P  T  S  A  R  S  S  R  T  S  A  T  S  P  T  R  S  D  G  P  T  S  P  S  S  A  T  G  P  V  T  S 
21601 GGCCGCCCACTTCCGCAAGATCGAGCAGGACTTCGGCGACCTCACCGACGCGATCGGACGGGCCGACTTCTCCAAGTTCGGCAACGGGGCCCGTGACGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        *  V  P  G  P  G  H  R  R  R  E  L  H  G  E  P  R  Q  D  Q  R  G  G  V  H  Q  D  P  R  P  P  R  R 
      G  E  F  R  D  R  V  I  D  V  A  N  S  M  V  N  L  G  K  I  S  G  E  E  F  T  K  I  L  G  H  L  D  V
       V  S  S  G  T  G  S  S  T  S  R  T  P  W  *  T  S  A  R  S  A  G  R  S  S  P  R  S  S  A  T  S  T  
21701 GGTGAGTTCCGGGACCGGGTCATCGACGTCGCGAACTCCATGGTGAACCTCGGCAAGATCAGCGGGGAGGAGTTCACCAAGATCCTCGGCCACCTCGACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  Q  R  R  P  R  R  L  Q  G  E  A  G  E  R  R  G  R  D  R  Q  V  E  P  E  A  G  R  S  E  A  G  C  
        V  S  A  D  L  D  G  Y  K  V  K  L  G  N  A  G  D  E  T  G  K  W  N  L  K  L  G  G  V  K  Q  V  A 
      W  S  A  P  T  S  T  A  T  R  *  S  W  G  T  P  G  T  R  P  A  S  G  T  *  S  W  A  E  *  S  R  L  P
21801 TGGTCAGCGCCGACCTCGACGGCTACAAGGTGAAGCTGGGGAACGCCGGGGACGAGACCGGCAAGTGGAACCTGAAGCTGGGCGGAGTGAAGCAGGTTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  G  N  P  A  A  P  V  R  H  H  L  P  P  A  R  A  R  G  P  E  R  P  R  R  H  H  P  A  G  T  G  H  R
       G  E  I  L  Q  R  L  S  G  T  I  S  H  L  R  G  L  A  G  L  N  V  L  G  D  T  I  Q  Q  G  L  D  I  
        G  K  S  C  S  A  C  P  A  P  S  P  T  C  A  G  S  R  A  *  T  S  S  A  T  P  S  S  R  D  W  T  S 
21901 CGGGGAAATCCTGCAGCGCCTGTCCGGCACCATCTCCCACCTGCGCGGGCTCGCGGGCCTGAACGTCCTCGGCGACACCATCCAGCAGGGACTGGACATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Q  E  H  *  P  G  G  A  V  H  L  H  L  R  A  E  D  R  L  R  G  V  H  R  L  H  R  R  R  R  A  G  Q 
      A  K  N  I  D  R  V  A  L  S  I  S  T  S  A  L  K  I  G  S  A  A  S  I  V  S  T  A  A  G  G  L  V  N
       P  R  T  L  T  G  W  R  C  P  S  P  P  P  R  *  R  S  A  P  R  R  P  S  S  P  P  P  P  A  G  W  S  
22001 GCCAAGAACATTGACCGGGTGGCGCTGTCCATCTCCACCTCCGCGCTGAAGATCGGCTCCGCGGCGTCCATCGTCTCCACCGCCGCCGGCGGGCTGGTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  R  R  *  H  V  L  H  G  G  H  R  L  A  R  A  R  V  P  R  R  G  R  H  P  D  R  R  A  R  R  R  V  
        V  V  A  D  M  S  S  M  A  G  I  A  W  L  A  P  G  F  L  A  A  A  G  I  Q  I  G  V  L  V  A  A  F 
      T  S  S  L  T  C  P  P  W  R  A  S  P  G  S  R  P  G  S  S  P  R  P  A  S  R  S  A  C  S  S  P  R  S
22101 ACGTCGTCGCTGACATGTCCTCCATGGCGGGCATCGCCTGGCTCGCGCCCGGGTTCCTCGCCGCGGCCGGCATCCAGATCGGCGTGCTCGTCGCCGCGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      Q  G  H  E  N  E  A  E  G  P  R  P  A  V  L  R  A  A  G  Q  H  L  R  R  L  L  E  A  G  R  T  A  D  P
       K  D  M  K  T  K  L  K  D  L  G  P  Q  F  S  A  L  Q  D  N  I  S  D  A  F  W  K  Q  A  E  Q  P  I  
        R  T  *  K  R  S  *  R  T  S  A  R  S  S  P  R  C  R  T  T  S  P  T  P  S  G  S  R  P  N  S  R  S 
22201 CAAGGACATGAAAACGAAGCTGAAGGACCTCGGCCCGCAGTTCTCCGCGCTGCAGGACAACATCTCCGACGCCTTCTGGAAGCAGGCCGAACAGCCGATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Q  P  R  R  L  P  D  A  H  P  Q  D  A  A  G  R  D  R  H  A  A  G  R  T  V  Q  G  A  H  R  R  L  H 
      R  N  L  V  D  S  L  M  P  T  L  K  T  Q  L  G  E  T  A  T  Q  L  G  G  L  F  K  A  L  T  D  G  F  T
       A  T  S  S  T  P  *  C  P  P  S  R  R  S  W  A  R  P  P  R  S  W  A  D  C  S  R  R  S  P  T  A  S  
22301 CGCAACCTCGTCGACTCCCTGATGCCCACCCTCAAGACGCAGCTGGGCGAGACCGCCACGCAGCTGGGCGGACTGTTCAAGGCGCTCACCGACGGCTTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       Q  E  R  H  P  R  P  G  R  R  H  V  P  E  D  E  H  C  H  R  H  R  Q  G  C  N  G  T  A  R  Q  R  V  
        K  N  A  T  P  A  R  V  E  G  M  F  Q  K  M  N  T  A  I  G  I  A  K  G  A  M  E  P  L  A  S  A  F 
      P  R  T  P  P  P  P  G  S  K  A  C  S  R  R  *  T  L  P  S  A  S  P  R  V  Q  W  N  R  S  P  A  R  S
22401 CCAAGAACGCCACCCCCGCCCGGGTCGAAGGCATGTTCCAGAAGATGAACACTGCCATCGGCATCGCCAAGGGTGCAATGGAACCGCTCGCCAGCGCGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  H  P  R  G  G  R  R  R  L  L  R  R  L  R  R  V  D  R  G  H  L  H  P  V  R  R  L  C  H  Q  G  R  R
       V  T  L  G  E  V  G  A  D  Y  F  D  D  F  A  G  W  I  V  D  I  S  T  Q  F  D  D  F  V  T  K  A  A  
        S  P  S  G  R  S  A  P  T  T  S  T  T  S  P  G  G  S  W  T  S  P  P  S  S  T  T  L  S  P  R  P  P 
22501 CGTCACCCTCGGGGAGGTCGGCGCCGACTACTTCGACGACTTCGCCGGGTGGATCGTGGACATCTCCACCCAGTTCGACGACTTTGTCACCAAGGCCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  R  P  A  Q  A  V  D  R  R  R  H  P  G  V  Q  G  H  R  P  R  H  R  R  C  G  G  D  L  P  G  P  E 
      A  D  G  R  L  K  Q  W  I  D  D  A  I  Q  A  F  K  D  T  G  R  A  I  G  G  V  V  E  I  F  Q  G  L  N
       P  T  A  G  S  S  S  G  S  T  T  P  S  R  R  S  R  T  P  A  A  P  S  A  V  W  W  R  S  S  R  A  *  
22601 GCCGACGGCCGGCTCAAGCAGTGGATCGACGACGCCATCCAGGCGTTCAAGGACACCGGCCGCGCCATCGGCGGTGTGGTGGAGATCTTCCAGGGCCTGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  G  G  G  G  C  G  H  R  R  A  D  R  V  R  G  H  A  G  A  D  G  G  H  R  Q  V  P  R  V  P  G  P  
        E  A  A  E  A  A  G  I  G  G  L  T  E  F  A  D  T  L  E  R  M  A  D  I  A  K  S  P  E  F  Q  G  P 
      T  R  R  R  R  L  R  A  S  A  G  *  P  S  S  R  T  R  W  S  G  W  R  T  S  P  S  P  P  S  S  R  A  R
22701 ACGAGGCGGCGGAGGCTGCGGGCATCGGCGGGCTGACCGAGTTCGCGGACACGCTGGAGCGGATGGCGGACATCGCCAAGTCCCCCGAGTTCCAGGGCCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  D  R  I  P  A  G  R  E  G  G  R  G  A  D  H  R  R  D  Q  P  A  P  V  P  R  A  G  Q  H  R  P  H  P
       L  T  E  Y  L  Q  G  A  K  A  G  A  E  Q  I  I  D  A  I  N  L  R  L  F  P  A  L  G  N  I  A  P  T  
        *  P  N  T  C  R  A  R  R  R  A  R  S  R  S  S  T  R  S  T  C  A  C  S  P  R  W  A  T  S  P  P  P 
22801 GCTGACCGAATACCTGCAGGGCGCGAAGGCGGGCGCGGAGCAGATCATCGACGCGATCAACCTGCGCCTGTTCCCCGCGCTGGGCAACATCGCCCCCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  H  R  H  G  H  H  R  R  G  D  G  Q  G  H  R  L  R  L  G  H  H  R  E  P  E  G  A  G  G  R  P  R 
      L  A  T  A  M  D  I  I  G  E  A  M  G  K  A  I  G  Y  V  S  D  I  I  E  N  P  K  V  Q  E  G  V  L  A
       S  P  P  P  W  T  S  S  A  R  R  W  A  R  P  S  A  T  S  R  T  S  S  R  T  R  R  C  R  R  A  S  S  
22901 CTCGCCACCGCCATGGACATCATCGGCGAGGCGATGGGCAAGGCCATCGGCTACGTCTCGGACATCATCGAGAACCCGAAGGTGCAGGAGGGCGTCCTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  V  R  R  H  H  R  R  D  D  Q  A  R  A  R  D  Q  A  D  R  R  L  A  R  L  A  A  G  N  L  R  P  H  
        L  S  D  G  I  T  D  A  M  T  K  L  E  P  A  I  K  P  I  G  D  S  L  G  S  L  L  E  I  S  G  H  I 
      R  C  P  T  A  S  P  T  R  *  P  S  S  S  P  R  S  S  R  S  A  T  R  S  A  R  C  W  K  S  P  A  T  S
23001 CGCTGTCCGACGGCATCACCGACGCGATGACCAAGCTCGAGCCCGCGATCAAGCCGATCGGCGACTCGCTCGGCTCGCTGCTGGAAATCTCCGGCCACAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  R  E  H  L  R  G  V  R  L  V  H  D  E  L  R  P  H  H  R  R  D  G  P  Q  G  R  G  T  G  R  P  A  H
       I  G  N  I  S  E  V  F  A  S  F  M  T  N  F  G  P  T  I  D  E  M  G  R  K  V  E  E  L  A  D  P  L  
        S  G  T  S  P  R  C  S  P  R  S  *  R  T  S  A  P  P  S  T  R  W  A  A  R  S  R  N  W  P  T  R  S 
23101 CATCGGGAACATCTCCGAGGTGTTCGCCTCGTTCATGACGAACTTCGGCCCCACCATCGACGAGATGGGCCGCAAGGTCGAGGAACTGGCCGACCCGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  V  R  E  E  R  D  G  A  A  E  A  G  H  R  K  H  Q  H  L  R  G  H  P  A  G  G  R  A  E  E  D  R 
      T  G  S  V  K  N  A  M  E  Q  L  K  P  V  I  E  N  I  N  T  Y  V  V  T  P  L  V  D  G  L  K  K  I  A
       P  G  P  *  R  T  R  W  S  S  *  S  R  S  S  K  T  S  T  P  T  W  S  P  R  W  W  T  G  *  R  R  S  
23201 ACCGGGTCCGTGAAGAACGCGATGGAGCAGCTGAAGCCGGTCATCGAAAACATCAACACCTACGTGGTCACCCCGCTGGTGGACGGGCTGAAGAAGATCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  G  D  R  Q  V  R  A  G  G  G  P  D  P  D  Q  H  H  G  D  R  R  P  G  H  R  E  V  P  L  H  R  P  
        P  E  I  D  K  F  V  Q  A  A  G  P  T  L  T  N  I  T  E  T  V  G  P  A  I  E  K  F  L  S  T  V  L 
      R  R  R  S  T  S  S  C  R  R  R  A  R  P  *  P  T  S  R  R  P  S  A  R  P  S  R  S  S  S  P  P  S  C
23301 CGCCGGAGATCGACAAGTTCGTGCAGGCGGCGGGCCCGACCCTGACCAACATCACGGAGACCGTCGGCCCGGCCATCGAGAAGTTCCTCTCCACCGTCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  Q  R  R  H  V  R  A  G  D  G  Q  D  L  P  A  V  R  A  G  A  G  G  T  A  H  P  R  V  R  H  R  A  R
       P  N  A  V  T  F  A  L  E  M  G  K  T  F  L  P  F  V  Q  G  L  V  E  L  L  T  P  A  F  A  T  A  L  
        P  T  P  S  R  S  R  W  R  W  A  R  P  S  C  R  S  C  R  G  W  W  N  C  S  P  P  R  S  P  P  R  * 
23401 GCCCAACGCCGTCACGTTCGCGCTGGAGATGGGCAAGACCTTCCTGCCGTTCGTGCAGGGGCTGGTGGAACTGCTCACCCCCGCGTTCGCCACCGCGCTA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  G  G  G  G  L  Q  E  R  L  R  G  P  E  G  A  P  R  R  S  E  R  V  R  P  A  P  P  V  Q  G  H  A 
      D  E  V  G  A  G  F  K  N  A  S  E  G  L  K  A  L  R  G  E  A  N  E  F  D  L  L  P  Q  F  K  D  M  H
       T  R  W  G  R  A  S  R  T  P  P  R  A  *  R  R  S  A  A  K  R  T  S  S  T  C  S  P  S  S  R  T  C  
23501 GACGAGGTGGGGGCGGGCTTCAAGAACGCCTCCGAGGGCCTGAAGGCGCTCCGCGGCGAAGCGAACGAGTTCGACCTGCTCCCCCAGTTCAAGGACATGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  Q  G  R  P  G  L  E  G  H  V  G  A  E  V  R  Q  L  L  L  G  G  S  G  Q  R  S  V  R  R  Q  P  R  
        D  K  V  D  Q  D  W  K  A  T  W  G  Q  K  S  D  N  S  F  W  E  D  L  G  N  V  L  F  G  G  S  L  V 
      T  T  R  S  T  R  T  G  R  P  R  G  G  R  S  P  T  T  P  S  G  R  I  W  A  T  F  C  S  A  A  A  S  W
23601 ACGACAAGGTCGACCAGGACTGGAAGGCCACGTGGGGGCAGAAGTCCGACAACTCCTTCTGGGAGGATCTGGGCAACGTTCTGTTCGGCGGCAGCCTCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  H  G  P  A  H  D  G  R  L  V  R  *  H  H  R  P  V  R  A  V  R  Q  D  H  R  R  R  L  E  P  G  L  V
       D  M  G  Q  R  M  M  D  A  W  S  D  D  I  T  G  L  F  E  P  F  G  K  T  I  G  D  G  W  N  R  V  W  
        T  W  A  S  A  *  W  T  P  G  P  M  T  S  P  A  C  S  S  R  S  A  R  P  S  A  T  A  G  T  G  S  G 
23701 GGACATGGGCCAGCGCATGATGGACGCCTGGTCCGATGACATCACCGGCCTGTTCGAGCCGTTCGGCAAGACCATCGGCGACGGCTGGAACCGGGTCTGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  E  D  L  R  R  P  A  G  Q  G  A  R  R  T  R  H  D  H  R  R  E  L  G  Q  A  D  L  R  R  S  G  P 
      S  G  K  I  F  G  D  Q  P  G  K  A  L  G  E  L  G  T  T  I  G  E  N  W  D  K  L  I  S  G  E  A  D  R
       P  G  R  S  S  A  T  S  R  A  R  R  S  A  N  S  A  R  P  S  A  R  T  G  T  S  *  S  P  A  K  R  T  
23801 TCCGGGAAGATCTTCGGCGACCAGCCGGGCAAGGCGCTCGGCGAACTCGGCACGACCATCGGCGAGAACTGGGACAAGCTGATCTCCGGCGAAGCGGACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  L  R  G  H  G  P  G  N  V  P  R  L  G  H  R  R  L  R  G  R  R  H  R  L  G  R  G  R  A  D  E  H  
        D  F  A  G  M  V  R  E  M  F  P  D  S  A  I  A  D  F  V  D  G  V  T  G  W  V  E  D  V  Q  T  N  I 
      G  T  S  R  A  W  S  G  K  C  S  P  T  R  P  S  P  T  S  W  T  A  S  P  A  G  S  R  T  C  R  R  T  S
23901 GGGACTTCGCGGGCATGGTCCGGGAAATGTTCCCCGACTCGGCCATCGCCGACTTCGTGGACGGCGTCACCGGCTGGGTCGAGGACGTGCAGACGAACAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  E  G  V  G  R  L  H  R  L  A  R  *  P  A  L  R  R  V  P  G  R  G  R  G  G  R  R  R  P  L  R  R  A
       Q  K  A  W  D  G  F  T  G  W  L  D  D  L  L  S  G  G  S  Q  G  E  G  E  E  G  G  G  A  H  F  A  G  
        R  R  R  G  T  A  S  P  A  G  S  M  T  C  S  P  A  G  P  R  A  R  A  R  R  A  A  A  P  T  S  P  G 
24001 CCAGAAGGCGTGGGACGGCTTCACCGGCTGGCTCGATGACCTGCTCTCCGGCGGGTCCCAGGGCGAGGGCGAGGAGGGCGGCGGCGCCCACTTCGCCGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  R  R  R  Q  D  H  P  G  G  H  W  P  R  R  P  G  R  E  L  A  G  G  H  L  R  A  G  L  A  G  H  R 
      R  A  V  G  G  K  I  T  P  E  D  I  G  L  G  A  P  D  E  N  W  L  E  D  T  F  A  Q  V  S  Q  G  I  A
       V  P  S  A  A  R  S  P  R  R  T  L  A  S  A  P  R  T  R  T  G  W  R  T  P  S  R  R  S  R  R  A  S  
24101 CGTGCCGTCGGCGGCAAGATCACCCCGGAGGACATTGGCCTCGGCGCCCCGGACGAGAACTGGCTGGAGGACACCTTCGCGCAGGTCTCGCAGGGCATCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  V  L  L  Q  H  R  L  R  L  R  L  L  R  R  A  L  P  R  R  L  E  R  F  L  G  R  P  R  H  Q  H  R  
        G  F  F  S  N  I  A  S  G  F  A  S  F  A  A  P  F  L  D  G  W  N  G  F  W  A  D  L  G  T  N  I  G 
      R  G  S  S  P  T  S  P  P  A  S  P  P  S  P  R  P  S  S  T  A  G  T  V  S  G  P  T  S  A  P  T  S  A
24201 CGGGGTTCTTCTCCAACATCGCCTCCGGCTTCGCCTCCTTCGCCGCGCCCTTCCTCGACGGCTGGAACGGTTTCTGGGCCGACCTCGGCACCAACATCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  R  L  G  R  H  H  H  H  P  L  H  M  V  D  H  H  H  H  Q  H  R  D  V  A  G  R  A  R  R  G  L  E  Q
       S  V  W  E  G  I  T  T  T  L  S  T  W  W  T  T  I  T  T  N  I  G  T  W  L  A  G  L  G  E  G  W  N  
        P  S  G  K  A  S  P  P  P  S  P  H  G  G  P  P  S  P  P  T  S  G  R  G  W  P  G  S  A  R  A  G  T 
24301 CTCCGTCTGGGAAGGCATCACCACCACCCTCTCCACATGGTGGACCACCATCACCACCAACATCGGGACGTGGCTGGCCGGGCTCGGCGAGGGCTGGAAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  L  G  R  L  R  Q  H  H  Q  R  H  L  D  P  D  H  H  H  P  L  D  V  V  D  D  D  H  H  E  H  R  H 
      S  F  W  G  G  F  G  S  T  I  N  D  I  W  T  Q  I  T  T  T  L  S  T  W  W  T  T  I  T  T  N  I  G  T
       A  S  G  A  A  S  A  A  P  S  T  T  S  G  P  R  S  P  P  P  S  R  R  G  G  R  R  S  P  R  T  S  A  
24401 AGCTTCTGGGGCGGCTTCGGCAGCACCATCAACGACATCTGGACCCAGATCACCACCACCCTCTCGACGTGGTGGACGACGATCACCACGAACATCGGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  A  D  R  P  D  H  Q  L  E  H  V  L  G  P  V  P  H  D  R  A  E  H  L  D  P  D  H  H  V  D  L  H  
        W  L  T  G  L  I  T  N  W  N  T  F  W  G  Q  F  P  T  T  V  Q  N  I  W  T  Q  I  T  T  W  I  S  T 
      R  G  *  P  A  *  S  P  T  G  T  R  S  G  A  S  S  P  R  P  C  R  T  S  G  P  R  S  P  R  G  S  P  P
24501 CGTGGCTGACCGGCCTGATCACCAACTGGAACACGTTCTGGGGCCAGTTCCCCACGACCGTGCAGAACATCTGGACCCAGATCACCACGTGGATCTCCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  R  G  A  D  L  H  Q  H  Q  Q  L  H  H  H  R  L  H  E  L  E  Q  L  L  D  R  G  V  D  E  G  A  A  D
       L  A  G  Q  I  S  T  N  I  S  N  F  I  T  T  V  S  T  N  W  N  N  F  W  T  G  V  W  T  K  V  Q  Q  
        S  R  G  R  S  P  P  T  S  A  T  S  S  P  P  S  P  R  T  G  T  T  S  G  P  G  C  G  R  R  C  S  R 
24601 CCTCGCGGGGCAGATCTCCACCAACATCAGCAACTTCATCACCACCGTCTCCACGAACTGGAACAACTTCTGGACCGGGGTGTGGACGAAGGTGCAGCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  A  A  D  H  A  V  D  P  N  P  G  D  H  H  R  H  E  H  R  Q  L  H  H  H  S  A  D  Q  L  G  Q  L 
      I  W  Q  Q  I  T  Q  W  I  Q  T  Q  A  T  T  I  G  T  N  I  G  N  F  I  T  T  V  R  T  N  W  D  N  F
       S  G  S  R  S  R  S  G  S  K  P  R  R  P  P  S  A  R  T  S  A  T  S  S  P  Q  C  G  P  T  G  T  T  
24701 ATCTGGCAGCAGATCACGCAGTGGATCCAAACCCAGGCGACCACCATCGGCACGAACATCGGCAACTTCATCACCACAGTGCGGACCAACTGGGACAACT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  E  R  G  E  P  E  G  A  D  H  L  G  H  H  R  G  L  D  R  G  Q  D  R  G  D  P  G  K  D  R  L  D  
        W  N  A  V  N  Q  K  V  Q  T  I  W  A  T  I  V  G  W  I  A  G  K  T  A  E  I  R  G  K  I  D  S  M 
      S  G  T  R  *  T  R  R  C  R  P  S  G  P  P  S  W  A  G  S  R  A  R  P  R  R  S  G  E  R  S  T  R  *
24801 TCTGGAACGCGGTGAACCAGAAGGTGCAGACCATCTGGGCCACCATCGTGGGCTGGATCGCGGGCAAGACCGCGGAGATCCGGGGAAAGATCGACTCGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      D  L  H  G  Q  D  Q  L  G  E  L  L  V  H  H  Q  P  E  G  H  R  V  V  G  E  D  R  L  R  R  H  R  G  H
       I  S  T  V  K  T  N  W  E  N  F  W  S  T  I  N  Q  K  V  T  E  W  W  G  K  I  V  S  G  V  T  E  G  
        S  P  R  S  R  P  T  G  R  T  S  G  P  P  S  T  R  R  S  P  S  G  G  G  R  S  S  P  A  S  P  R  A 
24901 GATCTCCACGGTCAAGACCAACTGGGAGAACTTCTGGTCCACCATCAACCAGAAGGTCACCGAGTGGTGGGGGAAGATCGTCTCCGGCGTCACCGAGGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  Q  R  G  A  R  G  R  H  A  G  R  E  G  A  R  R  G  R  R  H  R  G  A  A  A  A  E  G  C  *  L  R 
      I  G  N  V  V  R  E  A  G  T  L  G  A  K  A  L  A  A  V  G  D  T  G  G  L  L  L  Q  K  G  V  D  F  A
       S  A  T  W  C  A  R  P  A  R  W  A  R  R  R  S  P  R  S  A  T  P  G  G  C  C  C  R  R  V  L  T  S  
25001 ATCGGCAACGTGGTGCGCGAGGCCGGCACGCTGGGCGCGAAGGCGCTCGCCGCGGTCGGCGACACCGGGGGGCTGCTGCTGCAGAAGGGTGTTGACTTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  G  L  H  Q  R  H  R  L  D  D  R  R  H  R  H  R  R  G  E  L  R  A  G  R  H  R  R  R  H  Q  P  A  
        Q  G  F  I  N  G  I  G  S  M  I  D  D  I  A  T  A  A  A  N  F  V  Q  A  A  I  D  A  A  T  N  Q  Q 
      R  R  A  S  S  T  A  S  A  R  *  S  T  T  S  P  P  P  R  R  T  S  C  R  P  P  S  T  P  P  P  T  S  R
25101 CGCAGGGCTTCATCAACGGCATCGGCTCGATGATCGACGACATCGCCACCGCCGCGGCGAACTTCGTGCAGGCCGCCATCGACGCCGCCACCAACCAGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  Q  P  L  P  V  Q  G  H  P  R  P  R  R  G  L  R  R  R  L  H  Q  R  Y  R  L  Q  D  G  R  C  G  C  G
       D  S  H  S  P  S  K  V  T  H  G  L  G  V  D  Y  G  D  G  Y  I  N  G  I  D  S  K  M  D  A  A  A  A  
        T  A  T  P  R  P  R  S  P  T  A  S  A  W  T  T  A  T  A  T  S  T  V  S  T  P  R  W  T  L  R  L  R 
25201 GGACAGCCACTCCCCGTCCAAGGTCACCCACGGCCTCGGCGTGGACTACGGCGACGGCTACATCAACGGTATCGACTCCAAGATGGACGCTGCGGCTGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  R  G  T  G  G  V  G  A  V  R  H  R  H  L  Q  D  V  R  R  G  C  G  R  R  A  R  P  R  R  R  A  R 
      A  G  A  G  L  A  E  S  A  L  S  G  I  A  T  S  K  M  Y  A  A  G  V  D  A  A  L  G  L  A  D  G  L  A
       P  A  R  D  W  R  S  R  R  C  P  A  S  P  P  P  R  C  T  P  R  V  W  T  P  R  S  A  S  P  T  G  S  
25301 GCCGGCGCGGGACTGGCGGAGTCGGCGCTGTCCGGCATCGCCACCTCCAAGATGTACGCCGCGGGTGTGGACGCCGCGCTCGGCCTCGCCGACGGGCTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  P  A  V  P  D  R  L  G  H  D  R  D  D  A  G  P  E  G  N  A  R  N  Q  R  L  G  A  G  P  R  N  C  
        S  Q  Q  S  R  I  D  S  V  M  T  A  M  M  P  D  L  K  A  T  L  E  T  S  A  S  G  L  G  L  A  T  A 
      R  P  S  S  P  G  S  T  R  S  *  P  R  *  C  R  T  *  R  Q  R  S  K  P  A  P  R  G  W  A  S  Q  L  P
25401 CGTCCCAGCAGTCCCGGATCGACTCGGTCATGACCGCGATGATGCCGGACCTGAAGGCAACGCTCGAAACCAGCGCCTCGGGGCTGGGCCTCGCAACTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  T  G  G  S  Y  Q  H  H  Q  H  R  G  G  G  G  E  G  R  S  E  A  G  G  P  E  A  C  H  L  D  H  Q  G
       G  Q  A  A  V  T  N  I  T  N  I  E  E  G  A  V  K  V  E  A  K  Q  A  D  P  K  L  V  T  S  T  I  K  
        D  R  R  Q  L  P  T  S  P  T  S  R  R  G  R  *  R  S  K  R  S  R  R  T  R  S  L  S  P  R  P  S  R 
25501 CGGACAGGCGGCAGTTACCAACATCACCAACATCGAGGAGGGGGCGGTGAAGGTCGAAGCGAAGCAGGCGGACCCGAAGCTTGTCACCTCGACCATCAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  P  R  *  P  F  Q  Q  F  V  P  I  R  S  A  R  V  S  R  L  P  D  V  Q  R  N  G  D  P  *  L  R  P 
      D  D  L  D  D  L  F  S  S  S  S  R  *  G  A  P  V  F  P  G  Y  L  M  F  N  G  T  E  I  L  N  S  G  R
       T  T  S  M  T  F  S  A  V  R  P  D  K  E  R  P  C  F  P  A  T  *  C  S  T  E  R  R  S  L  T  P  A  
25601 GACGACCTCGATGACCTTTTCAGCAGTTCGTCCCGATAAGGAGCGCCCGTGTTTCCCGGCTACCTGATGTTCAACGGAACGGAGATCCTTAACTCCGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       C  G  G  L  R  P  V  R  H  Q  E  H  R  D  P  V  R  R  Q  G  S  R  L  H  P  R  A  R  P  V  H  L  P  
        A  A  A  Y  A  Q  Y  G  I  K  N  I  E  I  L  C  D  D  K  G  L  A  S  T  L  G  H  A  P  Y  T  Y  P 
      V  R  R  L  T  P  S  T  A  S  R  T  S  R  S  C  A  T  T  R  V  S  P  P  P  S  G  T  P  R  T  P  T  P
25701 GTGCGGCGGCTTACGCCCAGTACGGCATCAAGAACATCGAGATCCTGTGCGACGACAAGGGTCTCGCCTCCACCCTCGGGCACGCCCCGTACACCTACCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  P  G  Q  G  A  L  V  S  G  C  A  G  R  H  R  P  V  L  R  A  V  P  G  E  G  G  G  R  R  G  L  H  P
       S  R  D  K  A  P  W  Y  Q  G  A  R  A  A  T  G  R  F  Y  G  L  F  P  G  K  V  E  G  A  E  D  S  T  
        P  G  T  R  R  P  G  I  R  V  R  G  P  P  P  A  G  S  T  G  C  S  R  G  R  W  R  A  P  R  T  P  P 
25801 CTCCCGGGACAAGGCGCCCTGGTATCAGGGTGCGCGGGCCGCCACCGGCCGGTTCTACGGGCTGTTCCCGGGGAAGGTGGAGGGCGCCGAGGACTCCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  G  R  R  H  P  A  V  R  L  R  C  G  H  H  G  P  P  A  Q  V  P  G  D  Q  G  G  R  D  R  V  R  R 
      R  E  V  D  V  T  Q  Q  S  G  S  G  A  V  I  T  A  P  R  H  K  S  R  E  I  R  V  V  A  T  A  F  A  A
       A  R  S  T  S  P  S  S  P  A  P  V  R  S  S  R  P  P  G  T  S  P  G  R  S  G  W  S  R  P  R  S  P  
25901 CGCGAGGTCGACGTCACCCAGCAGTCCGGCTCCGGTGCGGTCATCACGGCCCCCCGGCACAAGTCCCGGGAGATCAGGGTGGTCGCGACCGCGTTCGCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  R  G  G  H  D  G  G  A  G  V  A  P  *  R  A  D  G  R  G  L  L  G  G  G  R  R  L  H  G  P  D  P  
        D  E  E  A  M  T  E  G  L  A  W  L  R  D  V  L  T  G  E  G  C  S  E  A  D  D  G  C  M  G  R  T  L 
      R  T  R  R  P  *  R  R  G  W  R  G  S  V  T  C  *  R  A  R  A  A  R  R  R  T  T  A  A  W  A  G  P  C
26001 CGGACGAGGAGGCCATGACGGAGGGGCTGGCGTGGCTCCGTGACGTGCTGACGGGCGAGGGCTGCTCGGAGGCGGACGACGGCTGCATGGGCCGGACCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  D  V  R  V  Q  A  R  H  Q  G  A  G  L  R  R  D  P  G  V  L  H  R  R  M  H  R  R  P  A  G  A  E  E
       R  M  F  A  F  K  P  A  T  K  V  Q  A  Y  G  A  T  R  E  F  Y  T  V  E  C  T  D  A  P  R  V  R  K  
        G  C  S  R  S  S  P  P  P  R  C  R  P  T  A  R  P  G  S  F  T  P  S  N  A  P  T  P  R  G  C  G  R 
26101 GCGGATGTTCGCGTTCAAGCCCGCCACCAAGGTGCAGGCCTACGGCGCGACCCGGGAGTTTTACACCGTCGAATGCACCGACGCCCCGCGGGTGCGGAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  R  H  P  P  R  A  A  G  V  G  A  *  V  H  L  H  R  R  G  A  V  G  V  H  A  A  L  R  C  G  D  A 
      K  R  V  T  P  R  G  Q  L  A  W  E  L  E  F  T  F  T  A  G  V  P  W  A  F  T  L  R  S  D  V  A  T  L
       S  A  S  P  P  A  G  S  W  R  G  S  L  S  S  P  S  P  P  G  C  R  G  R  S  R  C  A  P  M  W  R  R  
26201 AAGCGCGTCACCCCCCGCGGGCAGCTGGCGTGGGAGCTTGAGTTCACCTTCACCGCCGGGGTGCCGTGGGCGTTCACGCTGCGCTCCGATGTGGCGACGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  A  G  H  R  L  K  L  P  G  P  G  R  G  E  L  R  A  H  R  G  P  V  R  R  L  R  G  R  P  V  L  L  
        A  L  D  T  G  S  N  F  Q  D  P  A  G  E  N  C  G  L  T  A  D  P  Y  D  D  Y  V  D  D  P  F  F  S 
      W  R  W  T  P  A  Q  T  S  R  T  R  P  G  R  T  A  G  S  P  R  T  R  T  T  T  T  W  T  T  R  S  S  P
26301 TGGCGCTGGACACCGGCTCAAACTTCCAGGACCCGGCCGGGGAGAACTGCGGGCTCACCGCGGACCCGTACGACGACTACGTGGACGACCCGTTCTTCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  H  L  P  A  A  E  A  A  H  D  P  A  A  E  H  P  G  H  Q  L  V  A  A  E  N  G  H  H  P  Q  V  A  V
       G  I  S  R  P  P  K  P  P  T  I  L  P  P  N  I  L  D  I  N  S  W  R  R  K  T  V  T  I  P  K  S  Q  
        A  S  P  G  R  R  S  R  P  R  S  C  R  R  T  S  W  T  S  T  R  G  G  G  K  R  S  P  S  P  S  R  S 
26401 CGGCATCTCCCGGCCGCCGAAGCCGCCCACGATCCTGCCGCCGAACATCCTGGACATCAACTCGTGGCGGCGGAAAACGGTCACCATCCCCAAGTCGCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Q  A  L  G  A  G  R  P  V  H  Q  H  P  H  R  E  R  G  A  V  R  P  H  P  L  L  P  A  R  P  R  R  V 
      S  K  R  W  G  R  V  A  P  Y  I  N  I  L  T  E  N  A  V  Q  F  V  R  I  R  F  Y  R  P  G  H  A  G  C
       P  S  A  G  G  G  S  P  R  T  S  T  S  S  P  R  T  R  C  S  S  S  A  S  A  S  T  G  Q  A  T  P  G  
26501 TCCAAGCGCTGGGGGCGGGTCGCCCCGTACATCAACATCCTCACCGAGAACGCGGTGCAGTTCGTCCGCATCCGCTTCTACCGGCCAGGCCACGCCGGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  V  R  R  G  V  P  D  L  L  H  P  L  H  G  G  A  D  A  G  R  D  P  A  Q  G  D  P  E  A  L  R  R  
        A  F  D  G  E  F  L  I  S  Y  I  P  S  T  A  V  L  T  L  D  A  I  R  R  K  A  T  L  K  L  S  D  G 
      A  R  S  T  G  S  S  *  S  P  T  S  P  P  R  R  C  *  R  W  T  R  S  G  A  R  R  P  *  S  S  P  T  G
26601 GCGCGTTCGACGGGGAGTTCCTGATCTCCTACATCCCCTCCACGGCGGTGCTGACGCTGGACGCGATCCGGCGCAAGGCGACCCTGAAGCTCTCCGACGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  A  R  A  R  R  P  P  A  L  W  L  R  R  Q  A  V  P  V  A  H  P  R  M  P  V  R  L  H  D  G  R  R  H
       R  H  V  P  A  G  H  L  L  F  G  S  D  G  R  P  F  L  W  P  T  L  G  C  Q  Y  D  Y  T  M  A  V  D  
        G  T  C  P  P  A  T  C  S  L  A  P  T  A  G  R  S  C  G  P  P  S  D  A  S  T  T  T  R  W  P  S  T 
26701 GCGGCACGTGCCCGCCGGCCACCTGCTCTTTGGCTCCGACGGCAGGCCGTTCCTGTGGCCCACCCTCGGATGCCAGTACGACTACACGATGGCCGTCGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        H  A  R  A  A  G  C  G  G  G  P  G  N  G  G  T  R  I  M  A  L  S  C  E  Q  H  T  A  Y  I  Y  D  R 
      I  M  P  G  Q  P  G  V  A  V  V  L  E  T  A  V  R  E  *  W  H  S  P  A  N  S  T  R  P  T  S  T  T  G
       S  C  P  G  S  R  V  W  R  W  S  W  K  R  R  Y  A  N  N  G  T  L  L  R  T  A  H  G  L  H  L  R  P  
26801 ATCATGCCCGGGCAGCCGGGTGTGGCGGTGGTCCTGGAAACGGCGGTACGCGAATAATGGCACTCTCCTGCGAACAGCACACGGCCTACATCTACGACCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  G  R  R  K  I  G  M  L  D  P  L  V  R  V  K  W  A  R  T  R  D  D  I  S  E  A  T  V  W  V  A  S  
        A  G  G  G  R  S  A  C  S  T  R  W  S  G  *  N  G  R  G  P  A  M  T  S  Q  R  P  P  Y  G  W  P  L 
      G  R  A  A  E  D  R  H  A  R  P  A  G  P  G  E  M  G  A  D  P  R  *  H  L  R  G  H  R  M  G  G  L  S
26901 GGGCGGGCGGCGGAAGATCGGCATGCTCGACCCGCTGGTCCGGGTGAAATGGGCGCGGACCCGCGATGACATCTCAGAGGCCACCGTATGGGTGGCCTCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  G  P  E  C  A  K  M  L  G  M  V  E  A  G  R  H  E  L  V  I  F  R  G  N  K  R  V  W  E  G  P  I  M
       P  G  R  S  A  P  R  C  S  A  W  S  R  R  A  A  T  N  W  *  S  S  A  A  T  S  G  S  G  R  A  R  S  
        R  A  G  V  R  Q  D  A  R  H  G  R  G  G  P  P  R  T  G  D  L  P  R  Q  Q  A  G  L  G  G  P  D  H 
27001 CCCGGGCCGGAGTGCGCCAAGATGCTCGGCATGGTCGAGGCGGGCCGCCACGAACTGGTGATCTTCCGCGGCAACAAGCGGGTCTGGGAGGGCCCGATCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  P  T  Y  S  G  P  N  V  S  I  K  A  H  D  V  M  F  Y  T  T  R  T  A  M  H  N  E  Y  D  N  R  Y 
      C  C  R  P  T  A  G  Q  T  C  R  S  R  R  T  T  S  C  S  T  P  P  A  P  R  C  T  T  S  T  T  T  A  T
       A  A  D  L  Q  R  A  K  R  V  D  Q  G  A  R  R  H  V  L  H  H  P  H  R  D  A  Q  R  V  R  Q  P  L  
27101 TGCTGCCGACCTACAGCGGGCCAAACGTGTCGATCAAGGCGCACGACGTCATGTTCTACACCACCCGCACCGCGATGCACAACGAGTACGACAACCGCTA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  N  N  G  L  V  L  D  R  V  K  R  I  M  T  A  E  L  A  R  K  E  A  L  D  P  P  I  Y  V  L  P  H  
        R  T  T  G  W  C  W  T  G  *  S  G  S  *  P  R  N  W  P  A  R  R  R  W  T  R  P  S  T  S  C  R  T 
      P  E  Q  R  A  G  A  G  P  G  E  A  D  H  D  R  G  T  G  P  Q  G  G  A  G  P  A  H  L  R  P  A  A  R
27201 CCCGAACAACGGGCTGGTGCTGGACCGGGTGAAGCGGATCATGACCGCGGAACTGGCCCGCAAGGAGGCGCTGGACCCGCCCATCTACGTCCTGCCGCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  Q  Y  I  Y  A  S  S  D  G  V  T  D  A  K  T  A  A  R  T  L  P  Y  Q  Y  T  V  F  Q  H  V  D  N  Y
       C  S  T  S  T  P  P  R  T  G  S  P  M  P  R  P  R  R  A  P  C  R  T  S  T  R  C  S  S  T  S  T  T  
        A  V  H  L  R  L  L  G  R  G  H  R  C  Q  D  R  G  A  H  P  A  V  P  V  H  G  V  P  A  R  R  Q  L 
27301 GTGCAGTACATCTACGCCTCCTCGGACGGGGTCACCGATGCCAAGACCGCGGCGCGCACCCTGCCGTACCAGTACACGGTGTTCCAGCACGTCGACAACT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  A  R  G  G  L  D  Y  T  V  V  G  R  R  I  I  F  F  D  V  H  Q  R  I  G  Q  T  A  Q  I  T  G  D 
      T  R  R  A  A  G  W  T  T  R  S  W  A  G  G  S  S  S  S  T  S  T  S  A  S  G  R  P  R  R  S  P  G  T
       R  G  A  R  R  A  G  L  H  G  R  G  P  A  D  H  L  L  R  R  P  P  A  H  R  A  D  R  A  D  H  R  G  
27401 ACGCGGCGCGCGGCGGGCTGGACTACACGGTCGTGGGCCGGCGGATCATCTTCTTCGACGTCCACCAGCGCATCGGGCAGACCGCGCAGATCACCGGGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  F  I  G  D  P  I  I  S  Q  Y  G  A  E  L  A  T  R  V  I  M  T  D  G  K  G  V  W  G  A  A  G  G  
        T  S  S  A  I  P  S  S  A  S  T  A  R  S  L  P  P  G  S  S  *  P  T  A  R  E  S  G  A  R  P  V  E 
      R  L  H  R  R  S  H  H  Q  P  V  R  R  G  A  C  H  P  G  H  H  D  R  R  Q  G  S  L  G  R  G  R  W  N
27501 CGACTTCATCGGCGATCCCATCATCAGCCAGTACGGCGCGGAGCTTGCCACCCGGGTCATCATGACCGACGGCAAGGGAGTCTGGGGCGCGGCCGGTGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  D  P  F  Y  G  E  W  E  V  L  H  Q  A  Y  D  E  Q  S  A  A  V  D  G  T  D  P  P  T  R  A  E  L  E
       R  T  P  S  M  G  S  G  R  F  C  T  R  L  T  T  S  N  Q  R  L  L  M  A  P  I  R  L  R  G  P  N  S  
        G  P  L  L  W  G  V  G  G  S  A  P  G  L  R  R  A  I  S  G  C  *  W  H  R  S  A  Y  A  G  R  T  R 
27601 ACGGACCCCTTCTATGGGGAGTGGGAGGTTCTGCACCAGGCTTACGACGAGCAATCAGCGGCTGTTGATGGCACCGATCCGCCTACGCGGGCCGAACTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  Q  A  K  R  S  L  L  Q  G  K  V  P  P  L  V  V  R  V  P  D  N  T  R  L  N  P  N  G  T  L  T  M 
      R  I  R  L  S  G  L  C  F  R  G  R  F  P  R  S  W  S  A  F  R  T  I  R  G  S  I  R  T  E  R  *  R  W
       G  S  G  *  A  V  S  A  S  G  E  G  S  P  A  R  G  P  R  S  G  Q  Y  A  A  Q  S  E  R  N  A  D  D  
27701 AGGATCAGGCTAAGCGGTCTCTGCTTCAGGGGAAGGTTCCCCCGCTCGTGGTCCGCGTTCCGGACAATACGCGGCTCAATCCGAACGGAACGCTGACGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  D  L  V  P  G  T  W  I  P  L  S  A  S  L  P  G  R  T  L  V  Q  M  Q  K  L  D  K  M  S  V  E  E  
        T  T  L  C  R  V  H  G  Y  L  S  P  R  L  C  R  V  A  R  S  F  R  C  K  N  W  I  R  *  A  S  R  R 
      G  R  P  C  A  G  Y  M  D  T  S  L  R  V  F  A  G  S  H  A  R  S  D  A  K  T  G  *  D  E  R  R  G  D
27801 GGACGACCTTGTGCCGGGTACATGGATACCTCTCTCCGCGTCTTTGCCGGGTCGCACGCTCGTTCAGATGCAAAAACTGGATAAGATGAGCGTCGAGGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  A  G  E  G  E  V  I  K  V  T  L  S  P  A  Y  V  E  T  F  V  E  T  D  S  D  L  N  D  *  T  Y  S  V
       Q  P  V  K  A  R  S  S  R  S  P  C  P  L  R  M  W  R  H  L  W  R  R  I  L  I  *  M  T  E  P  I  Q  
        S  R  *  R  R  G  H  Q  G  H  P  V  P  C  V  C  G  D  I  C  G  D  G  F  *  S  K  *  L  N  L  F  S 
27901 ACAGCCGGTGAAGGCGAGGTCATCAAGGTCACCCTGTCCCCTGCGTATGTGGAGACATTTGTGGAGACGGATTCTGATCTAAATGACTGAACCTATTCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        *  C  V  Y  G  V  G  Q  L  D  R  P  R  P  C  V  R  R  S  K  G  H  H  C  G  G  P  Y  A  L  R  K  A 
      F  D  A  F  T  G  W  V  N  S  T  D  P  D  H  V  S  E  E  A  R  V  I  T  A  E  D  L  M  R  Y  E  K  L
       L  M  R  L  R  G  G  S  T  R  P  T  P  T  M  C  P  K  K  Q  G  S  S  L  R  R  T  L  C  A  T  K  S  
28001 TTTGATGCGTTTACGGGGTGGGTCAACTCGACCGACCCCGACCATGTGTCCGAAGAAGCAAGGGTCATCACTGCGGAGGACCTTATGCGCTACGAAAAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  S  R  R  R  C  V  Y  R  R  S  P  K  W  G  R  G  R  W  *  R  W  S  D  *  W  W  N  S  I  K  Q  H  
        G  L  D  V  A  A  F  T  A  A  L  Q  N  G  G  G  G  G  G  S  G  G  V  I  D  G  G  T  P  *  N  S  T 
      S  V  S  T  S  L  R  L  P  P  L  S  K  M  G  A  G  A  V  V  A  V  E  *  L  M  V  E  L  H  K  T  A  R
28101 TCGGTCTCGACGTCGCTGCGTTTACCGCCGCTCTCCAAAATGGGGGCGGGGGCGGTGGTAGCGGTGGAGTGATTGATGGTGGAACTCCATAAAACAGCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      D  E  I  R  N  T  N  N  A  S  E  Y  S  H  Y  S  E  E  G  Y  G  G  A  V  D  H  R  Q  P  R  P  R  F  G
       M  R  *  G  I  Q  I  M  P  A  N  T  V  I  T  L  R  K  G  T  A  A  Q  W  T  T  A  N  P  V  L  G  S  
        *  D  K  E  Y  K  *  C  Q  R  I  Q  S  L  L  *  G  R  V  R  R  R  S  G  P  P  P  T  P  S  S  V  R 
28201 GATGAGATAAGGAATACAAATAATGCCAGCGAATACAGTCATTACTCTGAGGAAGGGTACGGCGGCGCAGTGGACCACCGCCAACCCCGTCCTCGGTTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  A  G  L  R  N  *  H  *  P  P  Q  D  R  *  R  L  L  A  L  G  L  P  A  V  L  G  R  Q  V  S  A  R 
      G  E  P  G  Y  E  T  D  T  D  R  L  K  I  G  N  G  S  S  L  W  A  S  L  P  Y  W  D  D  K  S  A  P  A
       A  S  R  A  T  K  L  T  L  T  A  S  R  S  V  T  A  P  R  S  G  P  P  C  R  T  G  T  T  S  Q  R  P  
28301 GGCGAGCCGGGCTACGAAACTGACACTGACCGCCTCAAGATCGGTAACGGCTCCTCGCTCTGGGCCTCCCTGCCGTACTGGGACGACAAGTCAGCGCCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  P  H  P  H  R  L  P  D  L  R  L  H  G  H  R  P  H  G  P  H  L  C  G  C  G  G  S  P  Y  S  H  R  
        V  H  T  H  T  A  S  Q  I  S  D  S  T  A  I  G  R  T  V  L  T  S  V  D  A  A  A  V  R  T  A  I  G 
      Q  S  T  P  T  P  P  P  R  S  P  T  P  R  P  S  A  A  R  S  S  P  L  W  M  R  R  Q  S  V  Q  P  S  A
28401 CAGTCCACACCCACACCGCCTCCCAGATCTCCGACTCCACGGCCATCGGCCGCACGGTCCTCACCTCTGTGGATGCGGCGGCAGTCCGTACAGCCATCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  G  H  L  V  P  D  H  R  H  H  L  H  D  G  D  A  R  R  Q  D  V  L  V  R  *  D  H  G  H  P  G  H  R
       A  G  T  S  S  L  T  I  G  T  T  S  T  T  A  M  R  G  D  K  T  F  S  F  A  E  I  T  G  T  L  G  T  
        R  A  P  R  P  *  P  S  A  P  P  P  R  R  R  C  A  A  T  R  R  S  R  S  L  R  S  R  A  P  W  A  P 
28501 CGCGGGCACCTCGTCCCTGACCATCGGCACCACCTCCACGACGGCGATGCGCGGCGACAAGACGTTCTCGTTCGCTGAGATCACGGGCACCCTGGGCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  A  S  G  P  G  H  Q  R  R  V  P  R  G  V  A  G  G  N  A  R  T  D  R  P  A  R  *  H  G  D  P  L 
      A  Q  L  P  A  L  A  I  N  D  V  F  P  V  A  S  Q  A  A  M  L  A  L  T  A  Q  R  G  D  M  A  I  R  S
       P  S  F  R  P  W  P  S  T  T  C  S  P  W  R  R  R  R  Q  C  S  H  *  P  P  S  A  V  T  W  R  S  A  
28601 GCCCAGCTTCCGGCCCTGGCCATCAACGACGTGTTCCCCGTGGCGTCGCAGGCGGCAATGCTCGCACTGACCGCCCAGCGCGGTGACATGGCGATCCGCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  H  R  Q  V  L  R  A  L  H  G  Q  P  R  H  P  R  G  L  A  R  T  G  R  D  R  R  G  H  L  R  R  R  
        D  T  G  K  S  Y  V  L  S  T  D  N  P  G  T  L  A  D  W  L  E  L  A  A  T  G  V  V  T  S  V  A  G 
      R  T  P  A  S  P  T  C  S  P  R  T  T  P  A  P  S  R  T  G  S  N  W  P  R  P  A  W  S  P  P  S  P  D
28701 CGGACACCGGCAAGTCCTACGTGCTCTCCACGGACAACCCCGGCACCCTCGCGGACTGGCTCGAACTGGCCGCGACCGGCGTGGTCACCTCCGTCGCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  H  G  G  G  G  P  H  Q  E  R  R  R  P  R  Q  R  R  Q  H  L  R  R  Q  Q  A  C  Q  Q  R  H  A  D  S
       R  T  G  A  V  V  L  T  K  S  D  V  G  L  A  N  V  D  N  T  S  D  A  N  K  P  V  S  S  A  T  Q  T  
        A  R  G  R  W  S  S  P  R  A  T  S  A  S  P  T  S  T  T  P  P  T  P  T  S  L  S  A  A  P  R  R  Q 
28801 ACGCACGGGGGCGGTGGTCCTCACCAAGAGCGACGTCGGCCTCGCCAACGTCGACAACACCTCCGACGCCAACAAGCCTGTCAGCAGCGCCACGCAGACA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  E  R  E  G  R  H  H  R  R  G  H  H  R  A  G  V  E  G  *  Q  D  V  G  H  R  G  Q  D  P  R  R  P 
      A  L  N  A  K  E  G  T  I  A  A  G  T  T  A  Q  V  W  R  G  D  K  T  W  V  T  A  D  K  T  L  V  G  L
       R  *  T  R  R  K  A  P  S  P  R  A  P  P  R  R  C  G  G  V  T  R  R  G  S  P  R  T  R  P  S  S  A  
28901 GCGTTGAACGCGAAGGAAGGCACCATCGCCGCGGGCACCACCGCGCAGGTGTGGAGGGGTGACAAGACGTGGGTCACCGCGGACAAGACCCTCGTCGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       W  Q  R  G  Q  H  L  G  R  Q  Q  A  G  L  D  G  D  E  H  G  A  G  P  E  G  T  A  R  V  P  D  V  H  
        G  N  V  D  N  T  S  D  V  N  K  P  V  S  T  A  T  N  T  A  L  A  L  K  A  P  L  A  S  P  T  F  T 
      L  A  T  W  T  T  P  R  T  S  T  S  R  S  R  R  R  R  T  R  R  W  P  *  R  H  R  S  R  P  R  R  S  P
29001 TTGGCAACGTGGACAACACCTCGGACGTCAACAAGCCGGTCTCGACGGCGACGAACACGGCGCTGGCCCTGAAGGCACCGCTCGCGTCCCCGACGTTCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  H  G  H  A  A  L  D  H  E  R  P  V  Q  V  Q  R  G  P  V  Q  R  G  Q  H  L  G  C  V  Q  A  G  Q  H
       G  T  V  T  L  P  S  T  T  N  G  L  S  K  S  N  V  G  L  S  N  V  D  N  T  S  D  A  S  K  P  V  S  
        A  R  S  R  C  P  R  P  R  T  A  C  P  S  P  T  W  A  C  P  T  W  T  T  P  R  M  R  P  S  R  S  A 
29101 CGGCACGGTCACGCTGCCCTCGACCACGAACGGCCTGTCCAAGTCCAACGTGGGCCTGTCCAACGTGGACAACACCTCGGATGCGTCCAAGCCGGTCAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  H  P  D  G  A  Q  R  Q  G  Q  L  H  P  H  P  H  L  D  R  H  R  Q  H  *  R  G  N  S  V  T  M  P 
      T  A  T  Q  T  A  L  N  G  K  A  N  S  T  H  T  H  T  S  T  D  I  V  N  I  D  G  G  T  P  *  P  C  P
       P  P  P  R  R  R  S  T  A  R  P  T  P  P  T  P  T  P  R  P  T  S  S  T  L  T  G  E  L  R  N  H  A  
29201 ACCGCCACCCAGACGGCGCTCAACGGCAAGGCCAACTCCACCCACACCCACACCTCGACCGACATCGTCAACATTGACGGGGGAACTCCGTAACCATGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  I  T  N  I  Q  Q  R  G  G  T  A  A  Q  W  A  S  A  N  S  V  L  A  A  R  E  I  G  L  E  T  D  T  
        E  S  R  T  S  S  S  G  A  A  P  L  P  N  G  P  L  P  T  R  C  W  L  R  V  K  L  G  W  R  P  T  P 
      Q  N  H  E  H  P  A  A  G  R  H  R  C  P  M  G  L  C  Q  L  G  A  G  C  A  *  N  W  A  G  D  R  H  R
29301 CAGAATCACGAACATCCAGCAGCGGGGCGGCACCGCTGCCCAATGGGCCTCTGCCAACTCGGTGCTGGCTGCGCGTGAAATTGGGCTGGAGACCGACACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  K  M  K  W  G  D  G  T  T  A  W  N  S  L  P  Y  I  V  T  P  A  H  D  Y  S  N  L  W  R  S  P  Y  F
       E  R  *  S  G  A  T  G  L  P  R  G  T  R  C  P  T  S  S  P  R  R  T  T  T  A  T  C  G  A  R  R  T  
        K  D  E  V  G  R  R  D  Y  R  V  E  L  V  A  L  H  R  H  P  G  A  R  L  Q  Q  P  V  A  L  A  V  L 
29401 GGAAAGATGAAGTGGGGCGACGGGACTACCGCGTGGAACTCGTTGCCCTACATCGTCACCCCGGCGCACGACTACAGCAACCTGTGGCGCTCGCCGTACT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  P  E  T  G  G  T  N  G  L  G  T  L  Y  S  G  A  E  V  I  P  A  G  N  A  A  R  L  D  V  R  D  H 
      S  C  P  K  P  A  A  P  T  A  S  A  P  S  T  R  V  P  R  S  S  R  R  A  T  P  R  G  S  M  S  V  T  T
       P  A  R  N  R  R  H  Q  R  P  R  H  P  L  L  G  C  R  G  H  P  G  G  Q  R  R  A  A  R  C  P  *  P  
29501 TCCTGCCCGAAACCGGCGGCACCAACGGCCTCGGCACCCTCTACTCGGGTGCCGAGGTCATCCCGGCGGGCAACGCCGCGCGGCTCGATGTCCGTGACCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       I  G  K  D  K  F  P  I  L  P  G  D  K  F  V  I  E  F  T  G  K  S  I  L  G  G  T  L  T  P  N  V  G  
        S  A  R  T  S  S  R  S  C  R  G  T  S  S  S  S  S  S  R  A  S  P  S  S  A  G  P  *  P  R  T  S  G 
      H  R  Q  G  Q  V  P  D  P  A  G  G  Q  V  R  H  R  V  H  G  Q  V  H  P  R  R  D  P  D  P  E  R  R  G
29601 CATCGGCAAGGACAAGTTCCCGATCCTGCCGGGGGACAAGTTCGTCATCGAGTTCACGGGCAAGTCCATCCTCGGCGGGACCCTGACCCCGAACGTCGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  W  M  Q  T  A  A  G  V  N  G  T  T  A  T  T  G  W  N  S  Y  D  S  A  S  G  A  P  V  M  I  Q  G  L
       C  G  C  R  P  P  P  G  *  T  A  P  P  R  P  P  D  G  T  P  T  T  A  H  P  A  R  R  S  *  S  R  A  
        V  D  A  D  R  R  R  G  E  R  H  H  R  D  H  R  M  E  L  L  R  Q  R  I  R  R  A  G  H  D  P  G  P 
29701 GTGTGGATGCAGACCGCCGCCGGGGTGAACGGCACCACCGCGACCACCGGATGGAACTCCTACGACAGCGCATCCGGCGCGCCGGTCATGATCCAGGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        T  N  G  F  A  R  F  R  R  T  H  T  V  S  T  A  A  S  G  A  A  V  P  P  R  L  G  Q  L  Y  F  Q  L 
      *  P  T  G  S  P  A  S  D  A  R  T  P  S  L  P  P  R  P  A  P  R  S  R  P  A  S  G  S  C  I  S  S  C
       D  Q  R  V  R  P  L  P  T  H  A  H  R  L  Y  R  R  V  R  R  R  G  P  A  P  P  R  A  A  V  F  P  A  
29801 TGACCAACGGGTTCGCCCGCTTCCGACGCACGCACACCGTCTCTACCGCCGCGTCCGGCGCCGCGGTCCCGCCCCGCCTCGGGCAGCTGTATTTCCAGCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  Q  F  S  P  Y  T  D  A  W  I  V  S  D  V  S  I  R  R  L  T  L  D  Q  E  I  D  T  V  S  G  S  K  
        P  S  S  P  P  T  P  T  P  G  S  S  R  T  S  P  S  A  G  S  R  W  T  R  R  S  T  P  S  P  G  P  R 
      V  P  V  L  P  L  H  R  R  L  D  R  L  G  R  L  H  P  P  A  H  A  G  P  G  D  R  H  R  L  R  V  Q  G
29901 GTCCCAGTTCTCCCCCTACACCGACGCCTGGATCGTCTCGGACGTCTCCATCCGCCGGCTCACGCTGGACCAGGAGATCGACACCGTCTCCGGGTCCAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  T  G  L  T  K  S  S  V  G  L  G  S  V  D  N  T  S  D  A  A  K  P  I  S  T  A  T  Q  T  A  L  N  G
       S  P  A  *  P  S  P  R  W  G  W  G  R  S  T  T  P  P  T  R  P  S  P  S  L  R  P  R  R  P  R  *  T  
        H  R  P  D  Q  V  L  G  G  A  G  V  G  R  Q  H  L  R  R  G  Q  A  H  L  Y  G  H  A  D  R  A  E  R 
30001 GTCACCGGCCTGACCAAGTCCTCGGTGGGGCTGGGGTCGGTCGACAACACCTCCGACGCGGCCAAGCCCATCTCTACGGCCACGCAGACCGCGCTGAACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        K  A  N  T  S  H  T  H  A  S  A  D  V  P  A  I  D  G  G  S  N  T  G  T  V  S  K  F  Q  T  R  R  A 
      G  R  R  T  P  P  T  R  T  P  P  L  T  C  P  P  S  T  A  A  A  T  P  A  R  S  A  S  S  R  P  A  A  R
       E  G  E  H  L  P  H  A  R  L  R  *  R  A  R  H  R  R  R  Q  Q  H  R  H  G  Q  Q  V  P  D  P  P  R  
30101 GGAAGGCGAACACCTCCCACACGCACGCCTCCGCTGACGTGCCCGCCATCGACGGCGGCAGCAACACCGGCACGGTCAGCAAGTTCCAGACCCGCCGCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  A  A  S  W  N  T  S  N  P  V  L  A  A  G  E  P  G  F  E  T  D  T  G  L  M  K  Y  G  N  G  T  S  
        P  P  P  H  G  T  P  P  T  R  C  W  P  P  G  N  P  A  S  R  P  T  P  G  *  *  S  T  A  T  A  P  R 
      D  R  R  L  M  E  H  L  Q  P  G  A  G  R  R  G  T  R  L  R  D  R  H  R  A  D  E  V  R  Q  R  H  L  G
30201 GACCGCCGCCTCATGGAACACCTCCAACCCGGTGCTGGCCGCCGGGGAACCCGGCTTCGAGACCGACACCGGGCTGATGAAGTACGGCAACGGCACCTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  W  K  N  L  G  Y  Y  N  G  R  P  F  D  T  V  E  M  A  D  D  V  A  V  E  V  D  F  D  V  N  A  I  T
       R  G  R  T  S  A  T  T  T  A  G  R  S  T  R  W  R  W  P  T  M  W  R  S  R  S  T  S  T  S  T  R  S  
        V  E  E  P  R  L  L  Q  R  Q  A  V  R  H  G  G  D  G  R  R  C  G  G  R  G  R  L  R  R  Q  R  D  H 
30301 GCGTGGAAGAACCTCGGCTACTACAACGGCAGGCCGTTCGACACGGTGGAGATGGCCGACGATGTGGCGGTCGAGGTCGACTTCGACGTCAACGCGATCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  P  V  G  D  R  L  T  I  P  T  H  I  S  P  A  G  G  Q  T  T  H  P  A  V  L  F  F  P  D  G  W  G 
      P  R  P  S  A  T  G  *  P  S  P  P  T  S  P  Q  Q  A  G  R  P  P  T  R  R  C  C  S  S  R  T  A  G  E
       R  A  R  R  R  Q  A  D  H  P  H  P  H  L  P  S  R  R  A  D  H  P  P  G  G  A  V  L  P  G  R  L  G  
30401 CCGCGCCCGTCGGCGACAGGCTGACCATCCCCACCCACATCTCCCCAGCAGGCGGGCAGACCACCCACCCGGCGGTGCTGTTCTTCCCGGACGGCTGGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  P  A  K  W  K  Y  W  M  A  H  T  P  Y  P  A  G  N  D  D  H  E  D  P  N  I  V  V  S  N  N  G  I  
        R  R  P  S  G  N  T  G  W  R  T  P  R  T  R  R  A  T  T  T  T  R  T  P  I  S  W  C  P  T  T  G  S 
      S  A  G  Q  V  E  I  L  D  G  A  H  P  V  P  G  G  Q  R  R  P  R  G  P  Q  Y  R  G  V  Q  Q  R  D  L
30501 AGCGCCGGCCAAGTGGAAATACTGGATGGCGCACACCCCGTACCCGGCGGGCAACGACGACCACGAGGACCCCAATATCGTGGTGTCCAACAACGGGATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  W  Q  A  P  V  G  L  T  N  P  L  D  D  A  S  G  N  P  E  F  N  S  D  V  D  L  K  M  G  P  D  G  T
       R  G  R  R  R  S  A  L  P  T  R  W  T  T  P  P  A  T  P  S  S  T  P  T  S  T  *  R  W  A  R  T  G  
        V  A  G  A  G  R  P  Y  Q  P  A  G  R  R  L  R  Q  P  R  V  Q  L  R  R  R  P  E  D  G  P  G  R  D 
30601 TCGTGGCAGGCGCCGGTCGGCCTTACCAACCCGCTGGACGACGCCTCCGGCAACCCCGAGTTCAACTCCGACGTCGACCTGAAGATGGGCCCGGACGGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        M  Y  L  F  W  R  F  Y  D  P  N  Q  V  G  S  E  E  Q  L  W  Y  R  S  S  R  D  G  I  T  W  T  P  K 
      R  C  T  C  S  G  A  S  T  T  P  T  R  S  G  P  R  S  S  Y  G  I  A  P  A  V  T  A  S  P  G  P  P  R
       D  V  P  V  L  A  L  L  R  P  Q  P  G  R  V  R  G  A  A  M  V  S  L  Q  P  *  R  H  H  L  D  P  Q  
30701 CGATGTACCTGTTCTGGCGCTTCTACGACCCCAACCAGGTCGGGTCCGAGGAGCAGCTATGGTATCGCTCCAGCCGTGACGGCATCACCTGGACCCCCAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  R  Y  W  V  N  N  V  A  T  R  K  P  L  S  P  S  L  V  F  E  D  G  A  W  T  M  W  Y  V  D  A  A  
        S  G  T  G  S  T  T  S  P  P  A  S  R  S  P  R  R  W  C  S  R  T  A  R  G  P  C  G  T  W  T  P  P 
      G  P  V  L  G  Q  Q  R  R  H  P  Q  A  A  L  P  V  A  G  V  R  G  R  R  V  D  H  V  V  R  G  R  R  P
30801 GGTCCGGTACTGGGTCAACAACGTCGCCACCCGCAAGCCGCTCTCCCCGTCGCTGGTGTTCGAGGACGGCGCGTGGACCATGTGGTACGTGGACGCCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  S  P  N  V  V  M  R  M  R  S  T  G  P  T  P  E  G  G  W  G  T  P  A  Q  V  N  G  I  Y  Y  Q  P  G
       R  P  R  M  W  *  C  G  C  A  P  P  G  P  R  P  R  A  A  G  A  P  R  R  R  S  T  G  S  T  T  S  R  
        V  P  E  C  G  D  A  D  A  L  H  R  A  H  A  R  G  R  L  G  H  P  G  A  G  Q  R  D  L  L  P  A  G 
30901 CCGTCCCCGAATGTGGTGATGCGGATGCGCTCCACCGGGCCCACGCCCGAGGGCGGCTGGGGCACCCCGGCGCAGGTCAACGGGATCTACTACCAGCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        K  E  P  W  H  I  Y  M  L  K  Q  G  G  K  Y  Y  G  L  L  N  D  C  V  L  D  Q  N  G  S  D  G  E  L 
      A  R  S  P  G  T  S  T  C  S  S  R  A  A  N  T  T  A  C  *  T  T  A  C  W  T  R  T  A  P  T  V  N  C
       Q  G  A  L  A  H  L  H  A  Q  A  G  R  Q  I  L  R  P  A  E  R  L  R  A  G  P  E  R  L  R  R  *  T  
31001 GCAAGGAGCCCTGGCACATCTACATGCTCAAGCAGGGCGGCAAATACTACGGCCTGCTGAACGACTGCGTGCTGGACCAGAACGGCTCCGACGGTGAACT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  F  L  K  S  Y  D  G  N  T  F  E  C  S  T  S  T  C  I  P  K  Y  E  E  N  E  H  T  R  L  Y  R  S  
        C  S  *  S  P  T  T  G  T  P  S  S  A  R  P  A  P  A  S  P  S  T  R  R  M  S  T  P  G  S  T  A  P 
      A  V  P  E  V  L  R  R  E  H  L  R  V  L  D  Q  H  L  H  P  Q  V  R  G  E  *  A  H  P  A  L  P  L  L
31101 GCTGTTCCTGAAGTCCTACGACGGGAACACCTTCGAGTGCTCGACCAGCACCTGCATCCCCAAGTACGAGGAGAATGAGCACACCCGGCTCTACCGCTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      C  M  V  P  A  I  K  N  G  V  N  G  F  R  V  W  Y  V  G  W  R  D  G  P  V  W  N  I  Y  R  T  F  L  S
       A  W  S  R  P  S  R  T  A  *  T  A  S  G  S  G  T  S  D  G  A  T  G  R  C  G  T  S  T  A  P  S  S  
        H  G  P  G  H  Q  E  R  R  E  R  L  P  G  L  V  R  R  M  A  R  R  A  G  V  E  H  L  P  H  L  P  L 
31201 TGCATGGTCCCGGCCATCAAGAACGGCGTGAACGGCTTCCGGGTCTGGTACGTCGGATGGCGCGACGGGCCGGTGTGGAACATCTACCGCACCTTCCTCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  G  V  L  G  G  E  E  T  V  P  T  T  E  G  T  I  L  T  P  A  D  W  N  N  S  G  N  F  L  L  S  V 
      P  P  A  C  L  G  A  R  R  R  S  Q  P  P  R  A  P  S  *  P  R  R  T  G  T  T  A  A  T  S  C  S  P  C
       P  R  R  A  W  G  R  G  D  G  P  N  H  R  G  H  H  P  D  P  G  G  L  E  Q  Q  R  Q  L  P  A  L  R  
31301 CCCCCGGCGTGCTTGGGGGCGAGGAGACGGTCCCAACCACCGAGGGCACCATCCTGACCCCGGCGGACTGGAACAACAGCGGCAACTTCCTGCTCTCCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  G  T  K  A  K  I  E  Y  D  L  T  F  R  R  S  D  T  A  P  N  F  A  V  A  N  T  F  V  S  M  G  T  
        P  A  P  R  P  R  S  S  T  T  *  R  S  G  A  A  T  R  R  R  T  S  P  S  P  T  P  S  S  P  W  A  P 
      V  R  H  Q  G  Q  D  R  V  R  P  D  V  P  A  Q  R  H  G  A  E  L  R  R  R  Q  H  L  R  L  H  G  H  R
31401 GTCCGGCACCAAGGCCAAGATCGAGTACGACCTGACGTTCCGGCGCAGCGACACGGCGCCGAACTTCGCCGTCGCCAACACCTTCGTCTCCATGGGCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  V  P  S  S  M  R  V  N  T  N  T  V  T  R  Y  Y  D  A  W  L  A  G  G  S  A  G  Y  N  L  P  V  H  V
       W  C  P  P  R  C  G  S  T  P  T  P  S  P  G  T  T  T  P  G  S  R  A  A  R  R  A  T  T  S  R  C  M  
        G  A  L  L  D  A  G  Q  H  Q  H  R  H  P  V  L  R  R  L  A  R  G  R  L  G  G  L  Q  P  P  G  A  C 
31501 GTGGTGCCCTCCTCGATGCGGGTCAACACCAACACCGTCACCCGGTACTACGACGCCTGGCTCGCGGGCGGCTCGGCGGGCTACAACCTCCCGGTGCATG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  I  N  W  Y  T  G  E  A  L  I  R  Q  Q  S  G  T  T  T  Q  I  A  S  G  V  N  W  Q  V  T  G  D  L 
      S  P  S  T  G  T  R  V  R  R  *  S  A  S  S  P  A  Q  Q  H  R  S  P  R  A  *  T  G  R  *  P  A  T  *
       R  H  Q  L  V  H  G  *  G  A  D  P  P  A  V  R  H  N  N  T  D  R  L  G  R  E  L  A  G  D  R  R  P  
31601 TCGCCATCAACTGGTACACGGGTGAGGCGCTGATCCGCCAGCAGTCCGGCACAACAACACAGATCGCCTCGGGCGTGAACTGGCAGGTGACCGGCGACCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       I  V  D  A  S  M  V  S  A  P  A  A  A  P  P  A  S  T  D  T  S  G  L  P  D  V  I  E  Q  A  V  L  A  
        S  W  T  P  P  W  S  R  P  P  P  R  R  H  R  H  R  Q  T  P  P  G  C  R  M  S  S  S  R  P  S  S  R 
      D  R  G  R  L  H  G  L  G  P  R  R  G  A  T  G  I  D  R  H  L  R  A  A  G  C  H  R  A  G  R  P  R  G
31701 GATCGTGGACGCCTCCATGGTCTCGGCCCCCGCCGCGGCGCCACCGGCATCGACAGACACCTCCGGGCTGCCGGATGTCATCGAGCAGGCCGTCCTCGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  G  T  G  D  R  A  V  I  V  P  T  L  T  G  H  A  S  M  L  T  D  P  T  N  R  L  Q  G  A  D  G  S  K
       G  A  Q  G  T  G  R  S  S  S  R  P  *  P  G  T  P  R  C  *  P  T  P  P  T  G  C  R  A  R  T  G  P  
        G  H  R  G  P  G  G  H  R  P  D  P  D  R  A  R  L  D  A  D  R  P  H  Q  P  A  A  G  R  G  R  V  Q 
31801 GGGGGCACAGGGGACCGGGCGGTCATCGTCCCGACCCTGACCGGGCACGCCTCGATGCTGACCGACCCCACCAACCGGCTGCAGGGCGCGGACGGGTCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        F  F  T  L  F  D  A  R  G  R  I  A  S  P  L  D  N  Y  Y  G  Y  T  S  G  H  N  S  T  Q  I  W  L  V 
      S  S  S  P  C  S  T  H  A  A  G  S  P  R  R  W  T  T  T  T  A  T  P  P  G  T  T  P  P  R  S  G  W  S
       V  L  H  P  V  R  R  T  R  Q  D  R  L  A  A  G  Q  L  L  R  L  H  L  R  A  Q  L  H  P  D  L  A  G  
31901 AGTTCTTCACCCTGTTCGACGCACGCGGCAGGATCGCCTCGCCGCTGGACAACTACTACGGCTACACCTCCGGGCACAACTCCACCCAGATCTGGCTGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  G  P  T  P  A  G  P  W  T  W  R  Q  A  V  R  T  L  G  T  Q  T  P  L  L  N  N  N  H  L  S  S  P  
        P  A  P  P  R  P  G  R  G  R  G  G  R  R  C  G  P  S  G  R  K  P  P  C  *  T  T  T  T  S  P  P  R 
      H  R  P  H  P  G  R  A  V  D  V  A  A  G  G  A  D  P  R  D  A  N  P  P  A  E  Q  Q  P  P  L  L  P  G
32001 CACCGGCCCCACCCCGGCCGGGCCGTGGACGTGGCGGCAGGCGGTGCGGACCCTCGGGACGCAAACCCCCCTGCTGAACAACAACCACCTCTCCTCCCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      E  V  V  W  W  N  N  Q  V  Y  L  Y  Y  H  G  S  K  P  A  A  G  G  V  G  Q  A  T  A  L  A  T  S  T  D
       R  W  C  G  G  T  T  R  S  T  S  T  T  T  A  P  S  P  Q  P  A  G  S  G  R  R  Q  R  W  P  P  P  P  
        G  G  V  V  E  Q  P  G  L  P  L  L  P  R  L  Q  A  R  S  R  R  G  R  A  G  D  S  A  G  H  L  H  R 
32101 GAGGTGGTGTGGTGGAACAACCAGGTCTACCTCTACTACCACGGCTCCAAGCCCGCAGCCGGCGGGGTCGGGCAGGCGACAGCGCTGGCCACCTCCACCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  V  N  F  T  E  K  P  A  L  A  L  N  C  V  Y  E  E  D  R  T  R  Y  Y  A  V  S  T  T  Y  C  R  M 
      T  G  *  T  S  R  R  S  P  R  S  R  *  T  A  C  T  R  R  T  G  P  A  T  T  R  S  P  P  P  T  A  G  W
       R  G  E  L  H  G  E  A  R  A  R  A  E  L  R  V  R  G  G  P  D  P  L  L  R  G  L  H  H  L  L  P  D  
32201 ACGGGGTGAACTTCACGGAGAAGCCCGCGCTCGCGCTGAACTGCGTGTACGAGGAGGACCGGACCCGCTACTACGCGGTCTCCACCACCTACTGCCGGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  D  A  G  G  Y  L  A  C  V  F  Q  A  N  T  N  L  Q  N  D  Q  S  A  N  A  T  P  T  S  V  G  F  A  
        S  T  R  G  V  T  S  R  A  C  S  R  R  T  P  T  C  R  T  T  S  Q  P  T  P  P  R  P  A  S  G  S  R 
      G  R  R  G  G  L  P  R  V  R  V  P  G  E  H  Q  P  A  E  R  P  V  S  Q  R  H  P  D  Q  R  R  V  R  D
32301 GGTCGACGCGGGGGGTTACCTCGCGTGCGTGTTCCAGGCGAACACCAACCTGCAGAACGACCAGTCAGCCAACGCCACCCCGACCAGCGTCGGGTTCGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  S  R  D  G  I  S  W  E  I  S  P  V  P  L  L  Q  M  T  P  G  T  S  G  P  F  G  P  G  L  A  K  I  G
       P  A  V  T  G  S  A  G  K  S  P  R  C  R  C  C  R  *  R  R  G  P  R  A  R  S  V  P  G  W  R  R  S  
        Q  P  *  R  D  Q  L  G  N  L  P  G  A  A  A  A  D  D  A  G  D  L  G  P  V  R  S  R  A  G  E  D  R 
32401 ACCAGCCGTGACGGGATCAGCTGGGAAATCTCCCCGGTGCCGCTGCTGCAGATGACGCCGGGGACCTCGGGCCCGTTCGGTCCCGGGCTGGCGAAGATCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  M  W  W  L  T  A  Y  V  P  A  D  N  K  V  N  L  Y  V  S  D  R  L  E  P  G  T  F  V  K  Q  A  A 
      A  G  C  G  G  *  P  P  T  S  R  R  T  T  R  S  T  C  T  S  L  T  G  W  S  R  A  R  S  S  S  R  R  H
       R  D  V  V  A  D  R  L  R  P  G  G  Q  Q  G  Q  P  V  R  L  *  P  A  G  A  G  H  V  R  Q  A  G  G  
32501 GCGGGATGTGGTGGCTGACCGCCTACGTCCCGGCGGACAACAAGGTCAACCTGTACGTCTCTGACCGGCTGGAGCCGGGCACGTTCGTCAAGCAGGCGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       W  F  A  P  P  G  G  F  D  W  V  D  S  P  I  I  K  Y  L  E  G  Q  W  H  L  W  Y  G  A  T  D  S  T  
        G  S  P  R  P  A  D  S  T  G  S  T  P  R  S  S  S  T  W  R  G  S  G  T  S  G  T  G  P  P  T  P  P 
      M  V  R  P  A  R  R  I  R  L  G  R  L  P  D  H  Q  V  P  G  G  A  V  A  P  L  V  R  G  H  R  L  H  L
32601 ATGGTTCGCCCCGCCCGGCGGATTCGACTGGGTCGACTCCCCGATCATCAAGTACCTGGAGGGGCAGTGGCACCTCTGGTACGGGGCCACCGACTCCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      Y  A  K  Y  G  E  T  F  H  A  V  L  N  W  S  I  *  C  *  P  T  P  A  S  T  S  A  R  W  P  V  S  P  R
       T  P  S  T  A  R  P  S  T  P  S  *  T  G  A  S  D  A  D  P  P  L  L  R  P  Q  R  A  G  R  *  V  R  
        R  Q  V  R  R  D  L  P  R  R  P  E  L  E  H  L  M  L  T  H  P  C  F  D  L  S  A  L  A  G  E  S  A 
32701 TACGCCAAGTACGGCGAGACCTTCCACGCCGTCCTGAACTGGAGCATCTGATGCTGACCCACCCCTGCTTCGACCTCAGCGCGCTGGCCGGTGAGTCCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        T  S  S  T  T  T  S  P  T  T  A  P  A  R  R  *  P  P  T  S  P  G  P  G  P  A  G  W  S  G  S  P  T 
      A  R  P  R  L  R  L  R  Q  R  R  L  R  P  G  A  D  L  R  L  H  R  V  R  V  R  R  A  G  R  V  H  R  R
       H  V  L  D  Y  D  F  A  N  D  G  S  G  P  A  L  T  S  D  F  T  G  S  G  S  G  G  L  V  G  F  T  D  
32801 GCACGTCCTCGACTACGACTTCGCCAACGACGGCTCCGGCCCGGCGCTGACCTCCGACTTCACCGGGTCCGGGTCCGGCGGGCTGGTCGGGTTCACCGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  T  A  R  R  *  K  S  R  W  A  R  T  R  A  R  R  P  S  P  G  R  C  S  P  R  P  R  S  R  P  S  S  
        L  R  P  G  A  E  N  H  D  G  R  E  P  G  R  G  D  L  L  R  A  G  V  L  P  V  Q  G  Q  G  R  H  H 
      D  Y  G  P  A  L  K  I  T  M  G  A  N  P  G  A  A  T  F  S  G  P  V  F  S  P  S  K  V  K  A  V  I  I
32901 GACTACGGCCCGGCGCTGAAAATCACGATGGGCGCGAACCCGGGCGCGGCGACCTTCTCCGGGCCGGTGTTCTCCCCGTCCAAGGTCAAGGCCGTCATCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  T  S  R  G  S  P  A  P  G  R  P  R  C  G  A  S  G  S  T  T  R  R  *  P  D  T  W  N  C  S  A  T  T
       R  R  R  G  V  L  L  H  R  G  V  P  A  V  G  P  R  A  L  Q  R  G  D  D  R  I  R  G  T  V  P  R  Q  
        D  V  E  G  F  S  C  T  G  A  S  P  L  W  G  L  G  L  Y  N  A  A  M  T  G  Y  V  E  L  F  R  D  N 
33001 TCGACGTCGAGGGGTTCTCCTGCACCGGGGCGTCCCCGCTGTGGGGCCTCGGGCTCTACAACGCGGCGATGACCGGATACGTGGAACTGTTCCGCGACAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  G  S  H  *  P  A  R  S  P  P  A  P  T  A  P  S  G  R  P  P  R  A  T  I  T  R  *  K  T  P  G  W 
      H  R  G  R  T  D  Q  P  D  L  L  Q  R  Q  P  H  H  L  E  G  R  Q  G  R  P  L  P  A  E  K  R  P  D  G
       T  G  V  A  L  T  S  Q  I  S  S  S  A  N  R  T  I  W  K  A  A  K  G  D  H  Y  P  L  K  N  A  R  M  
33101 CACCGGGGTCGCACTGACCAGCCAGATCTCCTCCAGCGCCAACCGCACCATCTGGAAGGCCGCCAAGGGCGACCATTACCCGCTGAAAAACGCCCGGATG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  *  W  W  T  S  P  P  A  S  P  P  G  T  W  A  T  R  *  C  R  P  P  P  T  S  R  P  P  S  G  T  *  
        A  D  G  G  L  H  H  R  Q  V  H  R  A  H  G  L  L  D  D  A  G  H  R  Q  P  A  G  R  R  R  G  P  D 
      G  L  M  V  D  F  T  T  G  K  S  T  G  H  M  G  Y  S  M  M  Q  A  T  A  N  Q  P  A  A  V  G  D  L  T
33201 GGGCTGATGGTGGACTTCACCACCGGCAAGTCCACCGGGCACATGGGCTACTCGATGATGCAGGCCACCGCCAACCAGCCGGCCGCCGTCGGGGACCTGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  S  S  C  A  P  *  R  P  R  R  T  R  T  S  P  P  T  G  G  T  *  P  S  R  L  S  D  R  K  A  G  L  P
       S  Q  A  A  L  P  D  D  R  V  V  P  E  L  H  H  L  L  A  A  P  D  R  H  G  Y  P  I  G  R  R  D  Y  
        L  K  L  R  S  L  T  T  A  S  Y  Q  N  F  T  T  Y  W  R  H  L  T  V  T  V  I  R  *  E  G  G  T  T 
33301 CTCTCAAGCTGCGCTCCCTGACGACCGCGTCGTACCAGAACTTCACCACCTACTGGCGGCACCTGACCGTCACGGTTATCCGATAGGAAGGCGGGACTAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  H  D  S  R  A  P  P  L  P  G  R  A  P  T  R  Y  W  A  T  M  R  W  G  L  N  P  T  P  S  G  *  R 
      H  A  T  I  Q  G  H  R  R  F  L  G  E  R  Q  P  G  T  G  Q  L  *  G  G  G  *  I  R  H  P  A  D  E  D
       M  P  R  F  K  G  T  A  A  S  W  A  S  A  N  P  V  L  G  N  Y  E  V  G  V  E  S  D  T  Q  R  M  K  
33401 CATGCCACGATTCAAGGGCACCGCCGCTTCCTGGGCGAGCGCCAACCCGGTACTGGGCAACTATGAGGTGGGGGTTGAATCCGACACCCAGCGGATGAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  A  T  A  P  P  P  G  T  R  C  R  T  S  G  T  G  R  P  S  P  T  A  R  P  P  P  P  A  W  S  P  T  
        R  Q  R  L  H  R  L  E  L  A  A  V  H  R  G  L  G  D  H  P  Q  P  P  G  H  R  H  R  P  G  H  R  H 
      I  G  N  G  S  T  A  W  N  S  L  P  Y  I  G  D  W  A  T  I  P  N  R  P  A  T  A  T  G  L  V  T  D  T
33501 ATCGGCAACGGCTCCACCGCCTGGAACTCGCTGCCGTACATCGGGGACTGGGCGACCATCCCCAACCGCCCGGCCACCGCCACCGGCCTGGTCACCGACA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  W  *  C  G  T  R  T  A  T  S  P  P  A  P  R  W  W  T  R  T  P  P  P  S  C  T  S  M  T  G  R  C  A
       L  G  D  A  G  R  E  R  Q  L  L  R  R  H  P  A  G  G  R  A  R  R  H  Q  A  V  R  R  *  R  G  G  A  
        L  V  M  R  D  A  N  G  N  F  S  A  G  T  P  L  V  D  A  H  A  A  T  K  L  Y  V  D  D  G  A  V  R 
33601 CCTTGGTGATGCGGGACGCGAACGGCAACTTCTCCGCCGGCACCCCGCTGGTGGACGCGCACGCCGCCACCAAGCTGTACGTCGATGACGGGGCGGTGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  P  G  T  A  W  A  G  T  T  R  S  S  A  A  W  S  A  T  P  A  P  G  S  S  S  S  T  T  P  G  T  C 
      R  R  R  E  R  R  G  P  E  L  Q  G  H  R  L  R  G  P  Q  H  R  L  R  V  P  V  H  Q  R  H  R  A  P  A
       G  A  G  N  G  V  G  R  N  Y  K  V  I  G  C  V  V  R  N  T  G  S  G  F  Q  F  I  N  D  T  G  H  L  
33701 CGGCGCCGGGAACGGCGTGGGCCGGAACTACAAGGTCATCGGCTGCGTGGTCCGCAACACCGGCTCCGGGTTCCAGTTCATCAACGACACCGGGCACCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  *  T  S  P  R  S  P  P  P  R  T  S  C  R  S  R  S  T  T  P  S  P  P  P  R  L  C  P  S  S  R  P  
        D  E  R  L  L  D  H  H  R  R  G  P  A  V  V  H  D  Q  L  H  L  H  R  H  Q  G  C  V  P  R  R  D  P 
      P  M  N  V  S  S  I  T  T  A  A  D  Q  L  S  F  T  I  N  Y  T  F  T  A  T  K  V  V  S  L  V  A  T  P
33801 CCGATGAACGTCTCCTCGATCACCACCGCCGCGGACCAGCTGTCGTTCACGATCAACTACACCTTCACCGCCACCAAGGTTGTGTCCCTCGTCGCGACCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  M  R  P  C  R  *  R  G  T  S  W  A  G  R  W  A  P  P  V  P  R  S  T  W  A  S  P  A  G  G  A  T  M
       G  *  D  P  V  A  E  G  V  H  H  G  R  V  G  G  H  L  Q  F  H  V  Q  R  G  P  A  R  R  V  G  R  L  
        D  E  T  L  S  L  K  G  Y  I  M  G  G  S  V  G  T  S  S  S  T  F  N  V  G  Q  P  G  G  W  G  D  Y 
33901 CGGATGAGACCCTGTCGCTGAAGGGGTACATCATGGGCGGGTCGGTGGGCACCTCCAGTTCCACGTTCAACGTGGGCCAGCCCGGCGGGTGGGGCGACTA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  P  T  T  A  P  R  G  R  H  *  T  A  T  S  P  P  P  R  *  T  P  P  R  G  *  S  R  S  T  T  R  T 
      C  L  L  Q  R  H  R  V  D  V  T  E  R  L  R  H  L  H  H  D  E  R  H  H  G  A  D  H  V  Q  P  R  G  H
       V  S  Y  N  G  T  A  W  T  S  L  N  G  Y  V  T  S  T  T  M  N  A  T  T  G  L  I  T  F  N  H  E  D  
34001 TGTCTCCTACAACGGCACCGCGTGGACGTCACTGAACGGCTACGTCACCTCCACCACGATGAACGCCACCACGGGGCTGATCACGTTCAACCACGAGGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       C  P  T  R  W  R  G  T  S  P  A  V  R  G  P  T  G  P  *  R  T  P  S  A  R  R  R  P  Q  R  I  W  *  
        V  L  P  G  G  G  A  R  H  R  P  F  V  D  L  P  G  R  D  G  L  P  R  R  D  V  D  L  N  V  S  G  E 
      M  S  Y  P  V  A  G  H  V  T  G  R  S  W  T  Y  R  A  V  T  D  S  L  G  A  T  S  T  S  T  Y  L  V  N
34101 ATGTCCTACCCGGTGGCGGGGCACGTCACCGGCCGTTCGTGGACCTACCGGGCCGTGACGGACTCCCTCGGCGCGACGTCGACCTCAACGTATCTGGTGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  P  P  A  *  R  *  K  P  R  T  P  P  T  A  S  S  G  C  P  A  Q  G  R  G  G  R  G  W  M  N  S  R  W
       H  L  R  R  D  A  E  N  P  E  H  H  R  L  Q  V  L  G  V  P  L  R  G  A  A  G  A  D  G  *  T  H  A  
        T  S  G  V  T  L  K  T  P  N  T  T  D  C  K  F  W  V  S  R  S  G  A  R  R  A  R  M  D  E  L  T  L 
34201 ACACCTCCGGCGTGACGCTGAAAACCCCGAACACCACCGACTGCAAGTTCTGGGTGTCCCGCTCAGGGGCGCGGCGGGCGCGGATGGATGAACTCACGCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  T  R  T  S  G  S  T  G  S  C  R  S  N  S  A  S  N  P  S  R  K  E  A  P  P  M  A  R  D  L  N  E 
      G  E  L  E  H  L  D  L  R  D  H  A  G  L  T  P  P  P  T  P  P  G  R  R  H  H  P  W  H  G  I  S  T  S
       A  N  S  N  I  W  I  Y  G  I  M  Q  V  *  L  R  L  Q  P  L  P  E  G  G  T  T  H  G  T  G  S  Q  R  
34301 GGCGAACTCGAACATCTGGATCTACGGGATCATGCAGGTCTAACTCCGCCTCCAACCCCTCCCGGAAGGAGGCACCACCCATGGCACGGGATCTCAACGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       W  K  R  N  I  E  R  Q  L  V  A  L  R  G  L  S  G  L  A  R  Q  Q  A  E  A  V  I  I  K  D  R  A  E  
        G  S  A  T  S  S  A  N  S  W  H  C  A  G  S  Q  G  L  R  G  S  R  P  R  R  S  S  S  R  T  A  R  S 
      V  E  A  Q  H  R  A  P  T  R  G  T  A  R  A  L  R  A  C  A  A  A  G  R  G  G  H  H  Q  G  P  R  G  A
34401 GTGGAAGCGCAACATCGAGCGCCAACTCGTGGCACTGCGCGGGCTCTCAGGGCTTGCGCGGCAGCAGGCCGAGGCGGTCATCATCAAGGACCGCGCGGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  A  D  K  Q  P  A  A  P  I  E  I  T  F  E  T  A  F  Y  I  D  P  Q  G  R  R  R  S  R  L  M  M  D  F
       L  P  T  S  S  P  Q  R  R  S  K  S  P  S  R  R  R  S  T  S  T  R  R  A  A  G  A  P  G  *  *  W  T  
        C  R  Q  A  A  R  S  A  D  R  N  H  L  R  D  G  V  L  H  R  P  A  G  P  P  A  L  P  A  D  D  G  L 
34501 CTTGCCGACAAGCAGCCCGCAGCGCCGATCGAAATCACCTTCGAGACGGCGTTCTACATCGACCCGCAGGGCCGCCGGCGCTCCCGGCTGATGATGGACT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  D  V  V  K  S  V  K  A  L  D  I  Q  T  D  R  Y  E  L  W  G  R  D  E  T  R  S  I  L  A  A  T  T 
      S  P  T  W  *  S  P  *  R  R  W  T  S  R  P  T  A  T  N  C  G  G  G  T  R  R  A  R  S  W  P  R  P  P
       P  R  R  G  E  V  R  E  G  A  G  H  P  D  R  P  L  R  T  V  G  A  G  R  D  A  L  D  P  G  R  D  H  
34601 TCCCCGACGTGGTGAAGTCCGTGAAGGCGCTGGACATCCAGACCGACCGCTACGAACTGTGGGGGCGGGACGAGACGCGCTCGATCCTGGCCGCGACCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  A  D  P  G  E  A  L  P  G  L  T  L  P  G  L  V  T  T  T  A  N  Q  A  I  S  D  E  P  E  P  W  R  
        T  R  T  R  A  R  R  C  R  G  *  P  C  R  D  W  *  P  P  P  R  T  R  R  S  P  T  S  R  S  R  G  A 
      R  R  G  P  G  R  G  A  A  G  A  D  P  A  G  T  G  D  H  H  R  E  P  G  D  L  R  R  A  G  A  V  A  H
34701 CGACGCGGACCCGGGCGAGGCGCTGCCGGGGCTGACCCTGCCGGGACTGGTGACCACCACCGCGAACCAGGCGATCTCCGACGAGCCGGAGCCGTGGCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      I  I  A  T  N  V  E  S  F  F  R  A  E  N  F  Y  P  G  S  F  W  R  F  R  I  R  A  L  S  A  D  S  P  V
       S  S  P  P  T  W  S  R  S  S  G  R  R  T  S  T  R  A  A  S  G  A  S  A  S  G  R  C  P  R  T  P  R  
        H  R  H  Q  R  G  V  V  L  P  G  G  E  L  L  P  G  Q  L  L  A  L  P  H  P  G  A  V  R  G  L  P  G 
34801 ATCATCGCCACCAACGTGGAGTCGTTCTTCCGGGCGGAGAACTTCTACCCGGGCAGCTTCTGGCGCTTCCGCATCCGGGCGCTGTCCGCGGACTCCCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  G  L  W  S  E  E  I  T  L  Q  M  H  E  D  L  T  P  P  P  Q  L  T  A  P  V  L  T  V  D  R  G  V 
      W  R  G  C  G  P  R  R  S  R  C  R  C  T  R  T  *  R  L  R  R  S  *  P  R  R  S  *  P  W  T  A  A  S
       G  G  A  V  V  R  G  D  H  A  A  D  A  R  G  P  D  A  S  A  A  A  D  R  A  G  P  D  R  G  P  R  R  
34901 TGGCGGGGCTGTGGTCCGAGGAGATCACGCTGCAGATGCACGAGGACCTGACGCCTCCGCCGCAGCTGACCGCGCCGGTCCTGACCGTGGACCGCGGCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       I  T  A  R  W  D  G  M  T  V  L  G  T  T  P  P  A  D  F  K  Y  A  V  L  A  H  G  T  M  S  S  P  T  
        S  P  R  A  G  T  A  *  R  C  W  A  P  P  R  R  R  T  S  S  T  R  S  S  P  T  G  P  C  P  P  P  P 
      H  H  R  A  L  G  R  H  D  G  A  G  H  H  P  A  G  G  L  Q  V  R  G  P  R  P  R  D  H  V  L  P  H  P
35001 CATCACCGCGCGCTGGGACGGCATGACGGTGCTGGGCACCACCCCGCCGGCGGACTTCAAGTACGCGGTCCTCGCCCACGGGACCATGTCCTCCCCCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  E  I  V  R  F  P  R  G  G  G  M  Q  I  V  A  A  P  Y  Y  Q  P  Q  F  F  R  L  A  A  V  D  E  A  G
       M  R  S  C  A  S  R  G  A  A  A  C  R  S  S  R  R  R  T  T  S  R  S  S  S  G  S  P  R  W  T  R  P  
        *  D  R  A  L  P  A  G  R  R  H  A  D  R  R  G  A  V  L  P  A  A  V  L  P  A  R  R  G  G  R  G  R 
35101 CATGAGATCGTGCGCTTCCCGCGGGGCGGCGGCATGCAGATCGTCGCGGCGCCGTACTACCAGCCGCAGTTCTTCCGGCTCGCCGCGGTGGACGAGGCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        N  M  G  P  W  S  E  Q  A  V  A  S  T  T  P  L  V  D  T  D  V  I  L  S  K  I  D  L  A  E  T  E  L 
      G  T  W  G  R  G  P  S  R  R  W  P  P  P  P  R  W  W  T  R  T  S  S  C  P  R  S  T  S  Q  R  P  N  W
       E  H  G  A  V  V  R  A  G  G  G  L  H  H  P  A  G  G  H  G  R  H  P  V  Q  D  R  P  R  R  D  R  T  
35201 GGAACATGGGGCCGTGGTCCGAGCAGGCGGTGGCCTCCACCACCCCGCTGGTGGACACGGACGTCATCCTGTCCAAGATCGACCTCGCAGAGACCGAACT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  N  F  N  V  D  A  I  I  G  E  G  G  I  K  A  R  N  I  T  V  T  G  E  L  T  V  K  I  A  E  I  I  
        T  T  S  T  W  T  P  S  S  V  R  A  A  S  R  P  G  T  S  R  S  R  G  N  *  P  S  K  S  P  R  S  S 
      G  Q  L  Q  R  G  R  H  H  R  *  G  R  H  Q  G  Q  E  H  H  G  H  G  G  T  D  R  Q  N  R  R  D  H  R
35301 GGACAACTTCAACGTGGACGCCATCATCGGTGAGGGCGGCATCAAGGCCAGGAACATCACGGTCACGGGGGAACTGACCGTCAAAATCGCCGAGATCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      E  L  S  A  G  N  L  K  A  N  E  I  W  A  D  S  A  W  L  G  Y  A  N  A  H  L  I  V  S  D  I  F  E  G
       N  S  A  P  G  T  *  R  P  M  R  S  G  R  T  A  R  G  W  G  T  R  T  R  T  *  S  C  R  T  S  S  R  
        T  Q  R  R  E  P  E  G  Q  *  D  L  G  G  Q  R  V  A  G  V  R  E  R  A  P  D  R  V  G  H  L  R  G 
35401 GAACTCAGCGCCGGGAACCTGAAGGCCAATGAGATCTGGGCGGACAGCGCGTGGCTGGGGTACGCGAACGCGCACCTGATCGTGTCGGACATCTTCGAGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        K  L  F  T  G  G  D  F  V  G  P  T  F  R  T  S  T  S  E  Y  T  G  V  R  F  D  T  T  G  I  K  A  W 
      A  S  C  S  P  A  A  T  S  S  A  P  P  S  G  P  R  R  R  S  T  P  G  C  A  S  T  P  P  A  S  R  R  G
       Q  A  V  H  R  R  R  L  R  R  P  H  L  P  D  L  D  V  G  V  H  R  G  A  L  R  H  H  R  H  Q  G  V  
35501 GCAAGCTGTTCACCGGCGGCGACTTCGTCGGCCCCACCTTCCGGACCTCGACGTCGGAGTACACCGGGGTGCGCTTCGACACCACCGGCATCAAGGCGTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  P  D  G  V  Q  T  F  S  V  D  A  S  N  G  R  V  G  T  T  G  R  F  Y  S  G  T  G  N  S  P  Y  L  
        P  R  T  G  C  R  P  S  A  W  T  P  P  T  D  G  S  A  P  P  G  A  S  T  R  A  P  E  T  R  R  T  L 
      V  P  G  R  G  A  D  L  Q  R  G  R  L  Q  R  T  G  R  H  H  R  A  L  L  L  G  H  R  K  L  A  V  P  C
35601 GTCCCCGGACGGGGTGCAGACCTTCAGCGTGGACGCCTCCAACGGACGGGTCGGCACCACCGGGCGCTTCTACTCGGGCACCGGAAACTCGCCGTACCTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  I  I  P  A  D  E  S  Y  N  G  K  Q  L  A  V  L  M  A  R  D  S  T  A  M  A  G  T  G  T  A  G  M  W
       R  S  S  P  R  T  S  R  T  T  A  S  S  W  R  C  *  W  R  G  T  P  P  R  W  P  G  R  A  R  P  A  C  
        D  H  P  R  G  R  V  V  Q  R  Q  A  A  G  G  A  D  G  A  G  L  H  R  D  G  R  D  G  H  G  R  H  V 
35701 GCGATCATCCCCGCGGACGAGTCGTACAACGGCAAGCAGCTGGCGGTGCTGATGGCGCGGGACTCCACCGCGATGGCCGGGACGGGCACGGCCGGCATGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  I  D  S  T  L  A  S  P  Q  K  L  N  L  R  G  L  N  G  G  G  V  T  I  F  N  G  L  T  T  S  N  I 
      G  *  S  T  R  R  W  R  P  R  R  S  *  T  S  A  A  *  T  A  A  G  S  P  S  S  T  A  *  P  P  R  T  S
       G  D  R  L  D  A  G  V  P  A  E  A  E  P  P  R  P  E  R  R  R  G  H  H  L  Q  R  P  D  H  L  E  H  
35801 GGGTGATCGACTCGACGCTGGCGTCCCCGCAGAAGCTGAACCTCCGCGGCCTGAACGGCGGCGGGGTCACCATCTTCAACGGCCTGACCACCTCGAACAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       N  S  T  A  E  I  T  I  S  S  S  N  D  L  V  L  S  S  G  A  G  N  T  V  T  L  N  S  N  G  A  A  Y  
        T  P  P  P  R  S  P  S  A  V  P  T  T  L  C  S  P  R  G  R  G  T  P  *  R  *  T  A  T  V  R  R  T 
      Q  L  H  R  R  D  H  H  Q  Q  F  Q  R  P  C  A  L  L  G  G  G  E  H  R  D  A  E  Q  Q  R  C  G  V  Q
35901 CAACTCCACCGCCGAGATCACCATCAGCAGTTCCAACGACCTTGTGCTCTCCTCGGGGGCGGGGAACACCGTGACGCTGAACAGCAACGGTGCGGCGTAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      N  M  T  S  S  A  P  A  N  V  Y  M  H  S  T  G  Q  L  F  K  S  T  S  S  L  R  Y  K  N  D  V  Q  P  W
       T  *  R  P  R  P  R  R  T  C  T  C  T  P  P  G  S  C  S  S  P  P  R  H  C  G  T  R  T  T  C  S  P  
        H  D  V  L  G  P  G  E  R  V  H  A  L  H  R  A  A  V  Q  V  H  L  V  T  A  V  Q  E  R  R  A  A  L 
36001 AACATGACGTCCTCGGCCCCGGCGAACGTGTACATGCACTCCACCGGGCAGCTGTTCAAGTCCACCTCGTCACTGCGGTACAAGAACGACGTGCAGCCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        N  P  Q  Y  R  A  L  A  L  E  A  R  S  W  V  D  R  T  P  V  D  P  G  D  P  L  Q  R  Y  Y  G  L  I 
      G  T  R  S  T  V  R  W  R  W  R  P  A  R  G  W  T  A  P  R  W  T  R  A  I  R  C  S  A  T  T  G  *  S
       E  P  A  V  P  C  A  G  A  G  G  P  L  V  G  G  P  H  P  G  G  P  G  R  S  A  A  A  L  L  R  A  D  
36101 GGAACCCGCAGTACCGTGCGCTGGCGCTGGAGGCCCGCTCGTGGGTGGACCGCACCCCGGTGGACCCGGGCGATCCGCTGCAGCGCTACTACGGGCTGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  E  Q  V  E  Q  V  M  P  E  L  V  V  Y  N  E  F  G  E  P  D  A  V  Q  Y  E  R  L  A  V  A  L  L  
        P  S  R  W  S  R  *  C  R  S  L  W  S  T  T  S  S  A  N  R  T  P  C  S  T  N  V  L  R  W  R  C  C 
      R  R  A  G  G  A  G  D  A  G  A  C  G  L  Q  R  V  R  R  T  G  R  R  A  V  R  T  S  C  G  G  A  A  A
36201 CGCCGAGCAGGTGGAGCAGGTGATGCCGGAGCTTGTGGTCTACAACGAGTTCGGCGAACCGGACGCCGTGCAGTACGAACGTCTTGCGGTGGCGCTGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  V  I  R  D  L  V  S  R  I  E  I  L  E  G  K  N  *  W  T  S  R  P  S  P  M  R  N  W  M  R  C  S  L
       R  L  S  A  T  L  S  A  A  L  K  S  L  K  G  R  T  N  G  P  H  D  P  H  R  *  G  T  G  C  A  A  A  
        G  Y  P  R  P  C  Q  P  H  *  N  P  *  R  E  E  L  M  D  L  T  T  L  T  D  E  E  L  D  A  L  Q  L 
36301 CCGGTTATCCGCGACCTTGTCAGCCGCATTGAAATCCTTGAAGGGAAGAACTAATGGACCTCACGACCCTCACCGATGAGGAACTGGATGCGCTGCAGCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  *  M  W  R  S  A  N  A  C  G  K  P  A  R  P  S  A  L  H  Q  Q  W  S  R  Q  R  P  R  D  *  P  R 
      C  G  E  C  G  D  R  R  T  P  A  E  N  P  R  G  Q  A  H  C  I  S  N  G  V  G  N  D  R  G  T  D  P  G
       A  V  N  V  E  I  G  E  R  L  R  K  T  R  A  A  K  R  I  A  S  A  M  E  S  A  T  T  A  G  L  T  P  
36401 TGCGGTGAATGTGGAGATCGGCGAACGCCTGCGGAAAACCCGCGCGGCCAAGCGCATTGCATCAGCAATGGAGTCGGCAACGACCGCGGGACTGACCCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       M  Q  L  R  R  W  L  W  R  L  A  P  S  Q  M  S  P  L  L  N  P  Y  T  S  S  S  L  L  R  R  *  D  H  
        C  N  *  G  G  G  C  G  G  L  H  H  R  K  C  P  R  Y  *  I  R  I  R  Q  A  A  C  Y  A  G  K  I  T 
      D  A  I  E  A  V  V  V  E  A  C  T  I  A  N  V  P  A  I  E  S  V  Y  V  K  Q  P  V  T  P  V  R  S  R
36501 GATGCAATTGAGGCGGTGGTTGTGGAGGCTTGCACCATCGCAAATGTCCCCGCTATTGAATCCGTATACGTCAAGCAGCCTGTTACGCCGGTAAGATCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  G  H  R  L  K  S  V  N  A  E  G  S  V  Q  L  P  L  V  R  H  R  L  I  P  R  E  T  *  M  A  Q  V  D
       P  D  T  G  S  K  A  S  T  R  R  V  P  Y  N  Y  H  *  Y  D  T  D  L  F  P  G  R  R  K  W  R  R  L  
        R  T  Q  A  Q  K  R  Q  R  G  G  F  R  T  T  T  I  S  T  T  P  T  Y  S  P  G  D  V  N  G  A  G  * 
36601 GCCGGACACAGGCTCAAAAGCGTCAACGCGGAGGGTTCCGTACAACTACCATTAGTACGACACCGACTTATTCCCCGGGAGACGTAAATGGCGCAGGTTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  N  R  I  I  N  K  L  A  L  K  L  A  Q  N  E  I  D  L  A  I  K  E  I  L  L  E  D  A  K  A  D  V 
      I  P  T  A  L  S  T  S  W  H  *  S  L  L  K  T  R  S  T  S  R  S  R  K  S  S  L  K  M  P  R  L  M  S
       S  Q  P  H  Y  Q  Q  A  G  T  K  A  C  S  K  R  D  R  P  R  D  Q  G  N  P  P  *  R  C  Q  G  *  C  
36701 ATCCCAACCGCATTATCAACAAGCTGGCACTAAAGCTTGCTCAAAACGAGATCGACCTCGCGATCAAGGAAATCCTCCTTGAAGATGCCAAGGCTGATGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  N  P  Q  P  V  D  V  S  T  A  P  A  D  *  V  S  C  G  A  W  G  I  T  H  D  G  V  D  W  A  *  S  
        L  T  L  S  R  W  M  F  L  P  L  P  R  T  K  S  H  A  A  L  G  G  *  L  M  M  E  W  I  G  L  N  P 
      H  *  P  S  A  G  G  C  F  Y  R  S  R  G  L  S  L  M  R  R  L  G  D  N  S  *  W  S  G  L  G  L  I  R
36801 CACTAACCCTCAGCCGGTGGATGTTTCTACCGCTCCCGCGGACTAAGTCTCATGCGGCGCTTGGGGGATAACTCATGATGGAGTGGATTGGGCTTAATCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  G  V  E  R  W  C  A  P  L  A  R  G  P  D  D  P  V  R  L  A  R  S  A  L  V  G  H  G  G  Q  E  G  P
       Q  E  W  S  V  G  A  L  L  S  L  V  V  L  M  I  L  F  G  W  L  V  P  R  W  S  V  M  E  V  K  K  D  
        R  S  G  A  L  V  R  S  S  R  S  W  S  *  *  S  C  S  A  G  S  F  R  A  G  R  S  W  R  S  R  R  T 
36901 GCAGGAGTGGAGCGTTGGTGCGCTCCTCTCGCTCGTGGTCCTGATGATCCTGTTCGGCTGGCTCGTTCCGCGCTGGTCGGTCATGGAGGTCAAGAAGGAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  L  L  E  S  H  R  P  G  T  A  D  H  Q  P  H  P  C  R  R  R  Q  G  E  R  R  A  R  P  H  R  S  Q 
      R  D  S  W  K  A  I  A  L  E  Q  Q  T  I  S  R  T  L  A  D  A  A  K  E  N  A  E  P  A  R  T  V  A  K
       G  T  P  G  K  P  S  P  W  N  S  R  P  S  A  A  P  L  P  T  P  P  R  R  T  P  S  P  P  A  P  *  P  
37001 CGGGACTCCTGGAAAGCCATCGCCCTGGAACAGCAGACCATCAGCCGCACCCTTGCCGACGCCGCCAAGGAGAACGCCGAGCCCGCCCGCACCGTAGCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  S  E  G  R  A  G  P  T  G  S  P  R  C  R  *  V  T  G  S  T  N  S  A  P  R  S  L  T  W  K  R  P  
        V  V  K  A  A  Q  D  R  L  G  V  P  D  A  A  E  *  L  D  Q  Q  I  P  R  Q  G  L  *  R  G  K  G  R 
      R  *  *  R  P  R  R  T  D  W  E  S  P  M  P  L  S  N  W  I  N  K  F  R  A  K  V  S  D  V  E  K  A  E
37101 AGGTAGTGAAGGCCGCGCAGGACCGACTGGGAGTCCCCGATGCCGCTGAGTAACTGGATCAACAAATTCCGCGCCAAGGTCTCTGACGTGGAAAAGGCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      N  W  R  P  C  R  R  K  P  P  A  K  R  R  R  P  T  A  C  S  T  R  P  G  Q  P  G  G  R  S  R  S  P  A
       T  G  G  H  A  G  G  N  L  P  P  K  G  G  G  P  R  P  A  P  P  G  P  G  N  R  A  G  A  R  G  V  P  
        L  A  A  M  Q  E  E  T  S  R  Q  K  E  E  A  H  G  L  L  H  Q  A  R  A  T  G  R  A  L  A  E  S  R 
37201 AACTGGCGGCCATGCAGGAGGAAACCTCCCGCCAAAAGGAGGAGGCCCACGGCCTGCTCCACCAGGCCCGGGCAACCGGGCGGGCGCTCGCGGAGTCCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  A  T  T  T  A  S  F  L  T  K  F  W  E  E  K  R  N  D  R  Q  A  H  H  P  V  G  P  A  R  G  D  H 
      P  A  Q  P  L  P  H  H  S  *  R  N  S  G  R  K  S  V  M  T  A  K  H  I  I  P  W  A  L  L  A  V  I  T
       Q  R  N  H  Y  R  I  I  L  D  E  I  L  G  G  K  A  *  *  P  P  S  T  S  S  R  G  P  C  S  R  *  S  
37301 CCAGCGCAACCACTACCGCATCATTCTTGACGAAATTCTGGGAGGAAAAGCGTAATGACCGCCAAGCACATCATCCCGTGGGCCCTGCTCGCGGTGATCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       C  G  G  S  D  L  R  C  V  H  T  G  H  A  P  *  K  D  N  P  V  R  A  G  D  P  H  R  P  V  P  A  G  
        V  G  A  V  I  F  G  V  S  T  L  G  M  P  P  E  R  T  T  L  Y  V  L  V  I  L  T  G  L  S  L  L  V 
      L  W  G  Q  *  S  S  V  C  P  H  W  A  C  P  L  K  G  Q  P  C  T  C  W  *  S  S  P  A  C  P  C  W  W
37401 CTGTGGGGGCAGTGATCTTCGGTGTGTCCACACTGGGCATGCCCCCTGAAAGGACAACCCTGTACGTGCTGGTGATCCTCACCGGCCTGTCCCTGCTGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  G  A  R  L  R  A  P  D  P  L  V  Q  V  P  H  R  D  R  V  H  V  H  E  G  L  V  P  D  D  H  H  A  D
       V  V  L  V  Y  G  L  L  T  P  W  Y  R  S  R  T  G  I  G  F  M  S  T  K  V  S  F  L  T  I  I  T  L  
        W  C  S  S  T  G  S  *  P  P  G  T  G  P  A  P  G  S  G  S  C  P  R  R  S  R  S  *  R  S  S  R  * 
37501 GGTGGTGCTCGTCTACGGGCTCCTGACCCCCTGGTACAGGTCCCGCACCGGGATCGGGTTCATGTCCACGAAGGTCTCGTTCCTGACGATCATCACGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        H  H  Q  L  A  V  V  Q  D  P  D  L  G  V  R  R  R  V  D  L  H  H  H  H  H  Q  L  R  H  H  L  E  H 
      T  I  I  N  S  L  W  F  K  I  P  T  W  A  S  V  A  A  W  I  F  I  I  I  T  I  N  F  G  I  T  W  N  I
       P  S  S  T  R  C  G  S  R  S  R  P  G  R  P  S  P  R  G  S  S  S  S  S  P  S  T  S  A  S  P  G  T  
37601 ACCATCATCAACTCGCTGTGGTTCAAGATCCCGACCTGGGCGTCCGTCGCCGCGTGGATCTTCATCATCATCACCATCAACTTCGGCATCACCTGGAACA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  L  Q  A  V  L  R  A  P  Q  G  R  D  E  G  Q  V  P  E  R  F  A  A  G  R  C  A  R  H  R  N  I  H  
        L  Y  K  Q  F  F  E  H  R  K  D  E  M  K  D  K  S  R  S  D  S  P  Q  A  G  V  H  D  T  G  I  S  T 
      S  S  T  S  S  S  S  S  T  A  R  T  R  *  R  T  S  P  G  A  I  R  R  R  P  V  C  T  T  P  E  Y  P  R
37701 TCCTCTACAAGCAGTTCTTCGAGCACCGCAAGGACGAGATGAAGGACAAGTCCCGGAGCGATTCGCCGCAGGCCGGTGTGCACGACACCGGAATATCCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  V  H  P  P  H  Q  G  A  S  P  W  L  T  A  V  T  K  K  A  W  T  A  P  P  S  R  W  T  G  C  R  W  P
       G  S  I  P  H  I  K  E  H  H  H  G  *  R  P  S  R  R  R  R  G  Q  R  H  H  H  G  G  R  G  A  A  G  
        G  P  S  P  T  S  R  S  I  T  M  A  D  G  R  H  E  E  G  V  D  S  A  T  I  T  V  D  G  V  P  L  A 
37801 GGGGTCCATCCCCCACATCAAGGAGCATCACCATGGCTGACGGCCGTCACGAAGAAGGCGTGGACAGCGCCACCATCACGGTGGACGGGGTGCCGCTGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  L  P  P  I  P  *  S  T  *  S  S  T  T  R  R  R  S  L  P  A  S  S  P  A  *  R  T  C  S  R  C  S 
      R  R  S  R  L  Y  R  D  Q  P  D  Q  A  L  R  E  G  V  H  C  R  R  H  L  R  P  D  V  P  A  H  G  A  R
       G  A  P  A  Y  T  V  I  N  L  I  K  H  Y  A  K  A  F  I  A  G  V  I  S  G  L  T  Y  L  L  T  V  L  
37901 CGGCGCTCCCGCCTATACCGTGATCAACCTGATCAAGCACTACGCGAAGGCGTTCATTGCCGGCGTCATCTCCGGCCTGACGTACCTGCTCACGGTGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  P  R  R  R  R  G  T  S  R  W  C  S  G  S  A  S  W  S  P  R  S  A  R  S  S  A  P  R  R  S  P  T  
        P  H  G  D  G  G  G  H  H  A  G  A  V  D  R  L  P  G  L  H  A  R  H  V  H  R  H  R  G  D  H  Q  R 
      A  P  T  A  T  A  G  D  I  T  L  V  Q  W  I  G  F  L  V  S  T  L  G  T  F  I  G  T  A  A  I  T  N  G
38001 GCCCCCACGGCGACGGCGGGGGACATCACGCTGGTGCAGTGGATCGGCTTCCTGGTCTCCACGCTCGGCACGTTCATCGGCACCGCGGCGATCACCAACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  P  S  R  S  S  S  N  G  S  R  P  Q  R  A  G  L  G  R  V  L  A  A  V  R  A  G  Q  R  A  G  L  L  R
       R  Q  A  G  Q  A  V  M  G  A  V  R  S  A  L  D  S  A  V  F  W  R  R  F  A  L  A  N  V  L  V  Y  C  
        A  K  P  V  K  Q  *  W  E  P  S  A  A  R  W  T  R  P  C  S  G  G  G  S  R  W  P  T  C  W  S  T  A 
38101 GCGCCAAGCCGGTCAAGCAGTAATGGGAGCCGTCCGCAGCGCGCTGGACTCGGCCGTGTTCTGGCGGCGGTTCGCGCTGGCCAACGTGCTGGTCTACTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  V  G  G  F  R  V  H  R  L  G  Q  Q  H  R  V  H  L  P  A  V  P  A  R  A  D  P  L  G  A  G  V  V 
      A  L  W  V  V  S  E  F  T  G  W  V  N  N  T  A  F  I  S  R  L  S  L  L  A  L  I  L  S  A  L  A  W  W
       R  C  G  W  F  P  S  S  P  A  G  S  T  T  P  R  S  S  P  G  C  P  C  S  R  *  S  S  R  R  W  R  G  
38201 GCGCTGTGGGTGGTTTCCGAGTTCACCGGCTGGGTCAACAACACCGCGTTCATCTCCCGGCTGTCCCTGCTCGCGCTGATCCTCTCGGCGCTGGCGTGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  G  F  P  G  R  G  P  A  A  A  G  R  R  R  A  G  G  P  *  P  A  P  Q  I  H  Q  R  E  G  G  G  W  
        Q  A  S  R  V  E  A  R  Q  Q  Q  D  A  D  V  R  E  V  L  D  L  L  R  K  F  I  N  E  K  E  G  A  G 
      G  R  L  P  G  S  R  P  G  S  S  R  T  Q  T  C  G  R  S  L  T  C  S  A  N  S  S  T  R  R  R  G  L  A
38301 GGCAGGCTTCCCGGGTCGAGGCCCGGCAGCAGCAGGACGCAGACGTGCGGGAGGTCCTTGACCTGCTCCGCAAATTCATCAACGAGAAGGAGGGGGCTGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  W  P  L  C  L  K  E  S  A  P  R  W  C  T  W  T  P  R  C  P  S  S  A  S  P  A  V  S  T  W  R  S  R
       D  G  R  S  A  *  R  N  Q  H  R  A  G  A  H  G  R  P  G  V  L  H  R  R  A  R  P  S  P  R  G  D  H  
        M  A  A  L  P  E  G  I  S  T  A  L  V  H  M  D  A  P  V  S  F  I  G  E  P  G  R  L  H  V  E  I  T 
38401 CGATGGCCGCTCTGCCTGAAGGAATCAGCACCGCGCTGGTGCACATGGACGCCCCGGTGTCCTTCATCGGCGAGCCCGGCCGTCTCCACGTGGAGATCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  R  S  R  *  S  T  R  P  P  A  P  P  S  P  T  S  S  R  S  L  T  C  P  R  V  R  R  W  R  C  T  C 
      V  L  G  L  A  D  L  H  A  H  R  H  P  H  R  Q  L  R  A  G  P  *  P  V  R  G  *  G  A  G  D  V  P  A
       S  S  V  S  L  I  Y  T  P  T  G  T  P  I  A  N  F  E  Q  V  L  D  L  S  E  G  E  A  L  E  M  Y  L  
38501 GTCCTCGGTCTCGCTGATCTACACGCCCACCGGCACCCCCATCGCCAACTTCGAGCAGGTCCTTGACCTGTCCGAGGGTGAGGCGCTGGAGATGTACCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  T  R  T  S  R  G  S  R  T  A  T  A  T  P  L  R  A  G  S  T  P  S  R  S  P  T  R  W  T  G  R  P  
        A  H  G  P  A  G  V  R  G  R  Q  R  Q  R  L  Y  G  L  V  L  H  R  H  D  H  L  R  D  G  R  A  D  P 
      P  H  T  D  Q  P  G  F  E  D  G  N  G  N  A  F  T  G  W  F  Y  T  V  T  I  T  Y  E  M  D  G  Q  T  R
38601 CCGCACACGGACCAGCCGGGGTTCGAGGACGGCAACGGCAACGCCTTTACGGGCTGGTTCTACACCGTCACGATCACCTACGAGATGGACGGGCAGACCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  S  S  P  P  A  T  S  R  S  W  W  A  R  M  M  W  T  S  R  W  S  R  P  G  S  P  T  S  R  R  S  R  R
       G  V  P  H  P  R  L  P  G  P  G  G  P  G  *  C  G  P  R  A  G  P  V  R  A  V  L  R  P  A  G  R  A  
        E  F  P  T  R  D  F  Q  V  L  V  G  Q  D  D  V  D  L  A  L  V  P  S  G  Q  S  Y  V  P  Q  V  A  P 
38701 GGGAGTTCCCCACCCGCGACTTCCAGGTCCTGGTGGGCCAGGATGATGTGGACCTCGCGCTGGTCCCGTCCGGGCAGTCCTACGTCCCGCAGGTCGCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  C  R  S  R  P  *  T  G  A  P  A  V  W  *  S  S  S  P  T  S  G  C  R  T  W  T  T  P  P  T  P  R 
      D  P  A  G  H  V  P  E  R  A  H  R  Q  C  G  D  R  Q  V  R  R  R  A  V  E  R  G  Q  H  L  R  H  R  E
       I  L  P  V  T  S  L  N  G  R  T  G  S  V  V  I  V  K  S  D  V  G  L  S  N  V  D  N  T  S  D  T  A  
38801 GATCCTGCCGGTCACGTCCCTGAACGGGCGCACCGGCAGTGTGGTGATCGTCAAGTCCGACGTCGGGCTGTCGAACGTGGACAACACCTCCGACACCGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  Q  S  R  R  R  P  P  R  R  W  R  *  R  P  R  S  T  T  P  R  S  P  G  P  W  A  G  *  P  R  P  W  
        A  N  L  D  G  D  R  R  G  A  G  A  E  G  P  D  Q  Q  P  H  V  H  R  D  R  G  R  G  D  Q  G  H  G 
      K  P  I  S  T  A  T  A  A  A  L  A  L  K  A  P  I  N  N  P  T  F  T  G  T  V  G  G  V  T  K  A  M  V
38901 AAGCCAATCTCGACGGCGACCGCCGCGGCGCTGGCGCTGAAGGCCCCGATCAACAACCCCACGTTCACCGGGACCGTGGGCGGGGTGACCAAGGCCATGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      W  G  W  G  T  W  T  T  P  R  T  S  T  S  P  S  P  A  *  R  S  W  P  *  T  G  R  P  P  R  L  T  P  T
       G  A  G  E  R  G  Q  H  R  G  P  R  Q  A  H  L  Q  P  D  A  A  G  P  E  R  E  G  R  L  G  S  L  P  
        G  L  G  N  V  D  N  T  A  D  L  D  K  P  I  S  S  L  T  Q  L  A  L  N  G  K  A  A  S  A  H  S  H 
39001 TGGGGCTGGGGAACGTGGACAACACCGCGGACCTCGACAAGCCCATCTCCAGCCTGACGCAGCTGGCCCTGAACGGGAAGGCCGCCTCGGCTCACTCCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  S  R  T  *  P  G  C  R  A  R  W  M  R  R  R  R  W  R  P  R  R  S  P  A  P  P  P  A  S  P  K  P 
      P  R  R  G  R  D  R  A  A  G  R  A  G  C  E  G  A  A  G  V  P  G  V  H  R  H  P  H  R  H  H  Q  N  P
       P  V  A  D  V  T  G  L  Q  G  A  L  D  A  K  A  P  L  A  S  P  A  F  T  G  T  P  T  G  I  T  K  T  
39101 CCCCGTCGCGGACGTGACCGGGCTGCAGGGCGCGCTGGATGCGAAGGCGCCGCTGGCGTCCCCGGCGTTCACCGGCACCCCCACCGGCATCACCAAAACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       M  S  G  C  R  T  L  I  T  P  R  T  R  T  S  R  S  P  P  R  R  S  T  R  W  R  *  R  L  R  W  P  R  
        C  R  A  V  E  R  *  *  H  L  G  R  E  Q  A  A  L  H  R  G  G  Q  R  A  G  A  E  G  S  A  G  L  A 
      H  V  G  L  S  N  V  D  N  T  S  D  A  N  K  P  L  S  T  A  E  V  N  A  L  A  L  K  A  P  L  A  S  P
39201 CATGTCGGGCTGTCGAACGTTGATAACACCTCGGACGCGAACAAGCCGCTCTCCACCGCGGAGGTCAACGCGCTGGCGCTGAAGGCTCCGCTGGCCTCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  R  S  P  A  P  S  A  A  S  P  S  R  W  W  G  W  A  M  W  T  T  R  R  T  A  R  S  R  S  P  P  R  S
       H  V  H  R  H  R  R  R  H  H  Q  V  D  G  G  A  G  Q  C  G  Q  H  G  G  Q  R  E  A  G  L  H  R  A  
        T  F  T  G  T  V  G  G  I  T  K  S  M  V  G  L  G  N  V  D  N  T  A  D  S  A  K  P  V  S  T  A  Q 
39301 CCACGTTCACCGGCACCGTCGGCGGCATCACCAAGTCGATGGTGGGGCTGGGCAATGTGGACAACACGGCGGACAGCGCGAAGCCGGTCTCCACCGCGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  R  R  *  T  *  S  W  T  C  P  V  R  A  R  R  T  G  W  R  P  S  M  R  P  R  R  S  R  S  G  S  C 
      A  V  G  A  E  P  E  A  G  R  V  R  *  G  R  G  E  R  G  G  V  P  R  C  V  L  E  D  P  G  R  A  A  A
       Q  S  A  L  N  L  K  L  D  V  S  G  K  G  A  A  N  G  V  A  S  L  D  A  S  S  K  I  P  V  G  Q  L  
39401 GCAGTCGGCGCTGAACCTGAAGCTGGACGTGTCCGGTAAGGGCGCGGCGAACGGGGTGGCGTCCCTCGATGCGTCCTCGAAGATCCCGGTCGGGCAGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  S  S  G  A  G  T  T  S  P  S  P  P  R  R  W  R  P  R  R  *  P  T  R  W  R  S  R  R  A  *  S  R  
        V  P  V  G  P  G  R  R  H  H  L  L  H  G  G  G  D  Q  D  G  D  L  P  G  G  V  P  G  G  H  D  P  G 
      P  F  Q  W  G  R  D  D  V  T  I  S  S  T  A  V  A  T  K  T  V  T  Y  P  V  A  F  P  A  G  M  I  P  V
39501 CCGTTCCAGTGGGGCCGGGACGACGTCACCATCTCCTCCACGGCGGTGGCGACCAAGACGGTGACCTACCCGGTGGCGTTCCCGGCGGGCATGATCCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  S  T  S  P  S  R  A  G  R  R  R  S  T  T  P  T  S  P  R  *  T  T  S  A  S  P  S  A  C  T  R  W  T
       H  P  R  H  Q  A  G  R  A  G  A  E  V  R  R  L  R  H  L  G  E  Q  R  Q  L  L  H  R  P  V  L  D  G  
        I  H  V  T  K  Q  G  G  P  A  P  K  Y  D  A  Y  V  T  S  V  N  N  V  S  F  S  I  G  L  Y  S  M  D 
39601 TCATCCACGTCACCAAGCAGGGCGGGCCGGCGCCGAAGTACGACGCCTACGTCACCTCGGTGAACAACGTCAGCTTCTCCATCGGCCTGTACTCGATGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  P  R  *  T  P  P  R  A  *  T  G  W  R  C  P  S  K  T  P  A  A  V  S  L  R  V  K  R  R  N  P  R 
      R  H  H  G  E  H  H  P  E  R  E  L  G  G  A  A  L  L  R  P  P  Q  P  S  P  C  G  L  N  D  E  T  P  V
       G  T  T  V  N  T  T  Q  S  V  N  W  V  A  L  P  F  *  D  P  R  S  R  L  P  A  G  *  T  T  K  P  P  
39701 CGGCACCACGGTGAACACCACCCAGAGCGTGAACTGGGTGGCGCTGCCCTTCTAAGACCCCCGCAGCCGTCTCCCTGCGGGTTAAACGACGAAACCCCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       H  P  V  R  G  C  G  G  F  V  V  L  L  P  D  V  R  R  L  F  Q  D  L  E  P  A  V  E  A  V  V  V  L  
        I  Q  F  A  D  A  G  V  S  L  F  Y  C  R  T  S  G  G  Y  S  R  T  S  S  L  Q  S  K  R  *  *  S  F 
      S  S  S  S  R  M  R  G  F  R  C  F  T  A  G  R  P  A  V  I  P  G  P  R  A  C  S  R  S  G  S  S  P  S
39801 TCATCCAGTTCGCGGATGCGGGGGTTTCGTTGTTTTACTGCCGGACGTCCGGCGGTTATTCCAGGACCTCGAGCCTGCAGTCGAAGCGGTAGTAGTCCTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  P  G  A  L  T  R  A  G  Q  V  R  A  G  E  V  R  V  R  V  I  G  Q  D  A  L  R  G  E  A  L  L  P  L
       R  P  E  R  S  P  E  P  V  R  Y  G  P  E  K  Y  A  S  E  S  S  V  R  M  P  C  A  G  R  R  F  C  P  
        A  R  S  A  H  P  S  R  S  G  T  G  R  R  S  T  R  P  S  H  R  S  G  C  P  A  R  G  G  A  S  A  P 
39901 CCGCCCGGAGCGCTCACCCGAGCCGGTCAGGTACGGGCCGGAGAAGTACGCGTCCGAGTCATCGGTCAGGATGCCCTGCGCGGGGAGGCGCTTCTGCCCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        H  R  R  G  D  V  H  H  A  V  H  V  G  L  H  G  G  H  V  V  V  G  V  G  V  P  E  R  R  V  G  D  G 
      F  T  A  G  G  M  S  T  M  P  S  T  *  A  F  M  V  G  M  *  L  W  A  S  A  F  Q  S  A  G  *  E  T  V
       S  P  P  G  G  C  P  P  C  R  P  R  R  P  S  W  W  A  C  S  C  G  R  R  R  S  R  A  P  G  R  R  R  
40001 TTCACCGCCGGGGGGATGTCCACCATGCCGTCCACGTAGGCCTTCATGGTGGGCATGTAGTTGTGGGCGTCGGCGTTCCAGAGCGCCGGGTAGGAGACGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  V  H  L  H  P  L  E  L  L  L  Q  P  L  A  G  H  P  A  Q  D  F  E  V  V  H  D  L  V  A  R  V  P  
        T  S  I  F  T  R  L  N  F  F  F  S  P  L  P  A  T  R  P  R  T  L  R  S  F  T  I  L  L  R  G  C  Q 
      *  R  P  S  S  P  A  *  T  S  S  S  A  P  C  R  P  P  G  P  G  L  *  G  R  S  R  S  C  C  A  G  A  S
40101 TGACGTCCATCTTCACCCGCTTGAACTTCTTCTTCAGCCCCTTGCCGGCCACCCGGCCCAGGACTTTGAGGTCGTTCACGATCTTGTTGCGCGGGTGCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  Q  F  L  V  R  V  Q  D  H  V  F  V  D  P  L  G  P  L  V  H  L  R  H  S  R  P  H  P  A  A  T  P  A
       C  S  F  L  F  A  F  R  I  M  S  L  W  I  H  W  V  H  S  C  T  S  D  I  R  V  L  I  Q  Q  P  H  Q  
        A  V  S  C  S  R  S  G  S  C  L  C  G  S  T  G  S  T  R  A  P  Q  T  F  A  S  S  S  S  S  H  T  S 
40201 GTGCAGTTTCTTGTTCGCGTTCAGGATCATGTCTTTGTGGATCCACTGGGTCCACTCGTGCACCTCAGACATTCGCGTCCTCATCCAGCAGCCACACCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  R  S  A  G  P  *  C  W  T  G  R  P  R  A  L  R  C  R  R  G  S  R  C  A  A  S  S  S  A  R  R  W 
      R  F  G  A  Q  D  R  D  V  G  Q  G  A  L  V  H  F  D  A  A  A  D  H  G  V  R  L  H  P  A  R  G  D  G
       G  S  E  R  R  T  V  M  L  D  R  A  P  S  C  T  S  M  P  P  R  I  T  V  C  G  F  I  Q  R  E  A  M  
40301 CGGTTCGGAGCGCAGGACCGTGATGTTGGACAGGGCGCCCTCGTGCACTTCGATGCCGCCGCGGATCACGGTGTGCGGCTTCATCCAGCGCGAGGCGATG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  R  P  C  P  A  A  *  R  P  *  T  S  S  F  R  P  R  A  G  P  *  P  G  R  R  A  G  R  T  A  A  A  
        L  G  L  V  Q  L  H  D  V  L  E  L  P  A  S  V  R  A  L  A  P  D  P  E  G  A  P  A  G  L  Q  P  P 
      D  S  A  L  S  S  C  M  T  S  L  N  F  Q  L  P  S  A  R  W  P  L  T  R  K  A  R  R  P  D  C  S  R  R
40401 GACTCGGCCTTGTCCAGCTGCATGACGTCCTTGAACTTCCAGCTTCCGTCCGCGCGCTGGCCCCTGACCCGGAAGGCGCGCCGGCCGGACTGCAGCCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  S  C  E  V  P  V  V  V  L  G  G  H  G  L  A  D  D  V  G  G  A  G  A  G  E  E  V  V  V  L  V  G  V
       G  H  A  K  S  Q  S  S  S  S  V  A  T  A  L  P  M  T  *  E  E  P  E  P  E  K  K  S  W  F  S  S  A  
        V  M  R  S  P  S  R  R  P  R  W  P  R  P  C  R  *  R  R  R  S  R  S  R  R  R  S  R  G  S  R  R  R 
40501 GGGTCATGCGAAGTCCCAGTCGTCGTCCTCGGTGGCCACGGCCTTGCCGATGACGTAGGAGGAGCCGGAGCCGGAGAAGAAGTCGTGGTTCTCGTCGGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  G  Q  L  G  P  H  G  G  V  E  V  A  Q  V  L  R  E  H  R  L  V  A  E  V  H  Q  R  L  V  R  V  V 
      F  G  D  S  W  A  R  T  A  G  L  K  S  H  R  S  C  G  N  I  A  S  *  P  R  F  I  S  A  L  F  A  L  *
       S  G  T  A  G  P  A  R  R  G  *  S  R  T  G  P  A  G  T  S  P  R  S  R  G  S  S  A  P  C  S  R  C  
40601 TTCGGGGACAGCTGGGCCCGCACGGCGGGGTTGAAGTCGCACAGGTCCTGCGGGAACATCGCCTCGTAGCCGAGGTTCATCAGCGCCTTGTTCGCGTTGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  Q  E  L  L  H  V  L  R  Q  S  D  R  V  V  Q  V  V  G  V  G  D  L  V  L  V  Q  L  E  H  Q  G  V  
        C  R  N  F  F  T  S  S  A  S  P  T  G  S  Y  R  S  W  V  *  A  T  S  F  S  Y  N  S  N  I  R  V  * 
      S  A  G  T  S  S  R  P  P  P  V  R  P  G  R  T  G  R  G  C  R  R  P  R  S  R  T  T  R  T  S  G  C  R
40701 AGTGCAGGAACTTCTTCACGTCCTCCGCCAGTCCGACCGGGTCGTACAGGTCGTGGGTGTAGGCGACCTCGTTCTCGTACAACTCGAACATCAGGGTGTA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      D  V  V  L  D  G  V  A  L  G  L  A  Q  L  L  D  A  A  L  V  L  V  A  D  V  V  P  V  H  R  L  V  T  D
       T  S  S  L  M  A  S  R  W  A  W  L  S  C  S  T  P  R  W  Y  L  *  P  M  *  Y  P  C  T  A  S  S  R  
        R  R  P  *  W  R  R  A  G  P  G  S  A  A  R  R  R  A  G  T  C  S  R  C  S  T  R  A  P  P  R  H  G 
40801 GACGTCGTCCTTGATGGCGTCGCGCTGGGCCTGGCTCAGCTGCTCGACGCCGCGCTGGTACTTGTAGCCGATGTAGTACCCGTGCACCGCCTCGTCACGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  Q  A  D  Q  V  G  G  V  R  Q  L  R  P  R  *  P  V  H  G  E  V  E  A  G  V  E  Q  E  P  L  Q  Q 
      M  I  R  R  I  R  S  A  V  F  V  S  F  A  L  D  D  Q  Y  M  G  R  *  K  P  E  *  N  R  N  P  S  S  R
       *  S  G  G  S  G  R  R  C  S  S  A  S  P  S  M  T  S  T  W  G  G  R  S  R  S  R  T  G  T  P  P  A  
40901 ATGATCAGGCGGATCAGGTCGGCGGTGTTCGTCAGCTTCGCCCTCGATGACCAGTACATGGGGAGGTAGAAGCCGGAGTAGAACAGGAACCCCTCCAGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  G  G  R  L  L  H  E  G  V  A  V  V  L  V  E  V  L  D  D  L  R  L  A  L  Q  V  H  V  L  R  G  P  
        V  E  A  A  F  F  M  R  G  S  L  L  S  S  *  K  S  L  T  I  C  A  L  R  C  R  C  T  F  S  V  D  Q 
      G  W  R  P  P  S  S  *  G  G  R  C  C  P  R  R  S  P  *  R  S  A  P  C  A  A  G  A  R  S  P  W  T  S
41001 GGGTGGAGGCCGCCTTCTTCATGAGGGGGTCGCTGTTGTCCTCGTAGAAGTCCTTGACGATCTGCGCCTTGCGCTGCAGGTGCACGTTCTCCGTGGACCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  E  R  L  I  N  L  P  G  G  A  Q  G  G  E  D  R  G  V  R  L  G  V  H  R  F  H  E  G  D  V  G  V  H
       R  N  A  S  S  I  S  R  V  E  H  R  V  E  K  I  E  E  Y  D  L  A  C  T  D  S  M  K  A  M  L  V  Y  
        G  T  P  H  Q  S  P  G  W  S  T  G  W  R  R  S  R  S  T  T  W  R  A  P  I  P  *  R  R  C  W  C  T 
41101 GCGGAACGCCTCATCAATCTCCCGGGTGGAGCACAGGGTGGAGAAGATCGAGGAGTACGACTTGGCGTGCACCGATTCCATGAAGGCGATGTTGGTGTAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  L  L  V  G  G  D  R  V  R  D  Q  R  H  R  A  D  R  A  L  Q  G  V  E  H  G  Q  S  G  E  C  P  H 
      T  A  S  S  W  G  V  I  E  S  G  I  S  D  T  A  P  T  V  P  C  R  V  S  S  M  V  S  P  V  N  V  R  I
       P  P  P  R  G  G  *  S  S  Q  G  S  A  T  P  R  R  P  C  P  A  G  C  R  A  W  S  V  R  *  M  S  A  
41201 ACCGCCTCCTCGTGGGGGGTGATCGAGTCAGGGATCAGCGACACCGCGCCGACCGTGCCCTGCAGGGTGTCGAGCATGGTCAGTCCGGTGAATGTCCGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  Q  G  L  F  L  G  G  E  G  G  P  G  L  D  V  V  G  E  R  D  L  F  G  E  P  E  V  V  D  E  A  V  
        V  R  V  C  S  S  G  V  R  V  A  Q  D  W  T  S  L  E  S  G  T  F  S  G  S  Q  K  L  L  T  R  R  F 
      S  S  G  S  V  P  R  G  *  G  W  P  R  T  G  R  R  W  R  A  G  P  F  R  G  A  R  S  C  *  R  G  G  S
41301 TCGTCAGGGTCTGTTCCTCGGGGGTGAGGGTGGCCCAGGACTGGACGTCGTTGGAGAGCGGGACCTTTTCGGGGAGCCAGAAGTTGTTGACGAGGCGGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  H  L  N  V  F  L  V  L  D  S  V  P  V  N  G  L  H  C  G  S  A  Q  C  C  H  R  A  V  V  T  F  V  R
       H  T  S  T  S  F  S  S  W  I  R  F  Q  L  M  A  C  T  A  A  V  L  S  V  V  I  V  L  W  L  L  S  F  
        T  P  Q  R  L  S  R  P  G  F  G  S  S  *  W  P  A  L  R  Q  C  S  V  L  S  S  C  C  G  Y  F  R  S 
41401 CCACACCTCAACGTCTTTCTCGTCCTGGATTCGGTTCCAGTTAATGGCCTGCACTGCGGCAGTGCTCAGTGTTGTCATCGTGCTGTGGTTACTTTCGTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        I  S  S  H  *  I  G  F  D  C  T  *  P  T  R  V  K  M  G  T  R  P  Q  R  S  Q  V  S  M  A  F  A  S 
      G  F  R  P  T  E  S  A  S  I  A  R  S  R  R  G  *  R  W  G  R  G  P  S  A  R  R  S  Q  W  P  S  P  R
       D  F  V  P  L  N  R  L  R  L  H  V  A  D  A  G  E  D  G  D  A  A  P  A  L  A  G  L  N  G  L  R  L  
41501 GGATTTCGTCCCACTGAATCGGCTTCGATTGCACGTAGCCGACGCGGGTGAAGATGGGGACGCGGCCCCAGCGCTCGCAGGTCTCAATGGCCTTCGCCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  V  T  M  R  C  F  S  V  P  S  A  S  L  I  A  M  Q  R  N  T  V  S  L  A  T  P  Q  L  P  D  H  F  
        W  *  R  C  A  V  S  A  Y  R  P  R  H  *  S  P  C  S  G  T  R  C  H  W  P  R  R  N  S  R  T  T  S 
      A  G  D  D  A  L  F  Q  R  T  V  R  V  I  D  R  H  A  A  E  H  G  V  I  G  H  A  A  T  P  G  P  L  R
41601 GCTGGTGACGATGCGCTGTTTCAGCGTACCGTCCGCGTCATTGATCGCCATGCAGCGGAACACGGTGTCATTGGCCACGCCGCAACTCCCGGACCACTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  H  G  L  Q  G  D  A  G  A  L  H  D  A  R  D  I  L  M  G  E  H  R  V  E  D  G  A  P  A  V  V  V  A
       F  T  V  C  R  E  M  P  V  R  S  T  T  P  A  T  F  S  W  E  N  I  A  L  R  M  V  H  P  P  S  W  *  
        S  R  S  A  G  R  C  R  C  A  P  R  R  P  R  H  S  H  G  R  T  S  R  *  G  W  C  T  R  R  R  G  S 
41701 GTTCACGGTCTGCAGGGAGATGCCGGTGCGCTCCACGACGCCCGCGACATTCTCATGGGAGAACATCGCGTTGAGGATGGTGCACCCGCCGTCGTGGTAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  R  L  I  R  H  R  S  P  K  G  E  G  V  A  D  P  S  L  G  R  E  D  I  T  P  C  Q  F  D  A  P  L 
      R  Y  A  S  F  V  T  A  A  P  K  A  R  E  L  R  T  P  A  S  A  A  R  T  S  L  H  V  S  S  M  P  R  S
       G  T  P  H  S  S  P  Q  P  Q  R  R  G  S  C  G  P  Q  P  R  P  R  G  H  H  S  M  S  V  R  C  P  A  
41801 CGGTACGCCTCATTCGTCACCGCAGCCCCAAAGGCGAGGGAGTTGCGGACCCCAGCCTCGGCCGCGAGGACATCACTCCATGTCAGTTCGATGCCCCGCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  E  C  G  A  D  G  G  R  Y  A  D  N  L  A  L  V  A  H  C  P  P  H  F  R  L  S  R  S  R  A  G  S  
        S  S  A  V  R  M  A  D  A  M  P  I  T  W  R  S  S  L  T  A  R  P  T  S  A  C  R  A  A  G  R  G  H 
      R  R  V  R  C  G  W  R  T  L  C  R  *  P  G  A  R  R  S  L  P  A  P  L  P  L  V  A  Q  Q  G  G  V  M
41901 CGTCGAGTGCGGTGCGGATGGCGGACGCTATGCCGATAACCTGGCGCTCGTCGCTCACTGCCCGCCCCACTTCCGCTTGTCGCGCAGCAGGGCGGGGTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      C  G  R  F  G  G  G  A  S  A  K  L  D  C  I  T  S  D  T  S  A  T  A  L  M  M  L  L  K  A  S  V  S  G
       A  A  G  S  A  A  G  P  A  Q  S  S  T  A  S  P  P  T  R  P  R  P  P  *  *  C  C  *  K  R  R  S  A  
        R  P  V  R  R  R  G  Q  R  K  A  R  L  H  H  L  R  H  V  R  D  R  L  D  D  A  V  E  S  V  G  Q  R 
42001 TGCGGCCGGTTCGGCGGCGGGGCCAGCGCAAAGCTCGACTGCATCACCTCCGACACGTCCGCGACCGCCTTGATGATGCTGTTGAAAGCGTCGGTCAGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  S  P  L  P  R  D  A  R  R  W  S  R  D  S  R  C  A  F  S  A  S  I  A  P  S  L  S  T  L  G  A  V 
      A  A  A  P  C  P  G  T  P  A  G  G  P  G  I  R  G  A  P  S  R  P  P  S  P  P  A  C  R  R  S  A  R  *
       L  Q  P  L  A  Q  G  R  P  Q  V  V  Q  G  F  A  V  R  L  L  G  L  H  R  P  Q  P  V  D  A  R  R  G  
42101 GCTGCAGCCCCTTGCCCAGGGACGCCCGCAGGTGGTCCAGGGATTCGCGGTGCGCCTTCTCGGCCTCCATCGCCCCCAGCCTGTCGACGCTCGGCGCGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  A  S  Q  M  V  H  H  E  S  Q  W  A  L  P  S  F  R  I  M  T  L  L  L  A  V  R  Q  V  Q  F  Q  L  
        V  P  R  R  W  C  T  T  S  P  S  G  P  C  P  V  S  V  S  *  L  S  Y  L  L  F  D  R  F  S  S  S  C 
      R  C  L  A  D  G  A  P  R  V  P  V  G  L  A  Q  F  P  Y  H  D  S  P  T  C  C  S  T  G  S  V  P  A  A
42201 AGGTGCCTCGCAGATGGTGCACCACGAGTCCCAGTGGGCCTTGCCCAGTTTCCGTATCATGACTCTCCTACTTGCTGTTCGACAGGTTCAGTTCCAGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  D  D  A  L  G  L  E  D  D  P  R  V  V  L  G  D  A  D  R  R  F  L  R  G  D  P  H  H  V  G  G  L  P
       G  M  M  P  S  G  L  R  T  I  R  V  W  Y  S  E  T  L  I  G  A  S  C  V  E  T  H  T  T  S  V  A  C  
        G  *  C  P  R  A  *  G  R  S  A  C  G  T  R  R  R  *  S  A  L  P  A  W  R  P  T  P  R  R  W  P  A 
42301 CGGGATGATGCCCTCGGGCTTGAGGACGATCCGCGTGTGGTACTCGGAGACGCTGATCGGCGCTTCCTGCGTGGAGACCCACACCACGTCGGTGGCCTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  H  V  L  A  V  V  V  L  R  V  L  A  G  D  D  Q  V  P  L  T  L  D  G  A  A  P  L  H  V  E  H  V 
      P  T  M  C  L  R  *  S  F  S  E  C  L  Q  V  T  I  R  S  P  *  R  S  M  E  Q  R  P  S  T  *  N  T  Y
       R  P  C  A  C  G  S  R  S  P  S  A  C  R  *  R  S  G  P  P  D  A  R  W  S  S  A  P  P  R  R  T  R  
42401 CCGACCATGTGCTTGCGGTAGTCGTTCTCCGAGTGCTTGCAGGTGACGATCAGGTCCCCCTGACGCTCGATGGAGCAGCGCCCCTCCACGTAGAACACGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  V  G  A  G  V  D  A  D  D  F  A  L  D  L  E  V  V  R  R  G  G  D  V  L  G  G  G  L  G  G  R  V  
        L  S  V  R  V  L  M  P  T  I  L  R  W  T  S  K  L  S  A  A  V  E  M  F  S  E  A  V  L  A  A  G  S 
      T  C  R  C  G  C  *  C  R  R  F  C  A  G  P  R  S  C  P  P  R  W  R  C  S  R  R  R  S  W  R  P  G  R
42501 ACTTGTCGGTGCGGGTGTTGATGCCGACGATTTTGCGCTGGACCTCGAAGTTGTCCGCCGCGGTGGAGATGTTCTCGGAGGCGGTCTTGGCGGCCGGGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  A  A  A  G  G  R  Q  Q  A  D  S  H  H  G  S  D  D  G  G  F  L  G  E  L  H  G  E  T  F  R  L  C  S
       L  Q  P  P  A  V  A  S  R  P  I  A  I  T  A  P  M  T  A  V  F  L  G  N  F  M  V  R  P  F  G  C  V  
        C  S  R  R  R  S  P  A  G  R  *  P  S  R  L  R  *  R  R  F  S  W  G  T  S  W  *  D  L  S  V  V  F 
42601 GTTGCAGCCGCCGGCGGTCGCCAGCAGGCCGATAGCCATCACGGCTCCGATGACGGCGGTTTTCTTGGGGAACTTCATGGTGAGACCTTTCGGTTGTGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        M  A  L  R  L  R  *  R  W  R  A  A  A  V  Q  M  *  Q  Q  R  *  P  R  E  S  R  K  V  F  S  G  V  N 
      Q  W  P  C  V  C  G  S  A  G  G  R  L  P  C  R  C  S  S  S  G  S  R  A  S  P  G  R  C  S  P  G  *  T
       N  G  L  A  F  A  V  A  L  A  G  G  C  R  A  D  V  A  A  A  V  A  A  R  V  P  E  G  V  L  R  G  E  
42701 CAATGGCCTTGCGTTTGCGGTAGCGCTGGCGGGCGGCTGCCGTGCAGATGTAGCAGCAGCGGTAGCCGCGCGAGTCCCGGAAGGTGTTCTCCGGGGTGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  C  P  W  M  Q  C  V  L  C  S  P  L  R  P  R  T  R  G  L  V  R  A  Q  G  R  G  V  Y  A  S  V  V  
        R  A  R  G  C  S  A  S  C  A  P  P  S  A  P  G  P  G  V  W  S  G  P  R  G  G  G  C  M  P  Q  S  S 
      L  V  P  V  D  A  V  R  L  V  L  P  P  P  P  P  D  P  G  F  G  P  G  P  G  A  G  G  V  C  L  S  R  R
42801 CTCGTGCCCGTGGATGCAGTGCGTCTTGTGCTCCCCCCTCCGCCCCCGGACCCGGGGTTTGGTCCGGGCCCAGGGGCGGGGGGTGTATGCCTCAGTCGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  T  P  V  P  P  L  V  G  V  A  L  L  G  E  G  V  G  L  A  V  V  P  A  D  R  A  H  P  L  G  A  L  G
       P  R  L  S  H  P  S  S  G  S  R  S  S  G  R  V  S  V  S  R  S  F  P  Q  T  G  H  T  H  W  A  H  S  
        H  A  C  P  T  P  R  R  G  R  A  P  R  G  G  C  R  S  R  G  R  S  R  R  P  G  T  P  T  G  R  T  R 
42901 GCCACGCCTGTCCCACCCCTCGTCGGGGTCGCGCTCCTCGGGGAGGGTGTCGGTCTCGCGGTCGTTCCCGCAGACCGGGCACACCCACTGGGCGCACTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        F  G  Q  V  D  L  V  V  E  R  A  L  V  L  A  L  L  L  P  L  V  N  A  L  L  Q  P  G  D  L  A  V  H 
      D  S  G  R  S  I  S  S  W  N  G  H  S  Y  S  R  S  C  S  H  S  S  M  R  S  C  S  Q  V  I  L  P  F  I
       I  R  A  G  R  S  R  R  G  T  G  T  R  T  R  A  P  A  P  T  R  Q  C  A  P  A  A  R  *  S  C  R  S  
43001 GATTCGGGCAGGTCGATCTCGTCGTGGAACGGGCACTCGTACTCGCGCTCCTGCTCCCACTCGTCAATGCGCTCCTGCAGCCAGGTGATCTTGCCGTTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       Q  V  P  G  C  S  A  D  P  F  I  L  A  K  L  A  D  H  V  L  H  L  G  Q  R  C  L  H  G  E  R  G  D  
        K  S  R  V  A  P  P  I  R  S  S  S  R  S  W  L  T  M  C  F  I  S  V  S  A  A  F  T  A  N  E  G  M 
      S  S  P  G  L  L  R  R  S  V  H  P  R  E  A  G  *  P  C  A  S  S  R  S  A  L  P  S  R  R  T  R  G  *
43101 TCAAGTCCCGGGTTGCTCCGCCGATCCGTTCATCCTCGCGAAGCTGGCTGACCATGTGCTTCATCTCGGTCAGCGCTGCCTTCACGGCGAACGAGGGGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      D  Q  R  L  V  G  A  A  L  H  P  R  G  D  L  P  G  R  I  E  V  G  V  G  V  A  D  S  C  W  I  V  A  H
       T  S  A  S  S  A  P  H  S  T  P  V  A  I  S  R  G  G  L  K  *  G  W  E  S  L  T  P  A  G  *  L  L  
        P  A  P  R  R  R  R  T  P  P  P  W  R  S  P  G  E  D  *  S  R  G  G  S  R  *  L  L  L  D  S  C  S 
43201 GACCAGCGCCTCGTCGGCGCCGCACTCCACCCCCGTGGCGATCTCCCGGGGAGGATTGAAGTAGGGGTGGGAGTCGCTGACTCCTGCTGGATAGTTGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  S  S  *  *  G  L  R  P  G  V  L  I  P  S  C  T  S  F  W  S  A  M  P  R  L  Y  A  C  A  W  D  G 
      M  I  P  P  D  K  G  C  G  R  A  S  *  S  P  V  A  P  A  S  G  R  P  C  H  G  C  T  P  A  P  G  T  G
       *  F  L  L  I  R  V  A  A  G  R  P  D  P  Q  L  H  Q  L  L  V  G  H  A  T  V  V  R  L  R  L  G  R  
43301 ATGATTCCTCCTGATAAGGGTTGCGGCCGGGCGTCCTGATCCCCAGTTGCACCAGCTTCTGGTCGGCCATGCCACGGTTGTACGCCTGCGCCTGGGACGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       K  P  C  L  C  S  A  A  V  T  I  Y  P  A  *  P  C  A  P  P  L  F  G  F  G  S  V  S  E  P  I  M  A  
        S  R  A  C  V  A  R  R  S  R  Y  T  R  R  S  R  A  L  R  R  C  S  G  S  G  R  S  A  N  P  S  W  R 
      E  A  V  L  V  *  R  G  G  H  D  I  P  G  V  A  V  R  S  A  A  V  R  V  R  V  G  Q  R  T  H  H  G  E
43401 GAAGCCGTGCTTGTGTAGCGCGGCGGTCACGATATACCCGGCGTAGCCGTGCGCTCCGCCGCTGTTCGGGTTCGGGTCGGTCAGCGAACCCATCATGGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  S  S  R  T  C  A  A  S  L  A  W  A  W  N  S  G  S  V  R  S  L  I  S  *  S  R  C  R  F  R  T  S  S
       G  R  P  G  P  V  R  R  V  S  P  G  R  G  T  P  G  R  C  G  V  *  S  R  S  R  G  A  G  S  E  L  L  
        V  V  Q  D  L  C  G  E  S  R  L  G  V  E  L  R  V  G  A  E  S  D  L  V  V  A  V  Q  V  Q  N  F  F 
43501 AGGTCGTCCAGGACCTGTGCGGCGAGTCTCGCCTGGGCGTGGAACTCCGGGTCGGTGCGGAGTCTGATCTCGTAGTCGCGGTGCAGGTTCAGAACTTCTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  L  M  A  P  A  F  P  S  V  Q  R  *  R  S  R  C  R  W  R  H  R  W  R  P  R  C  E  P  R  R  A  W 
      L  R  S  W  L  Q  P  F  L  Q  F  N  G  E  G  P  G  A  G  G  G  T  V  G  G  H  G  V  N  L  V  A  L  G
       C  A  H  G  S  S  L  S  F  S  S  T  V  K  V  P  V  P  V  A  A  P  L  E  A  T  V  *  T  S  S  R  L  
43601 CTGCGCTCATGGCTCCAGCCTTTCCTTCAGTTCAACGGTGAAGGTCCCGGTGCCGGTGGCGGCACCGTTGGAGGCCACGGTGTGAACCTCGTCGCGCTTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       *  S  R  H  R  G  R  R  S  G  R  R  C  S  R  S  R  R  T  R  T  W  A  G  R  R  S  L  R  R  R  S  G  
        D  P  A  I  G  A  E  G  Q  D  G  G  V  P  D  P  D  E  P  G  H  G  P  V  G  D  H  F  V  D  V  A  G 
      V  I  P  P  *  G  P  K  V  R  T  A  V  F  P  I  P  T  N  P  D  M  G  R  S  A  I  T  S  *  T  *  R  V
43701 GTGATCCCGCCATAGGGGCCGAAGGTCAGGACGGCGGTGTTCCCGATCCCGACGAACCCGGACATGGGCCGGTCGGCGATCACTTCGTAGACGTAGCGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  *  F  L  L  R  N  F  L  P  L  N  R  F  R  L  V  E  L  G  V  R  A  V  E  A  E  P  V  D  A  V  P  C
       H  D  S  S  S  G  T  S  F  H  S  I  G  S  D  W  *  S  L  A  S  A  P  L  K  R  S  Q  S  M  R  S  R  
        M  I  P  P  P  E  L  P  S  T  Q  *  V  P  T  G  R  A  W  R  P  R  R  *  S  G  A  S  R  C  G  P  V 
43801 TCATGATTCCTCCTCCGGAACTTCCTTCCACTCAATAGGTTCCGACTGGTAGAGCTTGGCGTCCGCGCCGTTGAAGCGGAGCCAGTCGATGCGGTCCCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  P  Q  R  G  H  L  A  P  A  A  L  V  V  A  D  L  A  V  G  H  F  H  P  V  Q  G  G  W  R  L  L  A 
      A  A  R  S  E  D  I  L  P  P  P  R  L  L  W  P  T  L  P  L  V  T  S  T  Q  Y  R  V  A  G  G  F  L  L
       P  P  A  A  R  T  S  C  P  R  R  A  C  C  G  R  P  C  R  W  S  L  P  P  S  T  G  W  L  E  A  S  C  
43901 GCCGCCCGCAGCGAGGACATCTTGCCCCCGCCGCGCTTGTTGTGGCCGACCTTGCCGTTGGTCACTTCCACCCAGTACAGGGTGGCTGGAGGCTTCTTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       H  I  V  P  I  A  P  N  S  G  S  R  A  L  P  S  G  R  P  Q  R  C  S  A  W  L  W  M  L  T  C  W  L  
        I  S  F  P  S  R  R  T  P  A  A  G  R  C  R  P  V  G  P  R  G  A  A  R  G  C  G  C  *  R  A  G  W 
      S  Y  R  S  H  R  A  E  L  R  Q  Q  G  A  A  V  R  S  A  P  E  V  Q  R  V  V  V  D  V  D  V  L  A  G
44001 TCATATCGTTCCCATCGCGCCGAACTCCGGCAGCAGGGCGCTGCCGTCCGGTCGGCCCCAGAGGTGCAGCGCGTGGTTGTGGATGTTGACGTGCTGGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  G  A  N  T  *  *  A  *  P  S  G  H  T  A  *  C  K  A  C  R  S  Q  *  D  G  I  R  A  G  R  L  M  E
       A  G  R  T  P  D  R  R  S  R  P  A  T  P  P  D  A  R  P  A  G  P  S  R  T  G  S  G  P  A  G  *  W  
        R  G  E  H  L  I  G  V  A  V  R  P  H  R  L  M  Q  G  L  Q  V  P  V  G  R  D  Q  G  R  P  A  D  G 
44101 GGCGGGGCGAACACCTGATAGGCGTAGCCGTCCGGCCACACCGCCTGATGCAAGGCCTGCAGGTCCCAGTAGGACGGGATCAGGGCCGGCCGGCTGATGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  C  T  H  S  P  S  A  P  G  M  P  G  M  S  E  Q  L  M  M  I  R  A  P  S  S  *  R  S  I  V  Q  P 
      R  R  A  P  I  H  R  P  R  R  E  C  R  A  C  R  S  S  *  *  *  S  G  R  R  R  R  S  D  P  S  S  S  H
       G  V  H  P  F  T  V  R  A  G  N  A  G  H  V  G  A  A  D  D  D  P  G  A  V  V  V  A  I  H  R  P  A  
44201 AGGCGTGCACCCATTCACCGTCCGCGCCGGGAATGCCGGGCATGTCGGAGCAGCTGATGATGATCCGGGCGCCGTCGTCGTAGCGATCCATCGTCCAGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  G  P  N  F  S  G  T  P  H  A  L  R  P  R  R  W  R  I  F  R  M  S  M  V  L  T  G  P  P  P  R  S  
        P  G  R  T  S  P  A  R  P  T  P  C  G  R  G  A  G  G  S  S  E  C  R  W  C  S  Q  V  P  L  R  D  H 
      I  R  A  E  L  L  R  H  A  P  R  L  A  A  E  A  L  A  D  L  Q  N  V  D  G  A  H  R  S  P  S  E  I  M
44301 ATCCGGGCCGAACTTCTCCGGCACGCCCCACGCCTTGCGGCCGAGGCGCTGGCGGATCTTCAGAATGTCGATGGTGCTCACAGGTCCCCCTCCGAGATCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      C  C  R  *  R  G  E  R  A  A  G  R  C  S  R  C  I  P  R  *  T  H  P  A  G  R  G  R  S  A  R  C  R  L
       A  V  A  D  G  G  N  V  Q  P  V  V  A  A  G  A  F  Q  G  E  L  T  Q  Q  V  E  V  D  L  H  G  A  A  
        L  S  L  T  G  G  T  C  S  R  S  L  Q  P  V  H  S  K  V  N  S  P  S  R  S  R  S  I  C  T  V  P  P 
44401 TGCTGTCGCTGACGGGGGGAACGTGCAGCCGGTCGTTGCAGCCGGTGCATTCCAAGGTGAACTCACCCAGCAGGTCGAGGTCGATCTGCACGGTGCCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  P  A  W  C  P  V  P  S  V  R  T  A  L  R  S  R  T  R  R  C  T  *  S  A  V  A  L  E  F  Q  P  F 
      W  L  L  R  G  V  Q  F  R  Q  F  V  P  P  S  A  V  A  L  G  G  V  L  D  Q  Q  W  H  *  S  S  S  L  S
       G  S  C  V  V  S  S  S  V  S  S  Y  R  P  P  Q  S  H  S  A  V  Y  L  I  S  S  G  I  R  V  P  A  F  
44501 TGGCTCCTGCGTGGTGTCCAGTTCCGTCAGTTCGTACCGCCCTCCGCAGTCGCACTCGGCGGTGTACTTGATCAGCAGTGGCATTAGAGTTCCAGCCTTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  D  L  F  I  Q  R  I  R  L  R  G  A  V  V  P  A  L  L  G  V  G  V  L  D  V  A  L  V  G  D  E  V  
        L  I  S  S  F  S  A  F  A  S  G  E  R  S  S  L  R  C  W  V  *  E  S  S  T  L  R  W  *  A  M  R  L 
      P  *  S  L  H  S  A  H  S  P  P  G  S  G  R  P  C  A  A  G  C  R  S  P  R  R  C  A  G  R  R  *  G  W
44601 CCTTGATCTCTTCATTCAGCGCATTCGCCTCCGGGGAGCGGTCGTCCCTGCGCTGCTGGGTGTAGGAGTCCTCGACGTTGCGCTGGTAGGCGATGAGGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  G  A  L  L  V  G  Q  R  Q  G  R  V  H  L  R  L  G  R  S  H  R  C  R  G  Q  R  D  V  D  V  R  V  L
       A  V  R  C  S  *  A  S  A  R  V  A  F  T  C  A  S  A  E  A  I  G  V  G  G  S  G  M  L  M  C  G  S  
        R  C  A  A  R  R  P  A  P  G  S  R  S  P  A  P  R  P  K  P  S  V  S  G  A  A  G  C  *  C  A  G  P 
44701 GGCGGTGCGCTGCTCGTAGGCCAGCGCCAGGGTCGCGTTCACCTGCGCCTCGGCCGAAGCCATCGGTGTCGGGGGCAGCGGGATGTTGATGTGCGGGTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  F  A  P  P  H  Q  R  T  G  P  G  G  V  G  V  A  H  L  I  L  S  P  L  M  T  R  W  S  F  R  R  S 
      S  L  S  R  H  L  I  S  A  Q  A  R  A  V  *  G  L  L  I  *  S  S  V  R  *  *  R  A  G  A  S  G  A  P
       R  F  R  A  T  S  S  A  H  R  P  G  R  C  R  G  C  S  F  D  P  Q  S  A  D  D  A  L  E  L  Q  A  L  
44801 TCGCTTTCGCGCCACCTCATCAGCGCACAGGCCCGGGCGGTGTAGGGGTTGCTCATTTGATCCTCAGTCCGCTGATGACGCGCTGGAGCTTCAGGCGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  L  S  V  M  L  T  S  S  T  P  S  Q  S  Q  T  C  M  A  S  A  T  V  S  T  W  I  S  P  F  S  N  G  
        R  C  R  *  C  *  R  P  P  R  P  P  S  R  R  P  A  W  P  R  R  R  S  P  R  G  S  A  R  S  R  T  A 
      R  V  V  G  D  V  D  V  L  H  A  L  P  V  A  D  L  H  G  L  G  D  G  L  H  V  D  Q  P  V  L  E  R  Q
44901 CGCGTTGTCGGTGATGTTGACGTCCTCCACGCCCTCCCAGTCGCAGACCTGCATGGCCTCGGCGACGGTCTCCACGTGGATCAGCCCGTTCTCGAACGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  A  S  M  W  A  R  E  T  A  P  A  P  M  M  Y  W  H  R  V  P  P  T  V  W  T  P  G  A  L  I  R  P  T
       A  P  R  C  G  R  G  R  R  P  R  R  R  *  C  T  G  T  G  C  P  R  R  C  G  R  R  G  R  *  S  V  R  
        R  L  D  V  G  E  G  D  G  P  G  A  D  D  V  L  A  P  G  A  P  D  G  V  D  A  G  G  A  D  P  S  D 
45001 AGCGCCTCGATGTGGGCGAGGGAGACGGCCCCGGCGCCGATGATGTACTGGCACCGGGTGCCCCCGACGGTGTGGACGCCGGGGGCGCTGATCCGTCCGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        F  D  G  P  S  R  K  P  G  Q  *  R  T  G  V  S  A  S  S  P  L  I  C  *  S  R  S  G  G  A  G  T  R 
      P  S  T  G  R  H  G  S  P  A  S  S  G  R  G  C  P  R  P  A  R  S  F  A  D  P  E  V  A  A  Q  E  R  D
       L  R  R  A  V  T  E  A  R  P  V  A  D  G  G  V  R  V  Q  P  A  H  L  L  I  P  K  W  R  R  R  N  A  
45101 CCTTCGACGGGCCGTCACGGAAGCCCGGCCAGTAGCGGACGGGGGTGTCCGCGTCCAGCCCGCTCATTTGCTGATCCCGAAGTGGCGGCGCAGGAACGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  R  R  W  C  G  P  G  I  P  S  C  P  G  A  S  P  A  R  R  S  S  R  R  V  R  A  G  P  A  G  A  P  
        P  D  G  G  V  A  L  G  F  P  A  V  Q  V  L  L  Q  R  G  D  H  P  A  G  C  G  L  A  Q  R  V  L  R 
      I  P  T  V  V  W  P  W  D  S  Q  L  S  R  C  F  S  S  E  A  I  I  P  P  G  A  G  W  P  S  G  C  S  A
45201 ATCCCGACGGTGGTGTGGCCCTGGGATTCCCAGCTGTCCAGGTGCTTCTCCAGCGAGGCGATCATCCCGCCGGGTGCGGGCTGGCCCAGCGGGTGCTCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  S  W  E  R  R  P  G  R  G  R  S  R  T  S  W  *  C  R  P  E  C  Q  G  P  A  P  R  T  T  R  C  R  R
       V  A  G  S  V  G  R  V  G  D  G  L  G  H  R  G  D  V  V  L  N  V  R  V  Q  R  P  G  P  L  D  V  G  
        *  L  G  A  S  A  G  S  G  T  V  S  D  I  V  V  M  S  S  *  M  S  G  S  S  A  P  D  H  S  M  *  A 
45301 CGTAGCTGGGAGCGTCGGCCGGGTCGGGGACGGTCTCGGACATCGTGGTGATGTCGTCCTGAATGTCAGGGTCCAGCGCCCCGGACCACTCGATGTAGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  R  W  R  R  A  P  P  P  G  G  G  G  S  R  R  R  R  *  C  P  A  G  A  G  H  R  S  I  Q  R  C  G 
      V  G  D  G  A  V  P  L  R  P  E  V  A  D  H  V  V  V  V  D  A  P  L  V  Q  V  I  E  V  S  K  G  A  V
       S  A  M  A  P  C  P  S  A  R  R  W  R  I  T  S  S  S  L  M  P  R  W  C  R  S  S  K  Y  P  K  V  R  
45401 GTCGGCGATGGCGCCGTGCCCCTCCGCCCGGAGGTGGCGGATCACGTCGTCGTCGTTGATGCCCCGCTGGTGCAGGTCATCGAAGTATCCAAAGGTGCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  A  R  F  S  A  R  C  R  S  A  S  S  S  V  R  C  A  R  C  C  Q  S  L  R  S  H  L  L  P  D  V  R  
        E  P  A  F  Q  R  D  V  D  P  H  L  R  Q  C  G  A  L  G  V  V  S  H  C  V  L  T  Y  C  R  T  S  G 
      S  S  P  L  F  S  A  M  S  I  R  I  F  V  S  A  V  R  S  V  L  S  V  I  A  F  S  L  T  A  G  R  P  A
45501 TCGAGCCCGCTTTTCAGCGCGATGTCGATCCGCATCTTCGTCAGTGCGGTGCGCTCGGTGTTGTCAGTCATTGCGTTCTCACTTACTGCCGGACGTCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  L  R  D  S  Y  W  G  E  F  A  V  L  A  E  D  H  D  L  P  A  G  G  A  F  G  L  H  Q  H  Q  Q  F  H
       G  Y  G  I  L  I  G  E  S  L  P  S  L  R  R  T  M  I  S  P  P  A  A  R  S  D  S  T  S  T  S  S  S  
        V  T  G  F  L  L  G  R  V  C  R  P  C  G  G  P  *  S  P  R  R  R  R  V  R  T  P  P  A  P  A  V  P 
45601 CGGTTACGGGATTCTTATTGGGGAGAGTTTGCCGTCCTTGCGGAGGACCATGATCTCCCCGCCGGCGGCGCGTTCGGACTCCACCAGCACCAGCAGTTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  G  L  H  A  A  G  G  G  A  A  G  P  F  L  Q  P  A  Q  P  V  A  G  F  L  G  G  P  H  A  E  P  A 
      T  A  D  S  T  L  R  E  E  V  R  P  V  H  S  F  S  Q  R  S  Q  S  Q  V  S  L  V  A  H  T  R  S  L  P
       P  R  T  P  R  C  G  R  R  C  G  R  S  I  P  S  A  S  A  A  S  R  R  F  P  W  W  P  T  R  G  A  C  
45701 ACCGCGGACTCCACGCTGCGGGAGGAGGTGCGGCCGGTCCATTCCTTCAGCCAGCGCAGCCAGTCGCAGGTTTCCTTGGTGGCCCACACGCGGAGCCTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  P  Q  P  V  T  R  A  L  S  H  R  R  F  R  S  A  R  R  T  G  Q  R  P  G  R  P  G  S  A  P  R  S  
        G  R  S  P  *  P  G  P  S  V  T  G  G  F  V  Q  H  D  V  P  G  N  V  P  G  G  P  G  Q  R  P  D  Q 
      R  A  A  A  R  D  P  G  P  Q  S  P  A  V  S  F  S  T  T  Y  R  A  T  S  R  A  A  R  V  S  A  P  I  S
45801 CGGGCCGCAGCCCGTGACCCGGGCCCTCAGTCACCGGCGGTTTCGTTCAGCACGACGTACCGGGCAACGTCCCGGGCGGCCCGGGTCAGCGCCCCGATCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  R  S  G  C  R  R  W  H  T  A  R  R  R  P  P  R  S  R  R  G  R  S  R  W  R  C  S  R  P  T  G  A  R
       F  D  R  G  A  V  D  G  T  L  P  E  G  D  R  H  V  V  V  V  A  V  L  V  G  G  V  P  V  R  Q  G  L  
        S  I  G  V  P  *  M  A  H  C  P  K  A  T  A  T  *  S  S  W  P  F  S  L  A  V  F  P  S  D  R  G  S 
45901 GTTCGATCGGGGTGCCGTAGATGGCACACTGCCCGAAGGCGACCGCCACGTAGTCGTCGTGGCCGTTCTCGTTGGCGGTGTTCCCGTCCGACAGGGGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  R  G  R  R  L  R  G  V  R  R  R  G  P  I  Q  L  C  R  S  C  C  D  S  S  R  R  H  S  G  P  P  E 
      V  P  G  V  D  A  C  V  A  F  G  G  V  G  P  F  N  S  V  A  H  A  V  I  P  L  G  G  I  P  V  P  R  K
       F  P  G  *  T  P  A  W  R  S  E  A  W  A  H  S  T  L  S  L  M  L  *  F  L  S  A  A  F  R  S  P  G  
46001 GTTCCCGGGGTAGACGCCTGCGTGGCGTTCGGAGGCGTGGGCCCATTCAACTCTGTCGCTCATGCTGTGATTCCTCTCGGCGGCATTCCGGTCCCCCGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  A  H  L  V  A  E  P  G  L  L  G  P  G  E  A  G  G  A  F  P  L  E  D  L  V  G  G  P  G  L  R  H  
        R  L  I  W  L  R  S  R  A  C  S  A  R  A  R  R  A  A  R  S  R  W  K  I  S  S  A  A  R  A  C  A  T 
      S  G  S  S  G  C  G  A  G  P  A  R  P  G  R  G  G  R  R  V  P  A  G  R  S  R  R  R  P  G  P  A  P  P
46101 AGCGGCTCATCTGGTTGCGGAGCCGGGCCTGCTCGGCCCGGGCGAGGCGGGCGGCGCGTTCCCGCTGGAAGATCTCGTCGGCGGCCCGGGCCTGCGCCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  R  L  A  V  A  L  A  V  A  P  D  R  P  R  G  N  V  R  A  A  D  L  G  P  V  A  G  G  A  A  A  L  L
       P  A  S  L  *  R  W  P  L  P  L  T  G  R  G  G  T  S  E  P  R  T  L  A  R  L  Q  V  A  Q  R  P  S  
        P  P  R  C  S  A  G  R  C  P  *  P  A  A  G  E  R  P  S  R  G  P  W  P  G  C  R  W  R  S  G  P  P 
46201 CCCCGCCTCGCTGTAGCGCTGGCCGTTGCCCCTGACCGGCCGCGGGGGAACGTCCGAGCCGCGGACCTTGGCCCGGTTGCAGGTGGCGCAGCGGCCCTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        H  P  H  D  G  V  G  E  L  V  D  A  H  V  R  G  A  G  H  A  I  A  G  P  G  A  D  P  Q  L  G  L  P 
      F  T  R  T  T  V  S  G  N  S  L  M  L  M  F  E  V  R  V  M  R  L  Q  D  P  V  Q  T  R  N  W  G  S  R
       S  P  A  R  R  C  R  G  T  R  *  C  S  C  S  R  C  G  S  C  D  C  R  T  R  C  R  P  A  T  G  A  P  
46301 TTCACCCGCACGACGGTGTCGGGGAACTCGTTGATGCTCATGTTCGAGGTGCGGGTCATGCGATTGCAGGACCCGGTGCAGACCCGCAACTGGGGCTCCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       H  Q  N  S  T  S  T  S  S  M  G  V  S  F  Q  W  S  L  P  T  I  R  *  L  S  V  M  S  T  S  P  P  I  
        I  R  T  A  P  P  R  P  R  W  G  S  A  S  S  G  P  C  R  P  S  G  S  S  R  S  C  R  R  A  R  P  S 
      A  S  E  Q  H  L  H  V  L  D  G  G  Q  L  P  V  V  L  A  D  H  Q  V  A  L  G  H  V  D  E  P  A  H  P
46401 GCATCAGAACAGCACCTCCACGTCCTCGATGGGGGTCAGCTTCCAGTGGTCCTTGCCGACCATCAGGTAGCTCTCGGTCATGTCGACGAGCCCGCCCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  C  R  T  R  M  R  W  S  S  V  T  L  V  *  V  V  A  S  G  A  C  S  R  *  W  P  G  F  G  R  S  S  A
       A  A  G  P  G  C  G  G  R  P  *  L  W  C  R  S  S  R  R  G  P  A  A  G  S  G  R  A  S  G  A  R  R  
        L  Q  D  Q  D  A  V  V  V  R  D  S  G  V  G  R  R  V  G  G  L  Q  Q  V  V  A  G  L  R  A  L  V  G 
46501 CGCTGCAGGACCAGGATGCGGTGGTCGTCCGTGACTCTGGTGTAGGTCGTCGCGTCGGGGGCCTGCAGCAGGTAGTGGCCGGGCTTCGGGCGCTCGTCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  F  F  S  T  S  V  R  C  R  C  R  A  S  A  F  T  A  M  L  Y  A  Q  L  G  F  A  V  L  E  A  V  A 
      P  A  S  S  P  R  P  *  G  A  G  A  E  R  A  R  S  P  P  C  C  T  P  S  W  G  S  R  S  W  K  R  S  L
       Q  L  L  L  H  V  R  E  V  P  V  Q  S  E  R  V  H  R  H  V  V  R  P  V  G  V  R  G  L  G  S  G  R  
46601 CCAGCTTCTTCTCCACGTCCGTGAGGTGCCGGTGCAGAGCGAGCGCGTTCACCGCCATGTTGTACGCCCAGTTGGGGTTCGCGGTCTTGGAAGCGGTCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  S  G  P  E  P  H  L  *  *  C  L  R  S  S  I  S  L  A  A  Y  S  I  S  S  T  G  M  N  T  N  F  S  
        P  P  G  R  S  R  T  C  S  S  A  C  A  P  R  S  R  W  R  R  T  R  F  P  P  R  G  *  T  R  T  S  P 
      F  L  R  A  G  A  A  L  V  V  V  L  A  L  L  D  L  V  G  G  V  L  D  F  L  H  G  D  E  H  E  L  L  L
46701 TTCCTCCGGGCCGGAGCCGCACTTGTAGTAGTGCTTGCGCTCCTCGATCTCGTTGGCGGCGTACTCGATTTCCTCCACGGGGATGAACACGAACTTCTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      *  S  S  W  S  M  S  R  A  Q  E  V  *  S  P  S  S  M  P  L  S  A  S  L  P  S  R  W  T  R  T  S  A  G
       E  V  P  G  R  C  R  G  R  R  R  C  S  R  R  P  A  C  R  C  R  R  V  C  R  A  G  G  R  E  R  L  R  
        K  F  L  V  D  V  E  G  A  G  G  V  V  A  V  Q  H  A  A  V  G  E  F  A  E  P  V  D  E  N  V  C  G 
46801 TGAAGTTCCTGGTCGATGTCGAGGGCGCAGGAGGTGTAGTCGCCGTCCAGCATGCCGCTGTCGGCGAGTTTGCCGAGCCGGTGGACGAGAACGTCTGCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  S  V  I  V  G  L  L  Y  G  P  K  F  T  H  L  C  W  L  P  E  V  T  V  D  L  F  Q  G  V  H  V  V 
      V  F  Q  S  L  W  D  S  F  T  V  Q  N  S  L  I  F  A  G  C  Q  R  S  R  S  T  S  F  R  E  F  M  S  W
       C  F  S  H  C  G  T  P  L  R  S  K  I  H  S  S  L  L  A  A  R  G  H  G  R  P  L  S  G  S  S  C  R  
46901 GTGTTTCAGTCATTGTGGGACTCCTTTACGGTCCAAAATTCACTCATCTTTGCTGGCTGCCAGAGGTCACGGTCGACCTCTTTCAGGGAGTTCATGTCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  V  Q  Q  P  L  V  V  A  A  E  R  D  G  G  P  G  V  P  V  L  A  E  L  L  R  E  N  D  A  H  V  P  
        G  F  S  S  P  S  S  S  P  R  S  G  T  V  V  Q  A  Y  Q  S  S  P  N  F  C  A  R  M  T  P  M  Y  P 
      G  G  S  A  A  P  R  R  R  R  G  A  G  R  W  S  R  R  T  S  P  R  R  T  S  A  R  E  *  R  P  C  T  R
47001 GGGGGTTCAGCAGCCCCTCGTCGTCGCCGCGGAGCGGGACGGTGGTCCAGGCGTACCAGTCCTCGCCGAACTTCTGCGCGAGAATGACGCCCATGTACCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  P  E  D  H  L  R  H  A  G  D  G  R  E  G  E  L  Q  R  F  E  F  R  V  H  H  L  A  D  V  G  A  A  V
       S  P  R  T  T  C  G  M  P  G  M  V  G  K  V  N  F  S  A  S  S  S  A  S  T  T  L  P  T  L  V  R  R  
        P  R  G  P  P  A  A  C  R  G  W  S  G  R  *  T  S  A  L  R  V  P  R  P  P  P  C  R  R  W  C  G  G 
47101 GTCCCCGAGGACCACCTGCGGCATGCCGGGGATGGTCGGGAAGGTGAACTTCAGCGCTTCGAGTTCCGCGTCCACCACCTTGCCGACGTTGGTGCGGCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  N  A  N  A  G  V  A  V  A  A  P  S  V  Q  R  R  G  L  G  V  V  V  L  V  S  H  D  P  Q  F  P  P 
      Y  G  T  Q  M  P  E  S  R  S  R  R  H  P  F  S  G  A  A  L  G  S  S  S  W  Y  P  M  T  H  S  S  H  H
       T  E  R  K  C  R  S  R  G  R  G  A  I  R  S  A  A  R  P  W  G  R  R  P  G  I  P  *  P  T  V  P  T  
47201 TACGGAACGCAAATGCCGGAGTCGCGGTCGCGGCGCCATCCGTTCAGCGGCGCGGCCTTGGGGTCGTCGTCCTGGTATCCCATGACCCACAGTTCCCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  P  A  D  G  E  V  V  P  A  D  P  L  A  V  L  L  Q  A  L  V  E  P  F  V  A  C  V  E  F  S  F  P  
        P  L  R  M  E  K  L  C  R  P  I  R  S  P  Y  S  F  R  R  S  L  N  L  S  *  P  A  S  S  S  A  F  H 
      I  P  C  G  W  R  S  C  A  G  R  S  A  R  R  T  P  S  G  A  R  *  T  F  R  S  L  R  R  V  Q  L  S  M
47301 ATCCCCTGCGGATGGAGAAGTTGTGCCGGCCGATCCGCTCGCCGTACTCCTTCAGGCGCTCGTTGAACCTTTCGTAGCCTGCGTCGAGTTCAGCTTTCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      C  V  N  T  R  R  V  G  G  L  E  Y  C  G  G  W  A  F  C  H  N  G  Y  S  S  *  V  G  W  V  G  Q  G  P
       A  S  I  R  A  G  S  V  A  L  N  T  A  V  G  G  R  S  A  I  M  V  T  P  P  E  L  G  G  L  G  R  V  
        R  Q  Y  A  P  G  R  W  P  *  I  L  R  W  V  G  V  L  P  *  W  L  L  L  L  S  W  V  G  W  A  G  S 
47401 TGCGTCAATACGCGCCGGGTCGGTGGCCTTGAATACTGCGGTGGGTGGGCGTTCTGCCATAATGGTTACTCCTCCTGAGTTGGGTGGGTTGGGCAGGGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  A  R  T  L  P  F  C  C  L  G  F  V  D  A  A  P  L  T  A  E  G  F  P  A  E  G  V  A  Q  R  L  Q 
      R  G  H  G  P  C  L  F  A  V  *  A  S  W  M  L  R  H  S  L  R  R  G  S  P  R  R  V  L  L  S  V  S  S
       A  G  T  D  P  A  F  L  L  S  R  L  R  G  C  C  A  T  H  C  G  G  V  P  R  G  G  C  C  S  A  S  P  
47501 CGCGGGCACGGACCCTGCCTTTTTGCTGTCTAGGCTTCGTGGATGCTGCGCCACTCACTGCGGAGGGGTTCCCCGCGGAGGGTGTTGCTCAGCGTCTCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       H  V  P  Q  F  L  G  V  E  A  G  G  V  D  A  D  L  V  E  P  H  P  H  R  A  L  E  V  D  D  H  A  G  
        M  S  P  S  S  L  A  S  K  P  V  E  S  M  R  I  L  S  S  P  T  P  T  V  P  S  K  S  M  T  T  R  G 
      A  C  P  P  V  P  W  R  R  S  R  W  S  R  C  G  S  C  R  A  P  P  P  P  C  P  R  S  R  *  P  R  G  G
47601 GCATGTCCCCCAGTTCCTTGGCGTCGAAGCCGGTGGAGTCGATGCGGATCTTGTCGAGCCCCACCCCCACCGTGCCCTCGAAGTCGATGACCACGCGGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  F  A  H  G  D  H  V  V  E  D  F  F  G  R  G  V  Q  L  E  L  P  E  L  E  V  D  A  M  V  L  V  L  L
       D  S  P  M  V  I  M  *  S  R  T  S  S  G  G  E  S  S  W  N  S  R  N  S  R  S  T  P  W  F  S  C  C  
        I  R  P  W  *  S  C  S  R  G  L  L  R  A  G  S  P  V  G  T  P  G  T  R  G  R  R  H  G  S  R  V  A 
47701 GGATTCGCCCATGGTGATCATGTAGTCGAGGACTTCTTCGGGCGGGGAGTCCAGTTGGAACTCCCGGAACTCGAGGTCGACGCCATGGTTCTCGTGTTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  H  V  S  R  F  L  P  D  V  R  R  L  F  S  G  L  R  L  V  K  Q  F  L  E  F  V  H  R  E  V  P  D 
      S  V  M  S  V  A  F  C  R  T  S  G  G  Y  F  L  V  C  A  L  *  S  S  S  S  N  L  S  I  G  K  S  R  M
       L  S  C  Q  S  L  S  A  G  R  P  A  V  I  F  W  S  A  P  C  K  A  V  P  R  I  C  P  S  G  S  P  G  
47801 TCTGTCATGTCAGTCGCTTTCTGCCGGACGTCCGGCGGTTATTTTCTGGTCTGCGCCTTGTAAAGCAGTTCCTCGAATTTGTCCATCGGGAAGTCCCGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  D  P  P  L  L  L  E  L  D  A  D  V  L  I  G  A  L  D  R  A  G  V  G  E  L  V  Q  R  E  D  T  P  
        M  I  H  P  F  F  L  N  S  M  R  M  S  S  S  E  P  S  T  G  R  A  W  E  N  S  S  S  A  K  I  H  P 
      *  *  S  T  P  S  S  *  T  R  C  G  C  P  H  R  S  P  R  Q  G  G  R  G  R  T  R  P  A  R  R  Y  T  R
47901 TGATGATCCACCCCTTCTTCTTGAACTCGATGCGGATGTCCTCATCGGAGCCCTCGACAGGGCGGGCGTGGGAGAACTCGTCCAGCGCGAAGATACACCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  D  R  D  D  D  G  D  H  I  F  L  P  R  L  S  A  S  R  W  S  A  V  C  R  V  Q  R  L  T  F  S  V  P
       G  T  E  M  M  T  G  I  I  F  S  F  R  G  C  R  R  R  A  G  L  R  C  A  G  C  R  G  *  P  S  P  C  
        G  P  R  *  *  R  G  S  Y  F  P  S  E  V  V  G  V  A  L  V  C  G  V  P  G  A  E  A  D  L  L  R  A 
48001 GGGGACCGAGATGATGACGGGGATCATATTTTCCTTCCGAGGTTGTCGGCGTCGCGCTGGTCTGCGGTGTGCCGGGTGCAGAGGCTGACCTTCTCCGTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        W  V  R  T  *  T  T  S  P  T  A  F  A  S  P  S  R  T  A  V  R  H  L  S  H  G  S  R  R  P  L  C  R 
      R  G  C  G  R  R  P  R  R  R  Q  R  S  H  H  R  H  G  P  R  S  G  T  C  R  T  G  A  A  A  P  C  A  G
       V  G  A  D  V  D  H  V  A  D  S  V  R  I  T  V  T  D  R  G  Q  A  P  V  A  R  E  P  P  P  L  V  P  
48101 CGTGGGTGCGGACGTAGACCACGTCGCCGACAGCGTTCGCATCACCGTCACGGACCGCGGTCAGGCACCTGTCGCACGGGAGCCGCCGCCCCTTGTGCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  Q  R  T  P  A  A  F  A  L  S  D  R  D  C  S  R  T  G  F  G  S  G  T  S  M  S  S  G  R  G  T  S  
        P  S  A  H  R  R  P  S  P  C  L  T  V  T  A  H  G  R  A  S  V  R  A  R  R  C  P  A  A  G  A  R  R 
      D  P  A  H  T  G  G  L  R  L  V  *  P  *  L  L  T  D  G  L  R  F  G  H  V  D  V  Q  R  Q  G  H  V  D
48201 GACCCAGCGCACACCGGCGGCCTTCGCCTTGTCTGACCGTGACTGCTCACGGACGGGCTTCGGTTCGGGCACGTCGATGTCCAGCGGCAGGGGCACGTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      I  H  S  C  G  V  F  L  R  G  S  R  L  T  *  C  S  P  P  W  G  W  G  R  A  A  C  V  P  R  P  P  P  S
       S  I  P  A  G  F  S  C  G  G  A  G  S  L  D  V  A  L  H  G  G  G  A  G  L  P  A  Y  L  G  L  R  L  
        P  F  L  R  G  F  L  A  G  E  Q  A  H  L  M  *  P  S  M  G  V  G  P  G  C  L  R  T  S  A  S  A  F 
48301 ATCCATTCCTGCGGGGTTTTCTTGCGGGGGAGCAGGCTCACTTGATGTAGCCCTCCATGGGGGTGGGGCCGGGCTGCCTGCGTACCTCGGCCTCCGCCTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  V  R  S  C  A  G  A  *  W  T  W  P  P  R  R  R  C  *  R  R  R  A  P  P  P  R  R  S  A  T  *  R 
      Q  Q  F  D  L  A  L  V  P  D  G  R  G  H  P  D  D  D  A  D  G  G  E  R  H  H  P  E  D  Q  P  H  E  G
       S  S  S  I  L  R  W  C  L  M  D  V  A  T  P  T  T  M  L  T  A  A  S  A  T  T  P  K  I  S  H  M  K  
48401 CAGCAGTTCGATCTTGCGCTGGTGCCTGATGGACGTGGCCACCCCGACGACGATGCTGACGGCGGCGAGCGCCACCACCCCGAAGATCAGCCACATGAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  R  P  R  F  P  D  S  Y  G  Q  S  L  S  I  L  S  G  Q  A  L  V  A  P  G  E  E  S  V  V  C  R  V  
        D  A  H  G  F  Q  I  H  T  V  S  L  F  L  F  C  R  A  R  R  S  L  R  P  A  R  K  A  L  C  A  A  L 
      A  T  P  T  V  S  R  F  I  R  S  V  S  F  Y  S  V  G  P  G  A  R  C  A  R  R  G  K  R  C  V  P  R  *
48501 GCGACGCCCACGGTTTCCAGATTCATACGGTCAGTCTCTTTCTATTCTGTCGGGCCAGGCGCTCGTTGCGCCCGGCGAGGAAAGCGTTGTGTGCCGCGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      D  L  G  R  G  G  G  G  P  A  G  L  G  G  G  P  G  S  A  A  G  P  G  R  G  Q  G  A  L  L  P  L  A  G
       T  S  A  G  V  E  E  D  P  R  A  L  V  E  G  Q  G  L  P  R  G  R  G  G  G  R  V  P  S  S  R  W  R  
        P  R  P  G  W  R  R  T  R  G  P  W  W  R  A  R  V  C  R  G  A  G  A  G  A  G  C  P  P  P  A  G  G 
48601 GACCTCGGCCGGGGTGGAGGAGGACCCGCGGGCCTTGGTGGAGGGCCAGGGTCTGCCGCGGGGCCGGGGCGGGGGCAGGGTGCCCTCCTCCCGCTGGCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  V  A  G  V  A  L  G  G  G  G  A  L  D  G  V  R  G  E  V  L  G  H  P  R  R  P  G  Q  A  V  A  L 
      A  R  *  Q  E  W  H  S  V  E  V  A  R  W  M  V  S  G  A  R  C  L  A  I  H  G  G  R  V  R  R  L  H  L
       P  G  S  R  S  G  T  R  W  R  W  R  A  G  W  C  P  G  R  G  A  W  P  S  T  A  A  G  S  G  G  C  T  
48701 GCCCGGTAGCAGGAGTGGCACTCGGTGGAGGTGGCGCGCTGGATGGTGTCCGGGGCGAGGTGCTTGGCCATCCACGGCGGCCGGGTCAGGCGGTTGCACT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  A  A  R  P  D  V  V  A  L  A  V  L  A  L  H  C  S  P  S  A  A  F  F  L  R  R  L  G  S  G  L  G  
        P  L  H  G  R  M  *  S  L  L  R  Y  W  R  F  T  A  R  P  P  P  P  S  S  C  A  A  W  V  R  A  W  A 
      C  R  C  T  A  G  C  S  R  S  C  G  T  G  A  S  L  L  A  L  R  R  L  L  L  A  P  L  G  F  G  L  G  L
48801 TGCCGCTGCACGGCCGGATGTAGTCGCTCTTGCGGTACTGGCGCTTCACTGCTCGCCCTCCGCCGCCTTCTTCTTGCGCCGCTTGGGTTCGGGCTTGGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  G  M  G  R  M  S  S  F  L  Y  A  L  R  V  *  P  F  I  S  A  S  P  I  S  S  Q  R  T  L  W  V  P  V
       W  G  W  G  G  C  P  V  S  C  T  P  C  G  C  S  P  S  S  P  P  P  R  S  P  A  S  G  R  C  G  C  R  
        G  D  G  A  D  V  Q  F  P  V  R  L  A  G  V  A  L  H  L  R  L  P  D  L  Q  P  A  D  V  V  G  A  G 
48901 TTGGGGATGGGGCGGATGTCCAGTTTCCTGTACGCCTTGCGGGTGTAGCCCTTCATCTCCGCCTCCCCGATCTCCAGCCAGCGGACGTTGTGGGTGCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  P  C  T  C  S  S  V  G  L  S  A  F  L  I  F  S  A  A  V  A  I  S  C  A  S  R  *  R  S  T  L  A 
      S  I  P  A  R  V  R  A  W  A  *  V  P  S  *  S  S  P  R  R  S  P  S  P  A  P  P  G  S  A  R  R  W  P
       R  S  L  H  V  F  E  R  G  L  E  C  L  L  D  L  L  R  G  G  R  H  L  L  R  L  P  V  A  L  D  A  G  
49001 TCGATCCCTGCACGTGTTCGAGCGTGGGCTTGAGTGCCTTCTTGATCTTCTCCGCGGCGGTCGCCATCTCCTGCGCCTCCCGGTAGCGCTCGACGCTGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  A  S  G  S  S  I  R  P  R  V  S  V  S  K  P  R  Q  M  V  A  Y  S  H  Q  F  Q  H  Q  S  R  D  M  
        A  P  R  G  P  R  S  G  R  G  C  R  C  R  S  R  G  R  W  W  R  T  R  T  S  S  S  T  S  R  G  T  C 
      Q  R  L  G  V  L  D  Q  A  A  G  V  G  V  E  A  A  A  D  G  G  V  L  A  P  V  P  A  P  V  A  G  H  V
49101 CAGCGCCTCGGGGTCCTCGATCAGGCCGCGGGTGTCGGTGTCGAAGCCGCGGCAGATGGTGGCGTACTCGCACCAGTTCCAGCACCAGTCGCGGGACATG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  F  S  A  S  W  P  L  S  T  A  *  V  T  S  L  I  H  S  S  M  K  P  M  T  S  S  E  *  T  W  K  M  A
       P  S  P  L  P  G  R  *  A  P  R  R  *  R  R  *  S  T  R  R  *  S  R  *  R  P  R  S  R  R  G  R  W  
        L  L  R  F  L  A  V  E  H  R  V  G  D  V  V  D  P  L  V  D  E  A  D  D  V  L  G  V  D  V  E  D  G 
49201 TCCTTCTCCGCTTCCTGGCCGTTGAGCACCGCGTAGGTGACGTCGTTGATCCACTCGTCGATGAAGCCGATGACGTCCTCGGAGTAGACGTGGAAGATGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  G  T  T  S  L  P  E  R  S  K  N  T  S  P  T  R  I  G  *  S  G  F  S  R  P  L  A  M  A  A  L  A 
      R  A  G  R  R  P  C  R  S  G  R  R  T  R  R  R  R  G  S  G  S  R  G  S  A  G  P  W  R  W  L  P  W  R
       V  R  D  D  V  L  A  G  A  V  E  E  H  V  A  D  E  D  R  V  V  G  V  Q  Q  A  L  G  D  G  C  L  G  
49301 CGTGCGGGACGACGTCCTTGCCGGAGCGGTCGAAGAACACGTCGCCGACGAGGATCGGGTAGTCGGGGTTCAGCAGGCCCTTGGCGATGGCTGCCTTGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       *  A  W  T  *  K  I  C  W  R  D  G  P  D  F  L  M  V  S  S  S  A  L  D  L  P  S  Q  M  P  C  M  Y  
        R  R  G  P  E  R  S  A  G  G  T  G  R  T  S  *  W  S  P  V  R  P  W  I  C  R  P  R  C  P  A  C  T 
      V  G  V  D  L  K  D  L  L  A  G  R  A  G  L  L  D  G  L  Q  F  G  L  G  F  A  V  P  D  A  L  H  V  Q
49401 GTAGGCGTGGACCTGAAAGATCTGCTGGCGGGACGGGCCGGACTTCTTGATGGTCTCCAGTTCGGCCTTGGATTTGCCGTCCCAGATGCCCTGCATGTAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  G  A  P  S  M  T  G  R  P  R  S  S  R  S  I  S  P  V  S  S  S  Y  S  N  C  V  I  H  S  S  N  V  T
       A  G  R  R  R  *  R  A  G  R  A  R  R  G  A  F  R  R  S  P  R  R  T  R  T  A  S  S  T  P  R  T  S  
        R  G  A  V  D  D  G  Q  A  A  L  V  E  E  H  F  A  G  L  L  V  V  L  E  L  R  H  P  L  L  E  R  H 
49501 AGCGGGGCGCCGTCGATGACGGGCAGGCCGCGCTCGTCGAGGAGCATTTCGCCGGTCTCCTCGTCGTACTCGAACTGCGTCATCCACTCCTCGAACGTCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  P  S  H  G  T  T  T  S  V  V  P  G  I  S  P  P  E  G  M  G  N  T  S  F  S  W  I  F  H  S  G  W 
      R  T  L  P  T  A  R  R  R  R  W  C  R  G  S  H  R  R  R  G  W  G  T  P  A  S  P  G  F  S  T  P  G  G
       G  P  F  P  R  H  D  D  V  G  G  A  G  D  L  T  A  G  G  D  G  E  H  Q  L  L  L  D  F  P  L  R  V  
49601 CGGACCCTTCCCACGGCACGACGACGTCGGTGGTGCCGGGGATCTCACCGCCGGAGGGGATGGGGAACACCAGCTTCTCCTGGATTTTCCACTCCGGGTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  L  N  S  C  A  S  I  A  S  P  A  T  V  P  *  N  A  A  V  L  S  R  T  S  E  N  G  V  C  F  S  I  
        P  *  T  A  A  P  Q  S  R  R  R  P  R  C  R  R  T  R  R  S  C  P  G  R  R  R  T  G  S  A  S  A  S 
      V  L  E  Q  L  R  L  N  R  V  A  G  H  G  A  V  E  R  G  G  L  V  P  D  V  G  E  R  G  L  L  Q  H  Q
49701 GTCCTTGAACAGCTGCGCCTCAATCGCGTCGCCGGCCACGGTGCCGTAGAACGCGGCGGTCTTGTCCCGGACGTCGGAGAACGGGGTCTGCTTCAGCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  A  A  *  L  R  Q  C  P  R  V  E  M  P  M  N  M  S  C  C  C  L  E  R  S  V  P  F  A  A  F  W  I  P
       A  P  R  S  C  G  S  A  R  G  W  R  C  R  *  T  C  P  A  A  A  W  S  A  R  C  R  S  R  R  S  G  S  
        R  R  V  V  A  A  V  P  E  G  G  D  A  D  E  H  V  L  L  L  L  G  A  L  G  A  V  R  G  V  L  D  P 
49801 AGCGCCGCGTAGTTGCGGCAGTGCCCGAGGGTGGAGATGCCGATGAACATGTCCTGCTGCTGCTTGGAGCGCTCGGTGCCGTTCGCGGCGTTCTGGATCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  Y  H  V  A  A  A  C  R  L  T  R  S  R  S  I  S  V  V  L  S  D  A  S  S  N  G  S  P  S  Q  S  G 
      R  R  T  T  S  R  R  R  A  G  *  R  G  Q  G  R  S  R  W  S  C  P  T  P  V  R  T  G  R  R  P  S  R  G
       G  V  P  R  R  G  G  V  P  V  D  E  V  K  V  D  L  G  G  L  V  R  R  Q  F  E  R  V  A  V  P  V  G  
49901 CGGCGTACCACGTCGCGGCGGCGTGCCGGTTGACGAGGTCAAGGTCGATCTCGGTGGTCTTGTCCGACGCCAGTTCGAACGGGTCGCCGTCCCAGTCGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  V  *  S  V  S  R  S  M  V  M  E  L  S  L  L  V  G  S  D  I  K  G  R  C  G  P  Q  A  G  S  L  R  
        R  C  S  R  C  L  G  R  W  S  W  N  S  V  S  S  W  G  L  T  *  R  G  G  A  A  R  R  P  G  L  C  G 
      V  G  V  V  G  V  *  V  D  G  H  G  T  Q  S  P  R  G  V  *  H  K  G  A  V  R  P  A  G  R  V  S  A  G
50001 GTCGGTGTAGTCGGTGTCTAGGTCGATGGTCATGGAACTCAGTCTCCTCGTGGGGTCTGACATAAAGGGGCGGTGCGGCCCGCAGGCCGGGTCTCTGCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  Q  L  L  V  A  L  L  S  G  L  R  S  R  S  G  I  W  P  V  P  C  G  W  K  I  G  W  R  *  R  A  A  P
       A  S  C  W  S  P  C  S  P  A  F  A  P  A  P  A  S  G  R  S  L  A  G  G  R  S  G  G  V  D  G  P  H  
        P  V  V  G  R  P  A  L  R  P  S  L  P  L  R  H  L  A  G  P  L  R  V  E  D  R  V  A  L  T  G  R  T 
50101 GGCCAGTTGTTGGTCGCCCTGCTCTCCGGCCTTCGCTCCCGCTCCGGCATCTGGCCGGTCCCTTGCGGGTGGAAGATCGGGTGGCGTTGACGGGCCGCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  L  S  G  N  C  R  T  S  G  G  Y  C  C  S  S  T  R  S  W  P  S  M  S  V  C  C  S  S  K  P  S  S 
      R  V  C  R  V  T  A  G  R  P  A  V  T  A  V  R  A  R  A  P  G  P  R  C  R  C  A  V  P  R  S  P  H  R
       G  S  V  G  *  L  P  D  V  R  R  L  L  L  F  E  H  A  L  L  A  L  D  V  G  V  L  F  L  E  A  L  I  
50201 CGGGTCTGTCGGGTAACTGCCGGACGTCCGGCGGTTACTGCTGTTCGAGCACGCGCTCCTGGCCCTCGATGTCGGTGTGCTGTTCCTCGAAGCCCTCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  D  G  S  S  A  T  G  T  P  G  A  A  A  A  S  C  A  A  W  A  N  S  T  G  S  C  C  C  S  A  F  I  
        G  T  G  P  V  R  P  G  R  R  G  R  R  L  L  P  A  R  P  G  R  T  R  P  G  P  A  A  A  R  P  S  S 
      E  G  R  V  Q  C  D  R  D  A  G  G  G  G  C  F  L  R  G  L  G  E  L  D  R  V  L  L  L  L  G  L  H  P
50301 GAGGGACGGGTCCAGTGCGACCGGGACGCCGGGGGCGGCGGCTGCTTCCTGCGCGGCCTGGGCGAACTCGACCGGGTCCTGCTGCTGCTCGGCCTTCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  S  P  R  S  T  S  A  W  A  L  A  C  C  S  G  V  R  E  E  P  G  G  G  P  C  G  A  C  S  A  G  R  A
       S  A  P  A  P  P  A  P  G  R  W  R  A  V  R  G  *  G  R  S  R  A  A  V  P  A  V  P  A  R  R  G  G  
        Q  P  P  L  H  Q  R  L  G  V  G  V  L  F  G  G  E  G  G  A  G  R  R  S  L  R  C  L  L  G  G  A  G 
50401 CTCAGCCCCCGCTCCACCAGCGCCTGGGCGTTGGCGTGCTGTTCGGGGGTGAGGGAGGAGCCGGGCGGCGGTCCCTGCGGTGCCTGCTCGGCGGGGCGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  S  T  M  A  F  I  C  C  A  A  C  C  A  S  T  C  W  R  V  D  S  G  Q  M  A  P  G  A  R  Q  T  L 
      H  P  R  R  W  R  S  S  A  V  L  P  A  A  P  R  P  A  G  G  W  T  A  A  R  W  R  R  G  R  G  R  P  *
       T  L  D  D  G  V  H  L  L  C  C  L  L  R  L  D  L  L  A  G  G  Q  R  P  D  G  A  G  G  E  A  D  P  
50501 CACCCTCGACGATGGCGTTCATCTGCTGTGCTGCCTGCTGCGCCTCGACCTGCTGGCGGGTGGACAGCGGCCAGATGGCGCCGGGGGCGAGGCAGACCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  S  G  A  V  E  P  L  L  *  S  E  R  P  N  W  S  P  R  K  I  A  A  R  L  S  A  S  D  S  A  D  F  
        P  A  G  R  W  S  R  C  C  R  A  R  G  R  T  G  R  R  G  R  S  R  R  V  *  A  H  R  T  L  R  T  S 
      D  Q  R  G  G  G  A  V  V  V  E  R  E  A  E  L  V  A  E  E  D  R  G  A  F  E  R  I  G  L  C  G  L  H
50601 GACCAGCGGGGCGGTGGAGCCGTTGTTGTAGAGCGAGAGGCCGAACTGGTCGCCGAGGAAGATCGCGGCGCGTTTGAGCGCATCGGACTCTGCGGACTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      M  A  M  S  T  D  S  V  K  S  G  C  L  D  P  A  M  A  A  S  V  *  M  A  P  V  W  W  M  V  R  R  T  T
       W  P  C  P  R  T  R  *  S  R  V  A  W  T  R  R  W  R  P  R  C  R  W  R  R  S  G  G  W  S  G  G  R  
        G  H  V  H  G  L  G  E  V  G  L  L  G  P  G  D  G  G  L  G  V  D  G  A  G  L  V  D  G  Q  A  D  D 
50701 ATGGCCATGTCCACGGACTCGGTGAAGTCGGGTTGCTTGGACCCGGCGATGGCGGCCTCGGTGTAGATGGCGCCGGTCTGGTGGATGGTCAGGCGGACGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  L  A  V  V  T  Q  F  I  L  F  G  L  E  A  C  G  C  C  S  A  R  R  I  S  D  S  I  S  S  E  E  N 
      R  P  W  R  W  S  P  S  S  S  C  S  G  W  R  P  A  A  A  A  L  H  A  G  S  R  T  R  S  V  R  R  R  T
       G  L  G  G  G  H  P  V  H  L  V  R  V  G  G  L  R  L  L  L  C  T  Q  D  L  G  L  D  Q  F  G  G  E  
50801 CGGCCTTGGCGGTGGTCACCCAGTTCATCTTGTTCGGGTTGGAGGCCTGCGGCTGCTGCTCTGCACGCAGGATCTCGGACTCGATCAGTTCGGAGGAGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  P  K  P  N  M  R  I  R  V  A  L  M  S  *  A  S  T  *  D  R  P  L  S  E  A  T  R  P  G  L  M  P  
        R  R  S  R  T  C  G  S  G  W  P  *  C  R  R  P  P  R  R  T  G  L  *  A  R  R  P  G  R  G  *  C  L 
      P  A  E  A  E  H  A  D  Q  G  G  L  D  V  V  G  L  H  V  G  Q  A  F  E  R  G  D  P  A  G  V  D  A  C
50901 CCCGCCGAAGCCGAACATGCGGATCAGGGTGGCCTTGATGTCGTAGGCCTCCACGTAGGACAGGCCTTTGAGCGAGGCGACCCGGCCGGGGTTGATGCCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  M  R  A  F  I  W  *  S  V  M  G  V  R  S  G  V  S  V  M  G  P  F  Y  R  S  C  I  R  I  V  K  I  M
       P  *  G  R  S  S  G  S  R  *  W  G  C  V  R  G  C  Q  S  W  D  H  F  T  V  L  V  Y  E  L  S  R  *  
        H  E  G  V  H  L  V  V  G  D  G  G  A  F  G  G  V  S  H  G  T  I  L  P  F  L  Y  T  N  C  Q  D  N 
51001 GCCATGAGGGCGTTCATCTGGTAGTCGGTGATGGGGGTGCGTTCGGGGGTGTCAGTCATGGGACCATTTTACCGTTCTTGTATACGAATTGTCAAGATAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        T  R  N  *  R  V  S  W  S  A  G  R  R  S  K  G  L  E  K  A  R  V  G  G  N  P  H  P  G  L  F  S  A 
      *  R  G  I  D  V  S  V  G  A  L  E  G  V  L  R  A  W  K  R  P  G  *  A  G  T  P  T  R  A  F  S  Q  R
       D  A  E  L  T  C  Q  L  E  R  W  K  A  F  *  G  L  G  K  G  P  G  R  R  E  P  P  P  G  P  F  L  S  
51101 TGACGCGGAATTGACGTGTCAGTTGGAGCGCTGGAAGGCGTTCTAAGGGCTTGGAAAAGGCCCGGGTAGGCGGGAACCCCCACCCGGGCCTTTTCTCAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  G  P  V  T  P  R  P  S  G  P  R  T  P  R  R  S  A  R  G  *  T  A  P  P  A  T  R  *  R  W  R  W  
        Q  G  R  L  R  P  G  R  Q  D  P  A  R  L  E  E  A  L  A  V  E  L  R  R  L  R  L  D  D  V  G  G  G 
      D  R  A  G  Y  A  P  A  V  R  T  P  H  A  S  K  K  R  S  R  L  N  C  A  A  C  D  S  M  T  L  A  V  A
51201 GACAGGGCCGGTTACGCCCCGGCCGTCAGGACCCCGCACGCCTCGAAGAAGCGCTCGCGGTTGAACTGCGCCGCCTGCGACTCGATGACGTTGGCGGTGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  S  P  C  G  A  T  R  R  T  A  A  R  P  R  P  A  G  G  P  R  A  V  R  R  P  G  R  *  R  T  Y  G  T
       G  H  R  V  V  P  H  G  V  Q  L  L  G  L  G  R  R  A  D  P  A  Q  F  V  G  Q  G  G  E  E  L  T  G  
        V  T  V  W  C  H  T  A  Y  S  C  S  A  S  A  G  G  R  T  P  R  S  S  *  A  R  A  V  K  N  L  R  D 
51301 CGGTCACCGTGTGGTGCCACACGGCGTACAGCTGCTCGGCCTCGGCCGGCGGGCGGACCCCGCGCAGTTCGTAGGCCAGGGCGGTGAAGAACTTACGGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  S  P  L  L  P  L  L  L  N  E  E  S  D  D  D  L  V  V  V  D  A  G  D  D  H  V  P  G  A  D  V  R 
      H  A  R  H  Y  F  L  S  S  S  T  K  N  P  M  M  I  S  S  L  S  T  L  V  M  T  T  S  P  A  R  T  S  G
       M  L  A  I  T  S  S  P  P  Q  R  R  I  R  *  *  S  R  R  C  R  R  W  *  *  P  R  P  R  R  G  R  P  
51401 CATGCTCGCCATTACTTCCTCTCCTCCTCAACGAAGAATCCGATGATGATCTCGTCGTTGTCGACGCTGGTGATGACCACGTCCCCGGCGCGGACGTCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  L  E  D  R  L  P  V  L  L  G  R  R  H  R  L  V  H  L  G  P  V  R  R  G  V  K  H  V  L  V  P  L  
        D  L  R  T  V  S  R  S  C  W  A  A  A  T  A  L  S  T  S  D  Q  C  A  G  A  *  S  T  Y  S  C  R  L 
      A  T  *  G  P  S  P  G  P  A  G  P  P  P  P  P  C  P  P  R  T  S  A  P  G  R  E  A  R  T  R  A  A  W
51501 GCGACTTGAGGACCGTCTCCCGGTCCTGCTGGGCCGCCGCCACCGCCTTGTCCACCTCGGACCAGTGCGCCGGGGCGTGAAGCACGTACTCGTGCCGCTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  D  D  S  P  V  G  V  G  G  H  Q  L  V  P  V  E  P  K  P  P  T  P  R  A  L  A  V  R  S  I  T  G  R
       V  M  T  V  R  *  A  *  A  A  I  S  W  S  P  S  S  R  S  R  R  R  R  V  R  W  R  S  G  P  S  P  G  
        *  *  Q  S  G  R  R  R  R  P  S  V  G  P  R  R  A  E  A  A  D  A  A  C  A  G  G  Q  V  H  H  R  A 
51601 GGTGATGACAGTCCGGTAGGCGTAGGCGGCCATCAGTTGGTCCCCGTCGAGCCGAAGCCGCCGACGCCGCGTGCGCTGGCGGTCAGGTCCATCACCGGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Y  S  T  A  V  T  G  W  I  T  S  W  A  M  R  S  R  V  A  T  A  R  R  S  S  P  V  L  W  R  I  T  L 
      G  T  P  P  R  S  P  A  G  S  P  A  G  R  C  G  P  G  W  R  R  R  G  G  H  H  R  C  C  G  E  S  P  *
       V  L  H  R  G  H  R  L  D  H  Q  L  G  D  A  V  P  G  G  D  G  E  E  V  I  T  G  V  V  E  N  H  L  
51701 GGTACTCCACCGCGGTCACCGGCTGGATCACCAGCTGGGCGATGCGGTCCCGGGTGGCGACGGCGAGGAGGTCATCACCGGTGTTGTGGAGAATCACCTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       I  S  P  R  *  P  E  S  I  T  P  P  R  T  S  M  P  C  L  A  A  R  P  E  R  G  L  M  Y  P  T  W  P  
        S  R  P  G  S  R  S  R  S  P  R  R  G  R  R  C  H  A  W  R  R  G  R  S  A  A  *  C  T  R  R  G  P 
      D  L  A  P  V  A  G  V  D  H  P  A  E  D  V  D  A  M  L  G  G  E  A  G  A  R  L  D  V  P  D  V  A  L
51801 GATCTCGCCCCGGTAGCCGGAGTCGATCACCCCGCCGAGGACGTCGATGCCATGCTTGGCGGCGAGGCCGGAGCGCGGCTTGATGTACCCGACGTGGCCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  G  M  A  T  A  S  P  V  G  M  V  A  R  W  P  G  W  I  T  A  L  P  T  A  A  R  S  K  P  A  S  S  G
       R  G  W  R  R  P  A  R  W  E  W  W  R  A  G  R  G  G  S  P  H  C  P  R  R  R  G  R  S  P  H  R  R  
        G  D  G  D  G  Q  P  G  G  N  G  G  A  L  A  G  V  D  H  R  I  A  H  G  G  E  V  E  A  R  I  V  G 
51901 TCGGGGATGGCGACGGCCAGCCCGGTGGGAATGGTGGCGCGCTGGCCGGGGTGGATCACCGCATTGCCCACGGCGGCGAGGTCGAAGCCCGCATCGTCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  P  C  L  G  R  E  A  S  G  C  S  C  C  T  S  T  V  S  L  I  R  T  S  L  S  A  G  R  P  A  V  S 
      G  C  P  A  W  A  G  R  R  R  G  A  A  A  A  R  P  L  S  V  S  F  V  L  R  F  L  P  D  V  R  R  F  L
       V  A  L  L  G  Q  G  G  V  G  V  Q  L  L  H  V  H  C  Q  S  H  S  Y  F  A  F  C  R  T  S  G  G  F  
52001 GGTTGCCCTGCTTGGGCAGGGAGGCGTCGGGGTGCAGCTGCTGCACGTCCACTGTCAGTCTCATTCGTACTTCGCTTTCTGCCGGACGTCCGGCGGTTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  M  L  F  R  L  L  S  S  G  C  R  G  R  P  A  R  P  R  P  R  H  C  *  T  H  T  G  W  L  R  R  S  
        S  C  C  F  D  C  C  P  A  D  A  E  G  G  Q  R  G  H  A  P  G  I  V  E  R  I  L  D  G  F  A  D  P 
      C  H  A  V  S  I  A  V  Q  R  M  P  R  A  A  S  A  A  T  P  P  A  L  L  N  A  Y  W  M  A  S  P  I  P
52101 TGTCATGCTGTTTCGATTGCTGTCCAGCGGATGCCGAGGGCGGCCAGCGCGGCCACGCCCCCGGCATTGTTGAACGCATACTGGATGGCTTCGCCGATCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  S  A  R  G  P  R  P  P  R  R  V  D  N  T  S  P  R  L  R  L  P  R  R  H  P  H  R  R  G  P  G  L  R
       H  R  L  V  V  H  V  P  P  D  V  L  I  T  P  L  P  D  C  G  Y  R  G  G  I  H  I  V  G  D  L  D  F  
        I  G  S  W  S  T  S  P  P  T  C  *  *  H  L  S  P  I  A  V  T  E  A  A  S  T  S  S  G  T  W  T  S 
52201 CCATCGGCTCGTGGTCCACGTCCCCCCCGACGTGTTGATAACACCTCTCCCCGATTGCGGTTACCGAGGCGGCATCCACATCGTCGGGGACCTGGACTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  *  G  *  D  P  S  E  A  P  Y  W  F  G  C  E  G  G  I  P  F  C  I  E  Q  *  P  S  H  E  G  L  N 
      D  A  E  A  E  T  H  Q  K  L  P  T  G  S  V  V  K  V  V  F  P  S  A  S  N  S  S  H  P  T  K  V  L  I
       M  L  R  L  R  P  I  R  S  S  L  L  V  R  L  *  R  W  Y  S  L  L  H  R  T  V  A  I  P  R  R  S  *  
52301 GATGCTGAGGCTGAGACCCATCAGAAGCTCCCTACTGGTTCGGTTGTGAAGGTGGTATTCCCTTCTGCATCGAACAGTAGCCATCCCACGAAGGTCTTAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  D  R  G  D  V  I  Y  R  D  G  N  D  E  A  V  S  S  C  L  L  G  V  F  M  H  P  A  M  V  L  G  A  
        G  T  A  E  M  S  S  T  E  M  G  M  M  K  P  S  A  A  A  C  L  G  C  L  C  T  Q  R  W  S  S  E  H 
      *  G  P  R  R  C  H  L  Q  R  W  E  *  *  S  R  Q  Q  L  P  A  W  G  V  Y  A  P  S  D  G  P  R  S  T
52401 TAGGGACCGCGGAGATGTCATCTACAGAGATGGGAATGATGAAGCCGTCAGCAGCTGCCTGCTTGGGGTGTTTATGCACCCAGCGATGGTCCTCGGAGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      Q  P  Y  K  V  F  V  G  V  P  A  L  P  P  P  H  P  V  V  D  F  V  A  E  V  P  A  P  C  T  L  P  V  L
       N  P  T  R  F  S  *  A  C  P  P  S  R  R  R  I  R  W  W  I  S  L  P  R  F  P  H  R  A  H  C  R  F  
        T  L  Q  G  F  R  R  R  A  R  P  P  A  A  A  S  G  G  G  F  R  C  R  G  S  R  T  V  H  T  A  G  S 
52501 CAACCCTACAAGGTTTTCGTAGGCGTGCCCGCCCTCCCGCCGCCGCATCCGGTGGTGGATTTCGTTGCCGAGGTTCCCGCACCGTGCACACTGCCGGTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  L  P  D  H  L  P  R  L  G  G  D  G  A  H  G  R  L  S  R  K  R  R  M  S  G  *  N  D  S  S  I  S 
      W  R  S  Q  T  T  S  R  A  L  V  G  M  A  L  M  A  G  C  R  G  S  G  G  C  P  G  R  T  T  R  R  S  P
       G  A  P  R  P  P  P  A  P  W  W  G  W  R  S  W  Q  V  V  E  E  A  A  D  V  R  V  E  R  L  V  D  L  
52601 TGGCGCTCCCAGACCACCTCCCGCGCCTTGGTGGGGATGGCGCTCATGGCAGGTTGTCGAGGAAGCGGCGGATGTCCGGGTAGAACGACTCGTCGATCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  S  I  I  T  A  R  I  C  G  C  V  M  Y  R  G  C  W  M  S  R  R  G  R  Y  G  D  S  A  R  P  F  R  
        R  P  S  S  R  P  G  S  A  A  V  S  C  T  G  G  A  G  C  P  A  G  D  G  T  G  T  R  P  A  R  S  G 
      R  V  H  H  H  G  Q  D  L  R  L  C  H  V  P  G  V  L  D  V  P  P  G  T  V  R  G  L  G  P  P  V  P  E
52701 CGCGTCCATCATCACGGCCAGGATCTGCGGCTGTGTCATGTACCGGGGGTGCTGGATGTCCCGCCGGGGACGGTACGGGGACTCGGCCCGCCCGTTCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      K  S  G  W  T  Y  T  S  C  F  M  R  C  S  V  M  R  C  R  W  P  A  R  W  R  W  V  R  A  L  D  A  G  P
       S  P  G  G  R  T  P  P  A  S  C  A  V  P  *  C  A  A  G  G  R  R  G  G  G  G  S  G  R  W  T  P  G  
        V  R  V  D  V  H  L  L  L  H  A  L  F  R  D  A  L  Q  V  A  G  A  V  E  V  G  Q  G  A  G  R  R  A 
52801 AAGTCCGGGTGGACGTACACCTCCTGCTTCATGCGCTGTTCCGTGATGCGCTGCAGGTGGCCGGCGCGGTGGAGGTGGGTCAGGGCGCTGGACGCCGGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        W  P  S  C  S  A  S  S  T  S  P  T  V  L  P  A  G  P  A  P  V  T  S  A  K  T  A  F  W  R  L  P  V 
      R  G  P  A  A  A  H  P  P  P  P  P  P  S  C  P  Q  V  R  R  R  *  R  A  Q  R  Q  P  S  G  A  C  R  S
       V  A  Q  L  Q  R  I  L  H  L  P  H  R  L  A  R  R  S  G  A  G  D  E  R  K  D  S  L  L  A  L  A  G  
52901 CGTGGCCCAGCTGCAGCGCATCCTCCACCTCCCCCACCGTCTTGCCCGCAGGTCCGGCGCCGGTGACGAGCGCAAAGACAGCCTTCTGGCGCTTGCCGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  P  V  L  S  S  I  R  R  R  A  M  E  V  A  F  P  A  S  P  E  P  L  R  P  *  A  I  M  L  G  V  L  
        G  P  S  C  P  R  S  G  A  G  R  W  R  W  R  S  P  H  P  R  N  R  S  A  R  R  R  S  C  L  A  C  S 
      Q  A  R  L  V  L  D  Q  A  P  G  D  G  G  G  V  P  R  I  P  G  T  A  P  P  V  G  D  H  A  W  R  A  H
53001 CAGGCCCGTCTTGTCCTCGATCAGGCGCCGGGCGATGGAGGTGGCGTTCCCCGCATCCCCGGAACCGCTCCGCCCGTAGGCGATCATGCTTGGCGTGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      I  R  T  E  A  P  L  G  R  *  R  S  V  R  R  G  S  G  T  M  R  R  C  P  A  *  G  A  A  G  P  S  A  T
       S  E  R  R  L  P  L  V  V  D  D  Q  F  A  A  A  Q  G  P  C  A  G  V  Q  L  E  A  L  Q  V  R  V  P  
        Q  N  G  G  S  P  W  S  L  T  I  S  S  P  R  L  R  D  H  A  Q  V  S  S  L  R  R  C  R  S  E  C  H 
53101 ATCAGAACGGAGGCTCCCCTTGGTCGTTGACGATCAGTTCGCCGCGGCTCAGGGACCATGCGCAGGTGTCCAGCTTGAGGCGCTGCAGGTCCGAGTGCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  S  P  A  C  *  S  T  R  G  T  R  P  S  S  *  T  P  *  P  P  S  R  S  R  W  *  T  S  A  R  W  S 
      H  D  L  R  L  V  D  P  R  E  E  R  V  P  V  H  E  H  L  D  L  R  A  G  A  G  G  E  P  A  P  V  G  A
       T  I  S  G  L  L  I  H  A  R  N  A  S  Q  F  M  N  T  L  T  S  E  P  E  P  V  V  N  Q  R  P  L  E  
53201 CACGATCTCCGGCTTGTTGATCCACGCGAGGAACGCGTCCCAGTTCATGAACACCTTGACCTCCGAGCCGGAGCCGGTGGTGAACCAGCGCCCGTTGGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  G  A  G  T  R  R  R  C  R  S  G  R  T  S  P  A  G  *  T  C  R  G  R  S  R  A  R  R  S  S  P  F  
        E  E  Q  E  L  V  D  G  A  V  P  G  E  L  H  L  Q  A  E  P  V  V  A  V  A  G  L  G  D  L  R  L  F 
      R  R  S  R  N  S  *  T  V  P  F  R  A  N  F  T  C  R  L  N  L  S  W  P  *  P  G  S  A  I  F  A  F  S
53301 CGGAGGAGCAGGAACTCGTAGACGGTGCCGTTCCGGGCGAACTTCACCTGCAGGCTGAACCTGTCGTGGCCGTAGCCGGGCTCGGCGATCTTCGCCTTTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  A  R  R  R  C  R  R  C  G  P  P  P  I  R  A  A  P  R  L  P  S  S  P  S  A  G  P  H  G  W  C  A  S
       Q  R  G  V  D  V  G  D  A  G  L  H  R  F  E  Q  R  L  G  C  L  L  L  L  Q  Q  V  L  T  G  G  A  L  
        S  A  A  S  M  S  A  M  R  A  S  T  D  S  S  S  A  S  A  A  F  F  S  F  S  R  S  S  R  V  V  R  F 
53401 CCAGCGCGGCGTCGATGTCGGCGATGCGGGCCTCCACCGATTCGAGCAGCGCCTCGGCTGCCTTCTTCTCCTTCAGCAGGTCCTCACGGGTGGTGCGCTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  C  P  P  S  V  S  G  I  *  C  H  R  A  *  C  G  G  R  C  S  *  R  Q  P  D  R  G  W  V  R  R  G 
      H  A  V  L  L  R  F  R  V  F  D  A  T  A  L  N  A  E  V  G  V  H  E  G  N  Q  I  G  A  G  S  D  A  V
       T  L  S  S  F  G  F  G  Y  L  M  P  P  R  L  M  R  R  S  V  F  M  K  A  T  R  S  G  L  G  P  T  R  
53501 CACGCTGTCCTCCTTCGGTTTCGGGTATTTGATGCCACCGCGCTTAATGCGGAGGTCGGTGTTCATGAAGGCAACCAGATCGGGGCTGGGTCCGACGCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  R  S  R  R  L  T  G  D  G  R  A  A  C  R  P  C  E  L  E  V  D  D  V  L  R  H  V  G  V  V  P  L  
        V  G  H  D  A  S  P  G  M  A  G  R  R  A  D  H  V  N  S  K  S  M  T  S  C  G  T  S  V  L  F  P  S 
      *  S  V  T  T  P  H  R  G  W  P  G  G  V  P  T  M  *  T  R  S  R  *  R  P  A  A  R  R  C  C  S  P  H
53601 TAGTCGGTCACGACGCCTCACCGGGGATGGCCGGGCGGCGTGCCGACCATGTGAACTCGAAGTCGATGACGTCCTGCGGCACGTCGGTGTTGTTCCCCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  V  D  R  P  E  R  Q  P  V  P  Y  Q  R  G  H  E  I  G  R  G  V  A  G  A  L  A  E  Q  V  H  G  P  G
       P  S  I  G  P  N  A  S  Q  S  P  T  S  G  D  M  K  S  D  G  V  L  P  V  R  S  P  S  R  F  M  A  L  
        R  R  S  A  R  T  P  A  S  P  L  P  A  G  T  *  N  R  T  G  C  C  R  C  A  R  R  A  G  S  W  P  W 
53701 ACCGTCGATCGGCCCGAACGCCAGCCAGTCCCCTACCAGCGGGGACATGAAATCGGACGGGGTGTTGCCGGTGCGCTCGCCGAGCAGGTTCATGGCCCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  D  A  L  G  D  V  A  V  E  Q  A  L  V  V  A  V  H  G  A  A  G  E  V  L  G  G  E  H  P  R  L  G 
      A  L  M  R  S  A  T  L  P  W  S  R  P  S  S  S  P  Y  M  V  P  P  G  K  S  W  A  V  N  I  R  D  S  G
       R  *  C  A  R  R  R  C  R  G  A  G  P  R  R  R  R  T  W  C  R  R  G  S  P  G  R  *  T  S  A  T  R  
53801 GCGTTGATGCGCTCGGCGACGTTGCCGTGGAGCAGGCCCTCGTCGTCGCCGTACATGGTGCCGCCGGGGAAGTCCTGGGCGGTGAACATCCGCGACTCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  H  E  R  V  Q  V  L  V  V  G  V  V  E  V  D  D  L  D  R  L  G  L  V  E  G  N  Q  E  R  L  D  G  
        A  T  S  G  Y  R  F  W  *  S  E  S  S  K  S  M  T  S  T  G  L  D  S  S  K  G  I  R  S  A  L  M  V 
      G  P  R  A  G  T  G  S  G  S  R  S  R  R  S  R  *  P  R  P  A  W  T  R  R  R  E  S  G  A  P  *  W  S
53901 GGGCCACGAGCGGGTACAGGTTCTGGTAGTCGGAGTCGTCGAAGTCGATGACCTCGACCGGCTTGGACTCGTCGAAGGGAATCAGGAGCGCCTTGATGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  D  V  F  S  F  L  L  R  F  T  A  G  R  P  A  V  C  W  *  L  V  D  V  A  V  G  V  L  S  R  G  H  P
       M  M  C  S  L  S  S  C  G  L  L  P  D  V  R  Q  F  V  G  S  *  *  M  L  P  L  A  S  S  A  A  G  I  
        *  C  V  L  F  P  L  A  V  Y  C  R  T  S  G  S  L  L  V  A  S  R  C  C  R  W  R  P  Q  P  R  A  S 
54001 CATGATGTGTTCTCTTTCCTCTTGCGGTTTACTGCCGGACGTCCGGCAGTTTGTTGGTAGCTAGTAGATGTTGCCGTTGGCGTCCTCAGCCGCGGGCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  E  L  A  A  V  G  D  T  P  A  Q  V  G  G  E  V  A  V  P  D  P  G  E  P  G  F  L  P  L  V  H  A 
      Q  G  N  S  R  L  L  G  T  P  Q  R  R  W  V  G  K  L  R  F  R  T  R  G  N  R  V  F  C  H  S  Y  T  P
       R  G  T  R  G  C  W  G  H  P  S  A  G  G  W  G  S  C  G  S  G  P  G  G  T  G  F  S  A  T  R  T  R  
54101 CAGGGGAACTCGCGGCTGTTGGGGACACCCCAGCGCAGGTGGGTGGGGAAGTTGCGGTTCCGGACCCGGGGGAACCGGGTTTTCTGCCACTCGTACACGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  L  L  G  G  L  Q  A  V  A  E  V  R  P  L  Q  E  R  R  G  P  V  G  P  D  R  A  F  L  V  A  G  S  
        S  C  S  V  G  F  R  P  *  P  K  S  G  H  F  R  N  V  E  D  P  *  G  L  T  E  R  S  L  S  P  G  P 
      P  P  A  R  W  A  S  G  R  S  R  S  P  A  T  S  G  T  S  R  T  R  R  A  *  P  S  V  P  C  R  R  V  R
54201 CCTCCTGCTCGGTGGGCTTCAGGCCGTAGCCGAAGTCCGGCCACTTCAGGAACGTCGAGGACCCGTAGGGCCTGACCGAGCGTTCCTTGTCGCCGGGTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  V  R  G  M  V  L  H  Q  E  R  R  A  A  D  A  A  G  L  V  D  D  L  L  H  A  A  D  H  R  M  L  G  E
       R  C  G  A  W  C  S  I  R  N  A  V  P  Q  M  P  R  A  S  L  M  T  C  F  M  R  P  T  T  A  C  S  E  
        G  A  G  H  G  A  P  S  G  T  P  C  R  R  C  R  G  P  R  *  *  P  A  S  C  G  R  P  P  H  A  R  R 
54301 GCGGTGCGGGGCATGGTGCTCCATCAGGAACGCCGTGCCGCAGATGCCGCGGGCCTCGTTGATGACCTGCTTCATGCGGCCGACCACCGCATGCTCGGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  L  C  G  E  V  V  Q  R  A  D  D  A  Q  L  G  P  V  R  P  D  P  F  D  Q  P  R  R  T  L  V  A  V 
      R  S  F  A  A  R  L  Y  S  G  P  M  T  H  S  L  G  R  C  A  L  I  R  S  I  S  H  A  A  P  S  S  P  S
       G  P  L  R  R  G  C  T  A  G  R  *  R  T  A  W  A  G  A  P  *  S  V  R  S  A  T  P  H  P  R  R  R  
54401 AGGTCCTTTGCGGCGAGGTTGTACAGCGGGCCGATGACGCACAGCTTGGGCCGGTGCGCCCTGATCCGTTCGATCAGCCACGCCGCACCCTCGTCGCCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  V  D  L  V  V  P  L  L  L  Q  H  Q  H  P  G  Q  D  R  A  A  G  G  G  G  E  P  Q  H  V  L  P  *  
        M  L  I  S  L  S  H  S  S  C  S  I  S  I  P  G  R  T  G  R  P  E  A  A  A  S  P  S  M  S  F  H  D 
      R  C  *  S  R  C  P  T  P  P  A  A  S  A  S  R  A  G  P  G  G  R  R  R  R  R  A  P  A  C  P  S  M  I
54501 CGATGTTGATCTCGTTGTCCCACTCCTCCTGCAGCATCAGCATCCCGGGCAGGACCGGGCGGCCGGAGGCGGCGGCGAGCCCCAGCATGTCCTTCCATGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      F  E  D  L  V  R  V  V  L  G  V  H  H  Q  H  L  L  R  R  H  V  V  Q  R  P  R  V  D  A  R  R  R  L  H
       S  R  T  W  S  G  W  F  S  E  S  T  T  S  T  F  C  G  G  M  S  F  S  V  H  G  W  M  P  A  A  V  C  
        R  G  P  G  Q  G  G  S  R  S  P  P  P  A  P  S  A  A  A  C  R  S  A  S  T  G  G  C  P  P  P  S  A 
54601 TTCGAGGACCTGGTCAGGGTGGTTCTCGGAGTCCACCACCAGCACCTTCTGCGGCGGCATGTCGTTCAGCGTCCACGGGTGGATGCCCGCCGCCGTCTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  D  L  A  A  Q  G  G  L  A  V  A  L  E  A  G  D  Q  E  P  V  A  F  G  E  D  V  R  D  H  E  A  R 
      T  A  I  W  R  H  R  V  D  L  P  W  P  S  K  P  V  I  R  S  R  S  P  S  A  R  T  F  G  I  T  K  L  D
       P  R  S  G  G  T  G  W  T  C  R  G  P  R  S  R  *  S  G  A  G  R  L  R  R  G  R  S  G  S  R  S  S  
54701 ACCGCGATCTGGCGGCACAGGGTGGACTTGCCGTGGCCCTCGAAGCCGGTGATCAGGAGCCGGTCGCCTTCGGCGAGGACGTTCGGGATCACGAAGCTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  L  H  V  A  L  Y  R  V  Q  D  V  H  A  V  G  L  V  A  F  L  L  L  R  H  R  L  Q  Q  V  V  Q  G  
        A  F  T  S  R  C  I  A  S  R  M  S  M  P  *  D  S  W  P  S  S  C  S  G  T  V  S  S  R  S  C  R  V 
      T  P  S  R  R  A  V  S  R  P  G  C  P  C  R  R  T  R  G  L  P  P  A  P  A  P  S  P  A  G  R  A  G  C
54801 ACGCCTTCACGTCGCGCTGTATCGCGTCCAGGATGTCCATGCCGTAGGACTCGTGGCCTTCCTCCTGCTCCGGCACCGTCTCCAGCAGGTCGTGCAGGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  P  G  G  E  V  V  G  D  V  L  A  S  G  L  G  F  L  H  G  D  R  A  P  D  V  E  E  R  V  P  H  H  P
       P  P  A  A  R  W  S  E  T  S  L  H  P  G  L  A  S  F  T  E  T  E  H  P  T  S  R  S  A  S  R  T  I  
        P  R  R  R  G  G  R  R  R  P  C  I  R  A  W  L  P  S  R  R  P  S  T  R  R  R  G  A  R  P  A  P  S 
54901 GCCCCCGGCGGCGAGGTGGTCGGAGACGTCCTTGCATCCGGGCTTGGCTTCCTTCACGGAGACCGAGCACCCGACGTCGAGGAGCGCGTCCCGCACCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  M  L  P  A  D  L  V  T  V  G  D  D  H  H  D  G  A  G  Q  L  L  C  E  L  R  L  P  L  A  R  T  H 
      R  A  C  S  R  P  T  L  S  P  S  A  M  I  T  T  M  A  P  A  S  C  S  A  N  S  G  C  H  L  P  A  P  I
       G  H  A  P  G  R  P  C  H  R  R  R  *  S  P  R  W  R  R  P  A  A  L  R  T  P  A  A  T  C  P  H  P  
55001 CGGGCATGCTCCCGGCCGACCTTGTCACCGTCGGCGATGATCACCACGATGGCGCCGGCCAGCTGCTCTGCGAACTCCGGCTGCCACTTGCCCGCACCCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  R  G  G  G  G  L  A  Q  R  G  D  V  V  G  V  L  L  P  L  H  E  V  D  D  P  A  V  G  L  R  F  E  
        G  E  V  V  A  V  S  P  S  A  V  M  L  S  A  S  F  S  P  S  T  K  *  M  I  R  P  L  A  F  A  S  R 
      S  A  R  W  W  R  S  R  P  A  R  *  C  C  R  R  P  S  P  P  P  R  S  R  *  S  G  R  W  P  S  L  R  G
55101 TCGGCGAGGTGGTGGCGGTCTCGCCCAGCGCGGTGATGTTGTCGGCGTCCTTCTCCCCCTCCACGAAGTAGATGATCCGGCCGTTGGCCTTCGCTTCGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      D  G  G  Q  V  V  Q  H  P  P  H  A  F  H  V  P  R  I  A  L  G  L  G  G  V  R  V  A  L  A  E  G  F  L
       T  E  G  R  L  Y  S  T  R  R  T  P  S  M  F  H  A  *  P  L  G  L  V  G  S  G  W  R  W  R  K  V  F  
        R  R  A  G  C  T  A  P  A  A  R  L  P  C  S  T  H  S  P  W  A  W  W  G  P  G  G  A  G  G  R  F  S 
55201 GACGGAGGGCAGGTTGTACAGCACCCGCCGCACGCCTTCCATGTTCCACGCATAGCCCTTGGGCTTGGTGGGGTCCGGGTGGCGCTGGCGGAAGGTTTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  A  R  H  R  H  P  Q  H  L  E  Q  Q  L  A  A  L  V  V  V  R  V  D  G  G  G  E  Q  G  R  T  V  G 
      F  P  P  G  I  G  T  R  S  T  S  N  S  S  W  P  L  S  S  *  Y  G  *  T  A  E  A  N  R  V  E  P  S  V
       F  R  P  A  S  A  P  A  A  P  R  T  A  A  G  R  S  R  R  S  T  G  R  R  R  R  R  T  G  S  N  R  R  
55301 TTTCCGCCCGGCATCGGCACCCGCAGCACCTCGAACAGCAGCTGGCCGCTCTCGTCGTAGTACGGGTAGACGGCGGAGGCGAACAGGGTCGAACCGTCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  P  H  R  G  P  L  P  L  P  P  P  V  V  G  V  P  L  R  H  Q  D  L  R  V  D  A  G  L  P  D  D  V  
        S  R  T  G  V  H  S  P  C  P  R  Q  S  L  G  S  R  S  A  I  R  I  C  G  S  M  P  D  S  L  M  M  S 
      C  P  A  P  G  S  T  P  P  A  P  A  S  R  W  G  P  A  P  P  S  G  S  A  G  R  C  R  T  P  *  *  C  R
55401 TGTCCCGCACCGGGGTCCACTCCCCCTGCCCCCGCCAGTCGTTGGGGTCCCGCTCCGCCATCAGGATCTGCGGGTCGATGCCGGACTCCCTGATGATGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  G  G  A  P  G  V  A  E  H  D  H  R  L  G  V  P  G  L  H  M  Q  R  G  G  V  V  G  V  G  G  A  L  D
       S  V  A  H  R  A  W  Q  N  M  I  T  G  W  V  S  P  A  F  T  C  S  E  A  A  L  S  A  W  A  G  H  L  
        R  W  R  T  G  R  G  R  T  *  S  P  A  G  C  P  R  P  S  H  A  A  R  R  R  C  R  R  G  R  G  T  * 
55501 GTCGGTGGCGCACCGGGCGTGGCAGAACATGATCACCGGCTGGGTGTCCCCGGCCTTCACATGCAGCGAGGCGGCGTTGTCGGCGTGGGCGGGGCACTTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        H  R  L  V  A  A  L  R  L  L  N  R  I  F  Q  P  V  E  C  Q  H  I  S  L  S  F  L  L  V  G  Y  C  R 
      T  I  D  S  L  P  R  F  A  S  S  I  A  S  S  S  L  S  S  V  S  T  S  V  S  L  S  C  W  W  V  T  A  G
       P  S  T  R  C  R  A  S  P  P  Q  S  H  L  P  A  C  R  V  S  A  H  Q  S  L  F  P  V  G  G  L  L  P  
55601 ACCATCGACTCGTTGCCGCGCTTCGCCTCCTCAATCGCATCTTCCAGCCTGTCGAGTGTCAGCACATCAGTCTCTCTTTCCTGTTGGTGGGTTACTGCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       T  S  G  G  L  V  G  H  R  I  P  A  L  R  A  V  G  F  S  G  L  G  F  H  L  D  L  R  L  L  L  V  S  
        R  P  A  V  *  S  A  T  A  S  Q  R  F  A  R  W  A  S  A  A  W  A  F  T  L  I  F  A  S  C  S  S  A 
      D  V  R  R  F  S  R  P  P  H  P  S  A  S  R  G  G  L  Q  R  P  G  L  S  P  *  S  S  P  P  A  R  Q  P
55701 GACGTCCGGCGGTTTAGTCGGCCACCGCATCCCAGCGCTTCGCGCGGTGGGCTTCAGCGGCCTGGGCTTTCACCTTGATCTTCGCCTCCTGCTCGTCAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      Q  Q  P  L  Q  P  F  G  G  G  G  F  L  L  H  L  G  H  T  H  P  V  L  G  D  V  D  L  D  V  E  D  L  H
       S  S  H  F  N  H  S  A  E  E  G  S  F  F  I  W  A  I  R  T  R  Y  L  A  M  L  I  S  M  S  R  I  S  
        A  A  T  S  T  I  R  R  R  R  V  P  S  S  S  G  P  Y  A  P  G  T  W  R  C  *  S  R  C  R  G  S  P 
55801 CAGCAGCCACTTCAACCATTCGGCGGAGGAGGGTTCCTTCTTCATCTGGGCCATACGCACCCGGTACTTGGCGATGTTGATCTCGATGTCGAGGATCTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  F  V  C  R  V  E  R  R  C  *  R  P  P  P  T  G  I  T  G  R  N  K  F  T  V  M  W  L  W  P  V  T 
      T  T  L  S  A  V  L  S  A  A  A  D  G  L  H  P  P  A  S  R  G  G  T  S  S  P  *  C  G  C  G  P  S  P
       R  L  C  L  P  C  *  A  P  L  L  T  A  S  T  H  R  H  H  G  E  E  Q  V  H  R  D  V  V  V  A  R  H  
55901 ACGACTTTGTCTGCCGTGTTGAGCGCCGCTGCTGACGGCCTCCACCCACCGGCATCACGGGGAGGAACAAGTTCACCGTGATGTGGTTGTGGCCCGTCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  R  *  D  N  R  I  H  N  H  P  G  T  *  I  S  V  I  K  F  S  V  I  N  T  G  R  F  S  A  S  A  *  
        V  G  E  T  T  E  S  T  T  T  P  G  L  K  *  V  L  L  S  S  V  L  L  I  L  G  G  S  P  P  A  H  N 
      P  *  V  R  Q  Q  N  P  Q  P  P  R  D  L  N  K  C  Y  *  V  Q  C  Y  *  Y  W  A  V  L  R  Q  R  I  T
56001 CCGTAGGTGAGACAACAGAATCCACAACCACCCCGGGACTTAAATAAGTGTTATTAAGTTCAGTGTTATTAATACTGGGCGGTTCTCCGCCAGCGCATAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  S  N  G  V  V  I  G  R  H  G  F  T  V  G  L  F  *  T  D  G  G  V  G  F  C  R  L  V  G  H  R  L  G
       V  P  T  V  S  S  L  V  V  M  V  S  P  S  G  C  F  E  P  M  V  G  L  G  S  V  G  W  S  V  T  V  W  
        F  Q  R  C  R  H  W  S  S  W  F  H  R  R  A  V  L  N  R  W  W  G  W  V  L  S  A  G  R  S  P  S  G 
56101 CGTTCCAACGGTGTCGTCATTGGTCGTCATGGTTTCACCGTCGGGCTGTTTTGAACCGATGGTGGGGTTGGGTTCTGTCGGCTGGTCGGTCACCGTCTGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  G  E  G  A  V  R  L  V  G  A  G  P  G  H  V  A  Q  R  L  K  L  L  D  A  G  L  D  S  A  L  A  V 
      V  W  V  K  V  P  S  G  L  W  V  R  V  R  V  M  *  P  S  A  S  S  S  L  M  P  V  L  I  A  R  S  P  S
       C  G  *  R  C  R  P  A  C  G  C  G  S  G  S  C  S  P  A  P  Q  A  P  *  C  R  S  *  *  R  A  R  R  
56201 GTGTGGGTGAAGGTGCCGTCCGGCTTGTGGGTGCGGGTCCGGGTCATGTAGCCCAGCGCCTCAAGCTCCTTGATGCCGGTCTTGATAGCGCGCTCGCCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  A  G  L  R  Q  P  L  D  *  G  L  P  A  R  R  A  G  E  Q  V  G  E  D  A  P  G  F  E  G  E  T  S  
        M  P  D  C  A  S  R  S  T  E  V  C  Q  P  G  G  R  E  S  R  *  A  R  M  P  R  A  L  K  E  R  R  P 
      R  C  R  T  A  P  A  A  R  L  R  S  A  S  P  A  G  G  R  A  G  R  R  G  C  P  G  L  *  R  R  D  V  H
56301 CGATGCCGGACTGCGCCAGCCGCTCGACTGAGGTCTGCCAGCCCGGCGGGCGGGAGAGCAGGTAGGCGAGGATGCCCCGGGCTTTGAAGGAGAGACGTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      I  G  E  G  G  V  V  D  L  R  E  V  V  G  W  P  S  A  S  D  D  Q  L  H  A  P  L  V  S  R  R  R  V  V
       S  A  R  A  A  L  W  I  C  A  K  L  S  A  G  L  A  P  L  T  I  N  C  M  L  L  *  C  Q  G  G  A  S  
        R  R  G  R  R  C  G  S  A  R  S  C  R  L  A  *  R  L  *  R  S  I  A  C  S  F  S  V  K  E  A  R  R 
56401 ATCGGCGAGGGCGGCGTTGTGGATCTGCGCGAAGTTGTCGGCTGGCCTAGCGCCTCTGACGATCAATTGCATGCTCCTTTAGTGTCAAGGAGGCGCGTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        *  *  A  *  Q  H  G  M  L  V  K  P  S  D  D  A  T  I  W  F  Y  A  S  P  L  G  L  P  A  R  G  R  C 
      S  S  R  L  D  N  T  E  C  *  S  S  R  Q  M  T  Q  P  S  G  F  T  H  R  P  L  V  Y  R  P  G  G  V  A
       L  V  G  L  T  T  R  N  A  S  Q  A  V  R  *  R  N  H  L  V  L  R  I  A  P  W  F  T  G  P  G  A  L  
56501 TCTAGTAGGCTTGACAACACGGAATGCTAGTCAAGCCGTCAGATGACGCAACCATCTGGTTTTACGCATCGCCCCTTGGTTTACCGGCCCGGGGGCGTTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  E  F  T  L  T  H  A  N  R  Q  R  G  G  L  L  W  G  G  V  H  A  F  S  C  W  *  H  R  D  A  G  A  
        V  S  S  P  *  P  M  P  T  A  S  A  V  G  Y  Y  G  E  A  Y  T  L  S  L  A  G  S  T  G  M  Q  G  P 
      P  *  V  H  P  N  P  C  Q  P  P  A  R  W  V  I  M  G  R  R  T  R  F  L  L  L  V  A  Q  G  C  R  G  P
56601 CCGTGAGTTCACCCTAACCCATGCCAACCGCCAGCGCGGTGGGTTATTATGGGGAGGCGTACACGCTTTCTCTTGCTGGTAGCACAGGGATGCAGGGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  P  S  Q  S  G  G  A  P  F  C  L  F  P  L  A  E  L  H  A  F  S  R  C  D  I  T  E  H  L  L  L  L  G
       R  R  V  S  P  A  G  P  L  S  V  Y  S  P  S  R  N  S  T  P  S  A  A  A  T  S  R  S  T  C  C  C  S  
        A  E  S  V  R  R  G  P  F  L  S  I  P  P  R  G  T  P  R  L  Q  P  L  R  H  H  G  A  P  A  A  A  R 
56701 CCGCCGAGTCAGTCCGGCGGGGCCCCTTTCTGTCTATTCCCCCTCGCGGAACTCCACGCCTTCAGCCGCTGCGACATCACGGAGCACCTGCTGCTGCTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  V  R  F  H  V  V  G  G  G  G  R  L  A  A  D  H  V  V  G  I  P  N  R  V  A  L  D  I  G  L  L  H 
      A  Q  S  G  S  T  S  *  A  V  A  A  G  W  P  L  T  M  S  *  G  S  P  T  G  L  P  S  T  S  A  S  C  T
       P  S  P  V  P  R  R  R  R  W  R  P  A  G  R  *  P  C  R  R  D  P  Q  P  G  C  P  R  H  R  P  P  A  
56801 GCCCAGTCCGGTTCCACGTCGTAGGCGGTGGCGGCCGGCTGGCCGCTGACCATGTCGTAGGGATCCCCAACCGGGTTGCCCTCGACATCGGCCTCCTGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  G  A  G  G  G  G  L  S  Q  P  D  L  G  E  Q  V  A  Q  F  R  E  L  V  E  A  V  R  D  L  L  G  G  
        L  A  P  E  A  A  A  *  A  S  P  T  W  A  N  R  L  R  S  S  G  N  W  L  R  R  S  A  I  S  L  A  A 
      P  W  R  R  R  R  R  P  E  P  A  R  P  G  R  T  G  C  A  V  P  G  T  G  *  G  G  P  R  S  P  W  R  P
56901 CCTTGGCGCCGGAGGCGGCGGCCTGAGCCAGCCCGACCTGGGCGAACAGGTTGCGCAGTTCCGGGAACTGGTTGAGGCGGTCCGCGATCTCCTTGGCGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  L  L  I  R  Q  A  A  V  E  G  Q  A  V  L  G  E  Q  V  L  R  D  L  V  E  L  V  A  V  L  V  D  D  D
       F  S  S  S  V  R  R  R  W  K  V  R  P  F  S  A  N  R  F  S  A  T  L  L  N  S  S  R  Y  L  L  M  M  
        S  P  H  P  S  G  G  G  G  R  S  G  R  S  R  R  T  G  S  P  R  P  C  *  T  R  R  G  T  C  *  *  * 
57001 CTTCTCCTCATCCGTCAGGCGGCGGTGGAAGGTCAGGCCGTTCTCGGCGAACAGGTTCTCCGCGACCTTGTTGAACTCGTCGCGGTACTTGTTGATGATG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  L  G  L  V  A  E  A  V  A  L  L  G  D  G  L  L  L  V  L  L  G  G  G  G  H  L  L  N  G  R  G  F 
      M  R  S  A  S  L  R  R  R  L  R  F  W  E  M  D  S  F  L  S  S  S  G  A  A  A  T  S  S  T  A  G  V  S
       C  A  R  P  R  C  G  G  G  C  A  S  G  R  W  T  P  S  C  P  P  R  G  R  R  P  P  P  Q  R  P  G  F  
57101 ATGCGCTCGGCCTCGTTGCGGAGGCGGTTGCGCTTCTGGGAGATGGACTCCTTCTTGTCCTCCTCGGGGGCGGCGGCCACCTCCTCAACGGCCGGGGTTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  S  G  S  L  G  P  G  G  A  G  V  G  G  G  A  P  C  C  C  G  *  H  C  A  S  L  S  C  W  *  L  V  
        S  A  E  A  L  V  R  V  V  R  V  L  V  A  E  R  R  A  A  V  G  D  I  V  R  L  S  L  A  G  N  W  W 
      P  Q  R  K  P  W  S  G  W  C  G  C  W  W  R  S  A  V  L  L  W  V  T  L  C  V  S  L  L  L  V  T  G  G
57201 CCTCAGCGGAAGCCTTGGTCCGGGTGGTGCGGGTGTTGGTGGCGGAGCGCCGTGCTGCTGTGGGTGACATTGTGCGTCTCTCTCTTGCTGGTAACTGGTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      E  L  E  L  Y  C  R  T  S  G  S  L  E  R  G  F  L  A  G  A  V  A  P  L  A  G  V  L  L  G  L  A  G  L
       S  *  N  F  T  A  G  R  P  A  V  *  N  G  G  S  W  P  G  P  L  P  H  W  P  G  F  C  W  D  W  P  G  
        V  R  T  L  L  P  D  V  R  Q  F  R  T  G  V  P  G  R  G  R  C  P  T  G  R  G  S  A  G  T  G  R  A 
57301 GAGTTAGAACTTTACTGCCGGACGTCCGGCAGTTTAGAACGGGGGTTCCTGGCCGGGGCCGTTGCCCCACTGGCCGGGGTTCTGCTGGGACTGGCCGGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  G  G  R  P  R  V  L  L  D  R  G  L  L  S  A  L  L  V  A  T  A  L  R  L  T  G  V  L  R  L  L  L 
      C  P  V  G  A  H  G  S  C  W  T  G  G  C  C  P  P  C  W  *  P  P  P  C  G  *  P  A  Y  C  G  C  C  W
       A  R  W  A  P  T  G  P  A  G  P  G  A  A  V  R  P  A  G  S  H  R  P  A  A  D  R  R  T  A  A  A  A  
57401 TGCCCGGTGGGCGCCCACGGGTCCTGCTGGACCGGGGGCTGCTGTCCGCCCTGCTGGTAGCCACCGCCCTGCGGCTGACCGGCGTACTGCGGCTGCTGCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  A  A  L  L  H  G  G  L  L  L  V  A  A  L  L  A  T  L  L  L  V  A  A  L  L  T  A  A  L  L  V  A  
        *  P  P  C  C  T  A  G  C  C  W  *  P  P  C  W  P  P  C  C  W  *  P  P  C  *  P  P  P  C  W  L  R 
      G  S  R  P  A  A  R  R  A  A  A  G  S  R  P  A  G  H  P  A  A  G  S  R  P  A  D  R  R  P  A  G  C  A
57501 GGTAGCCGCCCTGCTGCACGGCGGGCTGCTGCTGGTAGCCGCCCTGCTGGCCACCCTGCTGCTGGTAGCCGCCCTGCTGACCGCCGCCCTGCTGGTTGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  D  L  D  R  L  G  H  G  V  A  Q  G  G  A  D  L  V  D  L  E  F  D  D  G  A  L  L  A  L  L  G  L  V
       W  T  L  T  G  L  A  M  A  *  R  R  E  G  P  I  S  S  T  S  S  S  M  T  V  R  F  S  P  S  L  V  S  
        G  P  *  P  A  W  P  W  R  S  A  G  R  G  R  S  R  R  P  R  V  R  *  R  C  A  S  R  P  P  W  S  R 
57601 CTGGACCTTGACCGGCTTGGCCATGGCGTAGCGCAGGGAGGGGCCGATCTCGTCGACCTCGAGTTCGATGACGGTGCGCTTCTCGCCCTCCTTGGTCTCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  A  G  L  Q  A  A  L  S  D  D  R  R  A  L  N  Q  G  F  D  D  V  L  R  R  L  P  P  H  T  G  P  E 
      *  E  R  D  F  R  R  P  *  A  M  T  D  E  P  L  T  R  D  S  T  T  F  S  A  A  S  R  H  T  L  A  R  R
       R  S  G  T  S  G  G  P  E  R  *  Q  T  S  P  *  P  G  I  R  R  R  S  P  P  P  P  A  T  H  W  P  G  
57701 TAGGAGCGGGACTTCAGGCGGCCCTGAGCGATGACAGACGAGCCCTTAACCAGGGATTCGACGACGTTCTCCGCCGCCTCCCGCCACACACTGGCCCGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       E  Q  G  L  A  V  L  P  L  V  G  L  P  V  E  R  P  G  S  G  R  N  G  E  V  G  H  R  G  T  G  R  R  
        N  R  V  S  P  S  F  H  S  L  D  C  R  S  N  V  R  G  V  D  A  M  V  K  L  A  T  A  E  P  D  G  V 
      G  T  G  S  R  R  P  S  T  R  W  T  A  G  R  T  S  G  E  W  T  Q  W  *  S  W  P  P  R  N  R  T  A  *
57801 GGAACAGGGTCTCGCCGTCCTTCCACTCGTTGGACTGCCGGTCGAACGTCCGGGGAGTGGACGCAATGGTGAAGTTGGCCACCGCGGAACCGGACGGCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      E  A  Q  F  R  V  V  G  Q  V  A  D  D  S  D  R  G  F  A  S  H  A  L  S  S  L  S  L  V  R  C  S  G  R
       K  R  S  S  G  S  L  V  R  L  P  M  T  V  I  V  V  S  P  A  M  L  S  V  L  F  R  L  F  G  V  L  V  
        S  A  V  P  G  R  W  S  G  C  R  *  Q  *  S  W  F  R  Q  P  C  S  Q  F  S  F  A  C  S  V  F  W  S 
57901 GAAGCGCAGTTCCGGGTCGTTGGTCAGGTTGCCGATGACAGTGATCGTGGTTTCGCCAGCCATGCTCTCAGTTCTCTTTCGCTTGTTCGGTGTTCTGGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  Q  P  R  *  S  R  R  R  L  P  G  F  L  N  H  W  C  G  S  P  A  G  *  P  Q  R  G  P  P  R  *  R 
      V  V  N  P  G  E  V  D  V  A  Y  P  D  S  *  I  I  G  V  G  V  P  Q  A  D  H  N  V  A  L  R  G  E  E
       L  S  T  Q  V  K  *  T  S  P  T  R  I  P  E  S  L  V  W  E  S  R  R  L  T  T  T  W  P  S  A  V  K  
58001 GTTGTCAACCCAGGTGAAGTAGACGTCGCCTACCCGGATTCCTGAATCATTGGTGTGGGAGTCCCGCAGGCTGACCACAACGTGGCCCTCCGCGGTGAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       M  V  P  G  G  T  S  A  R  T  *  R  G  R  S  A  L  P  G  R  R  G  Q  T  C  P  C  S  S  W  R  V  S  
        W  F  P  A  V  L  P  H  G  L  D  E  V  V  P  H  S  P  G  G  E  D  R  L  A  L  V  H  L  G  E  Y  R 
      N  G  S  R  R  Y  F  R  T  D  L  T  R  S  F  R  T  P  R  A  A  R  T  D  L  P  L  F  I  L  A  S  I  A
58101 AATGGTTCCCGGCGGTACTTCCGCACGGACTTGACGAGGTCGTTCCGCACTCCCCGGGCGGCGAGGACAGACTTGCCCTTGTTCATCTTGGCGAGTATCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  W  R  P  S  R  A  R  F  C  G  G  P  A  G  R  F  P  R  S  F  L  S  D  S  *  I  G  A  P  K  E  G  A
       H  G  V  P  V  V  L  A  S  A  A  G  R  R  D  G  F  H  D  L  S  F  R  T  H  E  L  V  L  L  K  R  G  
        M  A  S  Q  S  C  S  L  L  R  R  A  G  G  T  V  S  T  I  F  P  F  G  L  M  N  W  C  S  *  R  G  G 
58201 CCATGGCGTCCCAGTCGTGCTCGCTTCTGCGGCGGGCCGGCGGGACGGTTTCCACGATCTTTCCTTTCGGACTCATGAATTGGTGCTCCTAAAGAGGGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  G  R  T  R  G  V  S  D  A  A  T  G  V  W  D  A  C  G  Q  V  T  P  V  Y  P  *  L  T  S  A  S  R 
      P  V  A  A  P  G  G  Y  R  M  R  P  L  G  Y  G  M  P  A  V  R  S  L  Q  S  T  P  D  *  R  Q  Q  V  D
       Q  W  P  H  P  G  G  I  G  C  G  H  W  G  M  G  C  L  R  S  G  H  S  S  L  P  L  T  D  V  S  K  *  
58301 CCAGTGGCCGCACCCGGGGGGTATCGGATGCGGCCACTGGGGTATGGGATGCCTGCGGTCAGGTCACTCCAGTCTACCCCTGACTGACGTCAGCAAGTAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  K  V  D  T  G  P  N  C  L  R  N  H  P  *  C  S  G  *  G  R  Q  Q  L  P  P  T  C  P  R  R  S  A  
        Q  K  L  T  Q  V  L  I  V  Y  G  I  T  L  D  V  A  G  E  A  G  N  S  F  H  Q  L  V  H  G  G  V  Q 
      T  K  S  *  H  R  S  *  L  F  T  E  S  P  L  M  *  R  V  R  P  A  T  A  S  T  N  L  S  T  E  E  C  R
58401 ACCAAAAGTTGACACAGGTCCTAATTGTTTACGGAATCACCCTTGATGTAGCGGGTGAGGCCGGCAACAGCTTCCACCAACTTGTCCACGGAGGAGTGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  R  *  T  R  P  G  *  P  A  L  P  G  P  A  P  S  R  A  P  R  Q  P  A  P  G  R  G  A  R  S  G  P  P
       G  G  E  L  G  P  G  D  R  R  F  R  V  L  L  R  H  G  L  L  D  N  R  L  R  G  G  A  L  G  Q  A  R  
        E  V  N  S  A  R  V  T  G  A  S  G  S  C  S  V  T  G  S  S  T  T  G  S  G  A  G  R  S  V  R  P  A 
58501 GGGAGGTGAACTCGGCCCGGGTGACCGGCGCTTCCGGGTCCTGCTCCGTCACGGGCTCCTCGACAACCGGCTCCGGGGCGGGGCGCTCGGTCAGGCCCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        I  P  G  S  P  G  P  W  W  R  S  R  T  R  R  P  S  R  *  G  R  R  R  G  R  T  R  A  P  A  V  R  P 
      R  F  Q  D  L  P  G  R  G  G  V  A  V  L  V  G  L  L  D  E  G  G  D  E  V  V  L  A  L  L  Q  F  G  H
       D  S  R  I  S  R  A  V  V  A  *  P  Y  S  S  A  F  S  M  R  A  A  T  R  S  Y  S  R  S  C  S  S  A  
58601 CGATTCCAGGATCTCCCGGGCCGTGGTGGCGTAGCCGTACTCGTCGGCCTTCTCGATGAGGGCGGCGACGAGGTCGTACTCGCGCTCCTGCAGTTCGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  R  R  *  C  A  G  R  S  R  T  R  R  A  P  G  R  C  R  R  R  W  R  R  R  *  R  W  C  C  G  W  R  
        H  G  G  D  V  L  A  V  V  V  L  D  V  L  R  G  G  A  G  G  G  G  D  G  V  D  D  G  V  A  D  G  V 
      T  T  A  V  M  C  W  P  *  S  Y  S  T  C  S  G  E  V  P  A  E  V  A  T  A  L  T  M  V  L  R  M  A  L
58701 ACCACGGCGGTGATGTGCTGGCCGTAGTCGTACTCGACGTGCTCCGGGGAGGTGCCGGCGGAGGTGGCGACGGCGTTGACGATGGTGTTGCGGATGGCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      *  T  W  C  P  L  S  L  G  S  N  Y  C  R  T  S  G  G  L  W  L  G  *  F  T  R  E  P  A  R  F  S  P  C
       R  H  G  V  L  F  R  L  V  A  I  T  A  G  R  P  A  V  C  G  W  A  D  S  P  G  N  R  H  G  S  H  R  
        D  M  V  S  S  F  A  W  *  Q  L  L  P  D  V  R  R  F  V  V  G  L  I  H  P  G  T  G  T  V  L  T  V 
58801 TAGACATGGTGTCCTCTTTCGCTTGGTAGCAATTACTGCCGGACGTCCGGCGGTTTGTGGTTGGGCTGATTCACCCGGGAACCGGCACGGTTCTCACCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  T  R  M  G  Q  S  S  S  T  S  V  M  R  *  S  L  T  S  M  S  L  A  P  E  L  L  D  S  Q  S  S  I 
      A  G  P  A  W  V  S  P  R  R  L  R  *  C  G  S  R  S  R  Q  C  R  W  P  R  S  C  W  T  A  S  P  R  S
       P  D  P  H  G  S  V  L  V  D  F  G  D  A  V  V  A  H  V  N  V  A  G  P  G  V  V  G  Q  P  V  L  D  
58901 GCCGGACCCGCATGGGTCAGTCCTCGTCGACTTCGGTGATGCGGTAGTCGCTCACGTCAATGTCGCTGGCCCCGGAGTTGTTGGACAGCCAGTCCTCGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  E  E  S  T  *  S  R  A  P  S  S  V  V  S  D  T  L  M  S  K  F  T  V  A  V  M  V  M  V  V  M  L  
        P  R  S  R  R  S  P  G  R  R  P  R  W  C  P  T  R  *  C  R  S  S  P  W  P  *  W  S  W  W  *  C  S 
      L  R  G  V  D  V  V  P  G  A  V  L  G  G  V  R  H  A  D  V  E  V  H  R  G  R  D  G  H  G  G  D  A  Q
59001 CTCCGAGGAGTCGACGTAGTCCCGGGCGCCGTCCTCGGTGGTGTCCGACACGCTGATGTCGAAGTTCACCGTGGCCGTGATGGTCATGGTGGTGATGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  L  D  R  S  R  L  E  A  M  R  S  S  M  Y  D  D  G  D  S  M  V  K  V  T  S  A  V  P  L  T  R  Q  S
       G  W  T  G  R  G  W  R  R  C  A  R  Q  C  M  T  T  G  I  R  W  *  R  *  R  P  P  C  P  *  P  A  S  
        A  G  Q  V  E  A  G  G  D  A  L  V  N  V  *  R  R  G  F  D  G  E  G  D  V  R  R  A  P  D  P  P  V 
59101 AGGCTGGACAGGTCGAGGCTGGAGGCGATGCGCTCGTCAATGTATGACGACGGGGATTCGATGGTGAAGGTGACGTCCGCCGTGCCCCTGACCCGCCAGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  V  R  S  L  A  G  R  P  S  G  S  A  K  A  S  Y  S  E  H  Q  S  L  S  S  A  I  V  T  S  A  W  L 
      P  G  C  G  P  W  P  A  G  P  A  A  R  R  R  P  R  T  R  S  T  S  P  C  R  P  P  S  S  P  A  P  G  *
       P  G  A  V  P  G  R  Q  A  Q  R  L  G  E  G  L  V  L  G  A  P  V  L  V  V  R  H  R  H  Q  R  L  A  
59201 CCCGGGTGCGGTCCCTGGCCGGCAGGCCCAGCGGCTCGGCGAAGGCCTCGTACTCGGAGCACCAGTCCTTGTCGTCCGCCATCGTCACCAGCGCCTGGCT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  L  S  H  L  V  I  S  S  M  N  V  R  D  R  A  S  R  R  P  S  A  G  S  S  P  T  R  L  V  V  L  A  
        G  C  P  T  W  S  S  P  R  *  T  C  G  T  G  P  R  G  G  P  R  P  V  P  R  R  R  G  W  W  S  W  P 
      E  V  V  P  L  G  H  L  L  D  E  R  A  G  Q  G  L  A  A  A  L  G  R  F  L  A  D  E  A  G  G  L  G  Q
59301 GAGGTTGTCCCACTTGGTCATCTCCTCGATGAACGTGCGGGACAGGGCCTCGCGGCGGCCCTCGGCCGGTTCCTCGCCGACGAGGCTGGTGGTCTTGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  A  Q  R  R  V  E  M  S  M  V  V  E  E  P  V  K  S  G  W  T  C  Q  S  R  A  *  *  P  I  H  S  H  S
       A  P  S  A  G  W  R  C  R  W  W  S  R  S  R  *  S  P  G  G  R  A  S  P  G  R  S  N  P  S  T  P  I  
        R  P  A  P  G  G  D  V  D  G  G  R  G  A  G  E  V  R  V  D  V  P  V  P  G  V  V  T  H  P  L  P  F 
59401 AGCGCCCAGCGCCGGGTGGAGATGTCGATGGTGGTCGAGGAGCCGGTGAAGTCCGGGTGGACGTGCCAGTCCCGGGCGTAGTAACCCATCCACTCCCATT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  P  T  R  S  A  R  *  R  R  R  V  R  S  S  L  S  A  G  K  N  R  Y  A  L  P  S  T  G  S  G  F  T 
      R  R  R  P  A  A  Q  G  S  G  G  G  S  G  H  R  C  Q  R  G  R  T  G  T  P  C  R  P  P  A  P  G  S  P
       A  A  D  P  Q  R  K  V  A  A  E  G  P  V  I  A  V  S  G  E  E  Q  V  R  L  A  V  H  R  L  R  V  H  
59501 CGCCGCCGACCCGCAGCGCAAGGTAGCGGCGGAGGGTCCGGTCATCGCTGTCAGCGGGGAAGAACAGGTACGCCTTGCCGTCCACCGGCTCCGGGTTCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  T  W  P  R  S  S  T  S  A  S  P  Q  Q  G  P  S  S  A  P  L  T  C  S  R  M  T  V  S  G  A  A  P  
        R  H  G  P  A  H  P  P  R  P  A  P  S  R  D  R  R  R  R  R  *  H  A  P  G  *  P  C  P  A  R  R  R 
      L  D  M  A  P  L  I  H  L  G  Q  P  P  A  G  T  V  V  G  A  A  D  M  L  P  D  D  R  V  R  R  G  A  G
59601 CTCGACATGGCCCCGCTCATCCACCTCGGCCAGCCCCCAGCAGGGACCGTCGTCGGCGCCGCTGACATGCTCCCGGATGACCGTGTCCGGCGCGGCGCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  T  A  G  R  P  A  V  S  T  S  T  S  N  H  A  G  G  V  Q  S  S  E  R  A  S  L  S  T  *  C  G  L  P
       L  L  P  D  V  R  R  F  R  P  Q  P  R  T  T  P  G  A  S  S  R  R  R  G  R  R  C  R  R  S  A  G  C  
        Y  C  R  T  S  G  G  F  D  L  N  L  E  P  R  R  G  R  P  V  V  G  E  G  V  V  V  D  V  V  R  V  A 
59701 GTTACTGCCGGACGTCCGGCGGTTTCGACCTCAACCTCGAACCACGCCGGGGGCGTCCAGTCGTCGGAGAGGGCGTCGTTGTCGACGTAGTGCGGGTTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  R  P  E  T  T  D  S  L  A  C  G  R  L  R  S  P  T  W  A  S  S  L  *  R  T  V  H  S  S  S  P  S 
      R  G  G  R  R  R  P  T  A  W  R  A  A  G  C  G  P  R  H  G  R  R  R  C  S  G  R  S  T  V  P  H  R  R
       A  A  A  G  D  D  R  Q  L  G  V  R  P  V  A  V  P  D  M  G  V  V  V  V  A  D  G  P  Q  F  L  T  V  
59801 CGCGGCGGCCGGAGACGACCGACAGCTTGGCGTGCGGCCGGTTGCGGTCCCCGACATGGGCGTCGTCGTTGTAGCGGACGGTCCACAGTTCCTCACCGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       S  S  R  M  R  *  C  L  P  F  S  M  T  G  L  S  S  A  P  V  T  R  T  *  *  F  G  E  A  P  A  V  R  
        R  R  G  *  G  S  A  C  R  S  P  *  R  G  *  A  A  P  R  *  P  G  R  S  S  S  A  R  L  P  R  S  G 
      V  V  E  D  E  V  V  L  A  V  L  H  D  G  V  E  Q  R  P  G  D  P  D  V  V  V  R  R  G  S  R  G  Q  D
59901 GTCGTCGAGGATGAGGTAGTGCTTGCCGTTCTCCATGACGGGGTTGAGCAGCGCCCCGGTGACCCGGACGTAGTAGTTCGGCGAGGCTCCCGCGGTCAGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      I  A  S  G  M  W  D  R  S  E  R  T  G  W  M  V  P  I  S  S  A  L  R  A  S  V  T  L  V  E  P  G  S  M
       S  P  R  E  C  G  T  G  R  S  A  P  A  G  W  C  R  S  V  P  P  C  G  P  R  *  H  W  W  S  P  A  R  
        R  L  G  N  V  G  Q  V  G  A  H  R  L  D  G  A  D  Q  F  R  L  A  G  L  G  D  T  G  G  A  R  L  D 
60001 ATCGCCTCGGGAATGTGGGACAGGTCGGAGCGCACCGGCTGGATGGTGCCGATCAGTTCCGCCTTGCGGGCCTCGGTGACACTGGTGGAGCCCGGCTCGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  V  I  S  I  R  P  C  Q  S  S  L  G  E  A  G  T  A  L  E  A  T  G  V  R  L  R  T  G  L  A  V  V 
      W  R  *  S  A  S  G  R  A  S  P  H  W  V  R  R  A  P  P  W  R  R  P  G  S  G  S  G  P  A  W  R  W  *
       G  G  D  Q  H  P  A  V  P  V  L  I  G  *  G  G  H  R  L  G  G  D  R  G  P  A  Q  D  R  L  G  G  G  
60101 TGGCGGTGATCAGCATCCGGCCGTGCCAGTCCTCATTGGGTGAGGCGGGCACCGCCTTGGAGGCGACCGGGGTCCGGCTCAGGACCGGCTTGGCGGTGGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  R  V  S  V  A  V  A  S  V  I  V  S  V  M  V  V  P  F  R  K  P  G  S  G  S  G  *  R  G  W  W  S  
        G  G  *  A  W  Q  W  P  A  *  S  C  Q  S  W  S  C  L  S  G  S  R  D  Q  G  A  D  E  G  D  G  G  A 
      E  A  G  E  R  G  S  G  Q  R  N  R  V  S  H  G  R  A  F  Q  E  A  G  I  R  E  R  M  K  G  M  V  E  P
60201 GAGGCGGGTGAGCGTGGCAGTGGCCAGCGTAATCGTGTCAGTCATGGTCGTGCCTTTCAGGAAGCCGGGATCAGGGAGCGGATGAAGGGGATGGTGGAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  G  R  H  S  S  P  G  C  R  G  V  P  G  P  R  S  R  W  C  T  R  R  R  P  *  R  R  R  G  R  *  W  R
       A  D  D  T  H  H  R  D  V  E  A  F  P  G  R  V  H  D  G  V  L  G  D  V  L  D  V  V  E  V  G  D  G  
        R  T  T  L  I  T  G  M  S  R  R  S  R  A  A  F  T  M  V  Y  S  E  T  S  L  T  S  S  R  S  V  M  E 
60301 CGCGGACGACACTCATCACCGGGATGTCGAGGCGTTCCCGGGCCGCGTTCACGATGGTGTACTCGGAGACGTCCTTGACGTCGTCGAGGTCGGTGATGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  G  R  G  T  T  R  G  P  G  S  A  S  P  S  G  P  G  R  S  R  R  R  S  S  S  P  G  P  C  G  S  S 
      G  A  D  E  E  R  R  G  D  R  D  L  R  L  H  P  G  R  G  V  A  A  A  D  R  V  L  P  G  L  A  D  H  R
       V  R  T  R  N  D  A  G  T  G  I  C  V  S  I  R  A  G  A  *  P  P  P  I  E  F  S  R  A  L  R  I  I  
60401 GGTGCGGACGAGGAACGACGCGGGGACCGGGATCTGCGTCTCCATCCGGGCCGGGGCGTAGCCGCCGCCGATCGAGTTCTCCCGGGCCTTGCGGATCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  A  G  P  R  S  A  H  Q  P  P  P  A  G  R  W  R  R  T  R  C  R  Q  R  A  A  H  R  W  A  W  A  A  
        L  P  V  L  G  Q  R  I  N  L  H  L  L  A  G  G  D  E  H  G  A  V  N  V  Q  R  I  G  G  L  G  Q  R 
      A  C  R  S  S  V  S  A  S  T  S  T  C  W  P  V  A  T  N  T  V  P  S  T  C  S  A  *  V  G  L  G  S  E
60501 GCCTGCCGGTCCTCGGTCAGCGCATCAACCTCCACCTGCTGGCCGGTGGCGACGAACACGGTGCCGTCAACGTGCAGCGCATAGGTGGGCTTGGGCAGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  S  P  G  P  P  G  R  P  P  S  C  G  P  G  I  R  G  G  C  T  P  R  R  A  P  S  R  T  S  A  W  R  W
       V  V  Q  V  L  Q  V  V  L  P  A  A  G  L  G  F  A  E  D  A  H  L  G  E  R  R  L  E  L  L  L  G  D  
        *  S  R  S  S  R  S  S  S  Q  L  R  A  W  D  S  R  R  M  H  T  S  A  S  A  V  S  N  F  C  L  A  M 
60601 AGTAGTCCAGGTCCTCCAGGTCGTCCTCCCAGCTGCGGGCCTGGGATTCGCGGAGGATGCACACCTCGGCGAGCGCCGTCTCGAACTTCTGCTTGGCGAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        T  A  S  G  *  R  W  R  T  C  H  L  R  P  A  S  C  H  G  P  T  V  P  P  A  A  T  S  *  R  S  T  C 
      G  Q  L  L  A  D  G  G  G  R  V  T  F  G  R  H  H  V  T  G  P  R  C  R  L  Q  P  R  P  D  V  V  R  V
       D  S  F  W  L  T  V  E  D  V  S  P  S  A  G  I  M  S  R  A  H  G  A  A  C  S  H  V  L  T  *  Y  V  
60701 GGACAGCTTCTGGCTGACGGTGGAGGACGTGTCACCTTCGGCCGGCATCATGTCACGGGCCCACGGTGCCGCCTGCAGCCACGTCCTGACGTAGTACGTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  P  S  G  R  C  R  W  R  S  A  P  H  P  S  A  G  P  I  R  S  S  S  G  P  D  C  P  P  R  P  R  C  
        H  P  A  A  V  A  A  G  D  P  H  P  I  R  A  P  G  R  F  D  L  H  P  A  L  T  V  H  P  D  P  G  A 
      S  T  Q  R  P  L  P  L  A  I  R  T  P  S  E  R  R  A  D  S  I  F  I  R  P  *  L  S  T  P  T  P  V  P
60801 TCCACCCAGCGGCCGTTGCCGCTGGCGATCCGCACCCCATCCGAGCGCCGGGCCGATTCGATCTTCATCCGGCCCTGACTGTCCACCCCGACCCCGGTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  *  R  T  G  S  R  R  *  S  P  S  S  A  G  R  W  A  G  S  A  G  T  P  R  R  R  P  R  S  R  P  P  W
       D  D  E  Q  V  L  A  D  D  P  H  H  R  L  V  G  G  Q  V  Q  R  G  H  R  G  A  V  H  V  V  A  P  R  
        M  T  N  R  F  S  P  M  I  P  I  I  G  W  *  V  G  R  F  S  G  D  T  A  A  P  S  T  *  S  P  P  V 
60901 CGATGACGAACAGGTTCTCGCCGATGATCCCCATCATCGGCTGGTAGGTGGGCAGGTTCAGCGGGGACACCGCGGCGCCGTCCACGTAGTCGCCCCCCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        W  S  T  T  G  G  S  R  T  S  T  G  P  S  P  P  *  S  C  R  C  R  G  R  A  G  S  V  P  G  T  R  T 
      G  G  P  P  Q  V  V  V  V  H  R  P  A  L  H  L  R  D  L  V  D  V  E  A  A  L  G  P  F  P  E  H  E  H
       V  V  H  H  R  W  *  S  Y  I  D  R  P  F  T  S  V  I  L  S  M  *  R  P  R  W  V  R  S  R  N  T  N  
61001 GGTGGTCCACCACAGGTGGTAGTCGTACATCGACCGGCCCTTCACCTCCGTGATCTTGTCGATGTAGAGGCCGCGCTGGGTCCGTTCCCGGAACACGAAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  C  R  R  W  R  T  G  P  A  W  G  *  G  S  I  C  G  S  C  Q  G  *  A  W  S  F  L  W  V  S  A  G  
        L  V  G  G  G  E  R  V  L  H  G  G  E  E  V  F  A  V  A  V  R  D  E  H  G  L  S  F  G  L  V  P  D 
      T  L  S  E  V  A  N  G  S  C  M  G  V  R  K  Y  L  R  *  L  S  G  M  S  M  V  F  P  L  G  *  C  R  T
61101 ACCTTGTCGGAGGTGGCGAACGGGTCCTGCATGGGGGTGAGGAAGTATTTGCGGTAGCTGTCAGGGATGAGCATGGTCTTTCCTTTGGGTTAGTGCCGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  P  A  V  I  R  R  *  W  *  S  N  R  L  P  G  S  R  C  *  G  V  R  R  Y  P  R  R  S  A  R  A  *  A
       V  R  R  L  F  V  D  D  G  D  R  T  G  C  P  V  V  A  A  E  E  F  E  G  I  L  A  G  Q  P  E  H  E  
        S  G  G  Y  S  S  M  M  V  I  E  Q  V  A  R  *  S  L  L  R  S  S  K  V  S  S  P  V  S  Q  S  M  S 
61201 CGTCCGGCGGTTATTCGTCGATGATGGTGATCGAACAGGTTGCCCGGTAGTCGCTGCTGAGGAGTTCGAAGGTATCCTCGCCGGTCAGCCAGAGCATGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  H  A  P  R  R  D  S  S  G  L  R  R  A  G  C  R  T  V  R  R  A  R  R  R  P  R  S  G  C  R  G  W 
      Q  R  M  H  R  D  G  I  L  Q  G  F  G  E  P  V  V  E  Q  F  G  E  R  G  D  G  P  G  R  G  V  V  G  G
       S  A  C  T  A  T  G  F  F  R  A  S  E  S  R  L  S  N  S  S  E  S  A  E  T  A  P  V  G  V  S  W  V  
61301 CAGCGCATGCACCGCGACGGGATTCTTCAGGGCTTCGGAGAGCCGGTTGTCGAACAGTTCGGAGAGCGCGGAGACGGCCCCGGTCGGGGTGTCGTGGGTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  A  Q  *  P  C  R  P  G  R  A  P  *  R  C  S  A  *  P  S  A  G  S  L  G  A  Y  S  S  R  N  *  S  
        L  H  N  D  L  A  V  L  A  E  R  R  D  D  V  A  P  S  H  R  R  A  P  W  G  R  T  R  R  G  T  D  R 
      A  C  T  M  T  L  P  S  W  P  S  A  V  T  M  *  R  L  A  I  G  G  L  L  G  G  V  L  V  E  E  L  I  E
61401 GCCTGCACAATGACCTTGCCGTCCTGGCCGAGCGCCGTGACGATGTAGCGCCTAGCCATCGGCGGGCTCCTTGGGGGCGTACTCGTCGAGGAACTGATCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  R  C  S  M  G  V  A  Y  Q  C  S  T  A  S  V  G  V  H  C  A  A  S  A  S  M  S  K  K  M  G  A  A  V
       A  G  A  P  W  E  W  H  T  N  A  P  Q  H  R  L  G  C  T  A  Q  P  R  P  A  C  R  R  R  W  G  R  L  
        P  V  L  H  G  S  G  I  P  M  L  H  S  I  G  W  G  A  L  R  S  L  G  Q  H  V  E  E  D  G  G  G  C 
61501 AGCCGGTGCTCCATGGGAGTGGCATACCAATGCTCCACAGCATCGGTTGGGGTGCACTGCGCAGCCTCGGCCAGCATGTCGAAGAAGATGGGGGCGGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        S  A  V  S  T  T  S  E  F  L  L  I  A  A  R  P  P  H  H  V  T  D  L  L  V  H  G  T  L  V  D  A  S 
      S  A  Q  C  L  R  P  Q  S  S  C  S  S  P  P  A  L  R  T  T  S  R  T  C  L  S  M  A  P  W  S  M  R  P
       Q  R  S  V  Y  D  L  R  V  P  A  H  R  R  P  P  S  A  P  R  H  G  P  A  C  P  W  H  P  G  R  C  V  
61601 TCAGCGCAGTGTCTACGACCTCAGAGTTCCTGCTCATCGCCGCCCGCCCTCCGCACCACGTCACGGACCTGCTTGTCCATGGCACCCTGGTCGATGCGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       D  L  P  V  Q  E  A  D  D  A  G  A  E  V  F  D  G  G  D  H  H  R  V  V  L  P  A  V  G  E  P  A  Q  
        T  S  P  F  R  R  P  M  M  Q  E  P  R  C  S  T  A  V  I  I  T  E  S  S  F  Q  R  S  A  S  L  L  S 
      R  P  P  R  S  G  G  R  *  C  R  S  R  G  V  R  R  R  *  S  S  P  S  R  P  S  S  G  R  R  A  C  S  V
61701 CGACCTCCCCGTTCAGGAGGCCGATGATGCAGGAGCCGAGGTGTTCGACGGCGGTGATCATCACCGAGTCGTCCTTCCAGCGGTCGGCGAGCCTGCTCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      F  G  E  Q  V  G  D  G  G  L  M  R  S  L  R  F  E  Q  R  L  G  V  P  G  D  G  G  V  H  V  R  G  H  V
       S  V  N  R  L  A  M  E  A  S  C  G  P  S  G  S  S  S  A  L  A  C  R  V  M  A  V  S  T  F  V  V  M  
        R  *  T  G  W  R  W  R  P  H  A  V  P  P  V  R  A  A  P  W  R  A  G  *  W  R  C  P  R  S  W  S  C 
61801 TTCGGTGAACAGGTTGGCGATGGAGGCCTCATGCGGTCCCTCCGGTTCGAGCAGCGCCTTGGCGTGCCGGGTGATGGCGGTGTCCACGTTCGTGGTCATG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  P  F  W  V  G  G  L  R  P  A  R  F  L  L  R  R  H  L  R  R  T  S  G  T  F  L  R  D  G  E  E  A 
      S  F  L  S  G  W  G  A  C  G  L  P  A  F  C  S  G  V  I  C  A  G  R  P  A  L  S  C  G  T  V  K  K  R
       R  S  F  L  G  G  G  P  A  A  C  P  L  S  A  P  A  S  F  A  P  D  V  R  H  F  P  A  G  R  *  R  S  
61901 TCGTTCCTTTCTGGGTGGGGGGCCTGCGGCCTGCCCGCTTTCTGCTCCGGCGTCATTTGCGCCGGACGTCCGGCACTTTCCTGCGGGACGGTGAAGAAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       E  A  G  S  A  D  G  V  R  V  S  R  W  F  G  E  Q  H  R  E  V  V  A  A  Q  G  G  G  G  V  P  V  H  
        R  Q  A  A  Q  T  A  C  G  S  A  G  G  S  G  S  S  T  G  K  L  W  R  R  R  E  E  A  E  F  L  F  T 
      G  G  R  Q  R  R  R  R  A  G  Q  P  V  V  R  G  A  A  P  G  S  C  G  G  A  G  R  R  R  S  S  C  S  P
62001 GGAGGCAGGCAGCGCAGACGGCGTGCGGGTCAGCCGGTGGTTCGGGGAGCAGCACCGGGAAGTTGTGGCGGCGCAGGGAGGAGGCGGAGTTCCTGTTCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  E  A  P  G  D  G  V  Q  F  R  L  R  V  V  G  A  G  R  V  S  G  V  D  P  G  G  V  G  F  A  V  G  Q
       R  K  R  R  A  M  E  F  S  S  V  S  V  S  S  V  P  G  G  C  P  A  S  T  Q  A  E  *  G  S  L  S  V  
        G  S  A  G  R  W  S  S  V  P  S  P  C  R  R  C  R  A  G  V  R  R  R  P  R  R  S  R  V  R  C  R  S 
62101 CCGGAAGCGCCGGGCGATGGAGTTCAGTTCCGTCTCCGTGTCGTCGGTGCCGGGCGGGTGTCCGGCGTCGACCCAGGCGGAGTAGGGTTCGCTGTCGGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  V  D  D  V  C  L  A  P  V  I  S  V  P  F  V  D  I  G  L  V  G  H  A  L  G  S  V  R  I  *  Q  N 
      R  R  *  T  M  S  A  S  H  Q  *  S  P  F  H  S  *  T  S  G  W  S  V  M  R  W  G  P  F  G  Y  N  R  T
       G  G  R  R  C  L  P  R  T  S  N  L  R  S  I  R  R  H  R  V  G  R  S  C  V  G  V  R  S  D  I  T  E  
62201 AGGCGGTAGACGATGTCTGCCTCGCACCAGTAATCTCCGTTCCATTCGTAGACATCGGGTTGGTCGGTCATGCGTTGGGGTCCGTTCGGATATAACAGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  R  T  S  G  G  F  C  G  V  I  V  S  S  S  G  T  F  T  *  C  L  K  Y  T  T  M  S  S  N  C  Q  V  
        A  G  R  P  A  V  S  V  G  S  L  C  R  H  R  G  R  S  L  D  V  S  S  I  P  Q  C  R  R  I  V  K  L 
      P  P  D  V  R  R  F  L  W  G  H  C  V  V  I  G  D  V  H  L  M  S  Q  V  Y  H  N  V  V  E  L  S  S  *
62301 CCGCCGGACGTCCGGCGGTTTCTGTGGGGTCATTGTGTCGTCATCGGGGACGTTCACTTGATGTCTCAAGTATACCACAATGTCGTCGAATTGTCAAGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      E  D  V  L  V  S  S  S  V  S  S  L  W  G  F  T  *  C  T  P  G  S  M  R  L  M  S  A  F  R  V  V  M  *
       R  T  S  *  C  R  H  R  C  R  H  C  G  V  L  H  D  A  R  P  V  Q  C  G  *  C  P  P  S  G  W  S  C  
        G  R  L  S  V  V  I  G  V  V  I  V  G  F  Y  M  M  H  A  R  F  N  A  A  D  V  R  L  P  G  G  H  V 
62401 GAGGACGTCTTAGTGTCGTCATCGGTGTCGTCATTGTGGGGTTTTACATGATGCACGCCCGGTTCAATGCGGCTGATGTCCGCCTTCCGGGTGGTCATGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        Q  T  A  L  M  V  E  V  D  T  P  Y  T  A  A  R  S  A  A  E  R  P  S  A  Y  S  R  W  M  A  S  I  A 
      S  R  R  P  *  W  S  R  L  T  P  R  T  P  R  R  G  Q  R  R  S  G  H  R  R  T  R  A  G  W  R  A  S  R
       A  D  G  P  D  G  R  G  *  H  P  V  H  R  G  E  V  S  G  G  A  A  I  G  V  L  A  L  D  G  E  H  R  
62501 AGCAGACGGCCCTGATGGTCGAGGTTGACACCCCGTACACCGCGGCGAGGTCAGCGGCGGAGCGGCCATCGGCGTACTCGCGCTGGATGGCGAGCATCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  A  D  S  L  R  R  R  P  T  A  S  R  *  Y  S  A  *  R  L  A  F  T  G  P  R  S  *  A  R  R  G  H  
        R  P  T  A  C  A  A  G  R  P  H  R  G  N  T  P  P  D  A  W  R  S  Q  V  P  G  L  E  P  G  E  V  I 
      A  G  R  Q  L  A  P  P  A  D  R  I  E  V  I  L  R  L  T  L  G  V  H  R  S  Q  V  L  S  P  A  R  S  S
62601 GCCGGCCGACAGCTTGCGCCGCCGGCCGACCGCATCGAGGTAATACTCCGCCTGACGCTTGGCGTTCACAGGTCCCAGGTCTTGAGCCCGGCGAGGTCAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  R  R  P  G  P  P  R  A  R  P  D  P  R  A  D  T  C  P  R  P  P  *  W  P  R  *  P  S  A  E  S  A  G
       P  A  V  P  D  H  P  A  L  G  Q  I  P  E  R  I  R  V  L  G  L  R  D  G  H  D  D  R  A  P  N  Q  L  
        P  P  S  R  T  T  P  R  S  A  R  S  Q  S  G  Y  V  S  S  A  S  V  M  A  T  M  T  E  R  R  I  S  W 
62701 CCCCGCCGTCCCGGACCACCCCGCGCTCGGCCAGATCCCAGAGCGGATACGTGTCCTCGGCCTCCGTGATGGCCACGATGACCGAGCGCCGAATCAGCTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  S  W  R  T  A  P  G  R  S  S  P  P  P  P  W  C  S  G  T  G  S  S  P  D  S  C  R  R  S  C  G  S 
      V  A  L  G  V  L  L  R  V  D  L  R  L  R  R  L  G  V  Q  V  L  G  P  V  L  I  R  A  G  G  L  A  G  L
       W  L  L  A  Y  C  S  G  S  I  F  A  S  A  A  L  V  F  R  Y  W  V  Q  S  *  F  V  P  E  V  L  R  V  
62801 GTGGCTCTTGGCGTACTGCTCCGGGTCGATCTTCGCCTCCGCCGCCTTGGTGTTCAGGTACTGGGTCCAGTCCTGATTCGTGCCGGAGGTCTTGCGGGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       *  P  A  H  R  S  *  S  C  P  A  C  R  A  S  S  P  T  G  C  S  R  P  G  T  A  S  R  T  G  H  A  G  
        D  Q  R  I  E  A  D  P  A  Q  L  V  G  H  R  V  P  L  D  A  P  V  R  E  P  H  P  V  L  V  M  L  G 
      L  T  S  A  S  K  L  I  L  P  S  L  *  G  I  E  S  H  W  M  L  P  S  G  N  R  I  P  Y  W  S  C  W  A
62901 TTGACCAGCGCATCGAAGCTGATCCTGCCCAGCTTGTAGGGCATCGAGTCCCACTGGATGCTCCCGTCCGGGAACCGCATCCCGTACTGGTCATGCTGGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  R  A  C  P  P  R  W  A  G  R  R  M  R  S  G  C  L  S  W  C  F  L  T  A  G  R  P  A  V  V  G  S  G
       D  V  L  V  H  L  V  G  Q  D  D  G  *  G  L  G  V  C  H  G  V  S  L  L  P  D  V  R  R  L  L  G  Q  
        T  C  L  S  T  S  L  G  R  T  T  D  E  V  W  V  S  V  M  V  F  P  Y  C  R  T  S  G  G  C  W  V  R 
63001 CGACGTGCTTGTCCACCTCGTTGGGCAGGACGACGGATGAGGTCTGGGTGTCTGTCATGGTGTTTCCTTACTGCCGGACGTCCGGCGGTTGTTGGGTCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  G  A  E  A  *  R  L  G  C  L  V  V  G  C  E  F  L  D  L  I  G  Q  G  L  Q  P  C  G  D  A  L  H 
      E  V  A  P  R  H  D  A  L  A  A  W  *  S  G  V  S  S  L  T  *  S  V  R  G  C  S  R  A  G  M  P  C  M
       R  W  R  R  G  M  T  P  W  L  P  G  S  R  V  *  V  P  *  P  D  R  S  G  A  A  A  V  R  G  C  P  A  
63101 GAGGTGGCGCCGAGGCATGACGCCTTGGCTGCCTGGTAGTCGGGTGTGAGTTCCTTGACCTGATCGGTCAGGGGCTGCAGCCGTGCGGGGATGCCCTGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  G  D  V  E  G  P  G  R  L  H  R  L  A  H  D  A  H  R  I  G  G  Q  A  Q  R  L  L  R  E  G  D  R  
        V  A  T  S  K  V  P  A  A  S  I  A  S  L  M  M  P  I  E  S  E  D  R  L  S  A  F  S  A  R  V  I  A 
      W  W  R  R  R  R  S  R  P  P  P  S  P  R  S  *  C  P  S  N  R  R  T  G  S  A  P  S  P  R  G  *  S  P
63201 TGGTGGCGACGTCGAAGGTCCCGGCCGCCTCCATCGCCTCGCTCATGATGCCCATCGAATCGGAGGACAGGCTCAGCGCCTTCTCCGCGAGGGTGATCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  G  A  G  I  G  G  D  G  H  L  D  L  L  L  H  D  L  L  D  R  D  L  D  A  L  L  H  L  H  G  L  G  G
       S  V  Q  E  S  G  V  T  G  T  S  T  S  F  S  T  I  F  S  T  G  T  S  T  R  F  S  T  S  T  V  W  A  
        R  C  R  N  R  G  *  R  A  P  R  P  P  S  P  R  S  S  R  P  G  P  R  R  A  S  P  P  P  R  S  G  R 
63301 CTCGGTGCAGGAATCGGGGGTGACGGGCACCTCGACCTCCTTCTCCACGATCTTCTCGACCGGGACCTCGACGCGCTTCTCCACCTCCACGGTCTGGGCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  G  P  G  A  D  A  E  A  D  Q  P  D  D  D  G  G  G  D  L  Q  A  G  A  L  L  L  G  V  D  G  A  G 
      E  V  D  P  A  P  T  P  K  Q  T  S  P  T  T  T  A  A  A  T  F  R  P  V  R  F  F  L  A  W  T  G  L  A
       R  W  T  R  R  R  R  R  S  R  P  A  R  R  R  R  R  R  R  P  S  G  R  C  A  S  S  W  R  G  R  G  W  
63401 GAGGTGGACCCGGCGCCGACGCCGAAGCAGACCAGCCCGACGACGACGGCGGCGGCGACCTTCAGGCCGGTGCGCTTCTTCTTGGCGTGGACGGGGCTGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       G  G  H  G  V  K  H  W  R  *  A  F  Q  *  V  P  D  V  R  R  L  L  I  C  G  *  S  W  G  Q  L  Q  Q  
        G  V  M  V  S  N  I  G  G  E  P  F  S  K  C  R  T  F  G  G  C  *  Y  V  D  K  A  G  D  N  Y  S  R 
      R  G  S  W  C  Q  T  L  A  V  S  L  S  V  S  A  G  R  S  A  V  V  D  M  W  I  K  L  G  T  T  T  A  G
63501 CGGGGGTCATGGTGTCAAACATTGGCGGTGAGCCTTTCAGTAAGTGCCGGACGTTCGGCGGTTGTTGATATGTGGATAAAGCTGGGGACAACTACAGCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      A  R  L  L  G  P  D  I  S  H  G  Q  R  R  D  A  V  H  E  I  H  P  G  L  V  G  R  A  F  A  V  A  C  N
       P  A  F  W  A  L  T  *  A  T  A  S  A  G  M  R  S  T  K  S  I  P  D  W  *  A  E  P  S  P  W  R  A  
        P  P  S  G  P  *  H  K  P  R  P  A  P  G  C  G  P  R  N  P  S  R  T  G  R  P  S  L  R  R  G  V  Q 
63601 GCCCGCCTTCTGGGCCCTGACATAAGCCACGGCCAGCGCCGGGATGCGGTCCACGAAATCCATCCCGGACTGGTAGGCCGAGCCTTCGCCGTGGCGTGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        H  G  R  A  L  M  V  L  V  A  E  V  Q  I  L  V  P  S  G  P  G  D  G  P  E  E  D  A  P  V  A  V  V 
      I  T  V  G  R  *  W  S  W  *  Q  K  Y  R  S  S  Y  P  P  D  P  G  M  D  P  R  K  M  H  P  S  Q  S  C
       S  R  S  G  A  D  G  P  G  S  R  S  T  D  P  R  T  L  R  T  R  G  W  T  R  G  R  C  T  R  R  S  R  
63701 ATCACGGTCGGGCGCTGATGGTCCTGGTAGCAGAAGTACAGATCCTCGTACCCTCCGGACCCGGGGATGGACCCGAGGAAGATGCACCCGTCGCAGTCGT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  P  V  G  V  E  H  V  P  V  V  A  V  G  G  V  H  V  I  L  *  G  R  A  G  R  R  G  F  L  V  G  H  
        S  Q  *  A  S  S  M  F  Q  S  W  R  W  A  A  Y  T  S  S  C  E  G  G  P  A  V  G  V  S  S  S  A  T 
      A  P  S  R  R  R  A  C  S  S  R  G  G  G  R  R  T  R  H  P  V  R  E  G  R  P  S  G  F  P  R  R  P  R
63801 GCTCCCAGTAGGCGTCGAGCATGTTCCAGTCGTGGCGGTGGGCGGCGTACACGTCATCCTGTGAGGGAGGGCCGGCCGTCGGGGTTTCCTCGTCGGCCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  G  A  V  A  V  H  V  N  S  Y  F  D  G  V  D  G  D  A  G  G  A  G  D  H  P  P  V  G  D  Q  E  H  A
       G  V  L  L  L  F  M  S  I  P  T  S  T  E  W  M  V  M  Q  A  G  Q  V  T  I  P  Q  S  G  T  R  S  M  
        G  C  C  C  C  S  C  Q  F  L  L  R  R  S  G  W  *  C  R  R  G  R  *  P  S  P  S  R  G  P  G  A  C 
63901 GGGGGTGCTGTTGCTGTTCATGTCAATTCCTACTTCGACGGAGTGGATGGTGATGCAGGCGGGGCAGGTGACCATCCCCCAGTCGGGGACCAGGAGCATG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  A  A  C  V  F  G  L  D  A  A  V  A  C  V  V  L  G  A  E  E  M  G  E  D  Y  C  R  T  S  G  G  F 
      P  S  P  P  V  C  S  A  S  M  P  Q  *  P  A  L  S  L  A  P  R  K  W  V  R  I  T  A  G  R  P  A  V  S
       P  R  R  L  C  V  R  P  R  C  R  S  S  L  R  C  P  W  R  R  G  N  G  *  G  L  L  P  D  V  R  R  F  
64001 CCCTCGCCGCCTGTGTGTTCGGCCTCGATGCCGCAGTAGCCTGCGTTGTCCTTGGCGCCGAGGAAATGGGTGAGGATTACTGCCGGACGTCCGGCGGTTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       Q  P  Q  A  F  L  A  G  D  G  V  P  R  A  G  D  H  Q  R  S  S  H  V  K  E  R  T  T  H  G  L  D  V  
        S  R  R  H  S  L  Q  V  T  V  Y  P  E  P  G  I  T  S  G  V  P  T  S  R  S  A  P  H  M  G  L  M  S 
      P  A  A  G  I  P  C  R  *  R  C  T  P  S  R  G  S  P  A  E  F  P  R  Q  G  A  H  H  T  W  A  *  C  R
64101 CCAGCCGCAGGCATTCCTTGCAGGTGACGGTGTACCCCGAGCCGGGGATCACCAGCGGAGTTCCCACGTCAAGGAGCGCACCACACATGGGCTTGATGTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      V  V  G  V  V  S  A  G  G  L  P  E  P  A  H  V  G  F  E  A  L  R  A  G  D  L  L  D  L  V  G  L  H  L
       S  S  A  *  *  V  P  E  G  C  R  S  Q  P  T  *  A  S  R  H  F  G  Q  V  T  C  S  I  L  S  D  F  T  
        R  R  R  S  E  C  R  R  A  A  G  A  S  P  R  R  L  R  G  T  S  G  R  *  P  A  R  S  C  R  T  S  P 
64201 GTCGTCGGCGTAGTGAGTGCCGGAGGGCTGCCGGAGCCAGCCCACGTAGGCTTCGAGGCACTTCGGGCAGGTGACCTGCTCGATCTTGTCGGACTTCACC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  L  R  L  Y  L  A  G  G  V  P  A  V  I  E  V  D  V  A  D  G  R  L  G  V  R  H  G  C  S  S  F  G 
      C  H  C  G  S  I  L  Q  A  V  Y  P  P  S  L  R  W  M  *  Q  T  V  G  W  G  S  G  M  G  V  P  L  S  V
       A  I  A  A  L  S  C  R  R  C  T  R  R  H  *  G  G  C  S  R  R  S  A  G  G  Q  A  W  V  F  L  F  R  
64301 TGCCATTGCGGCTCTATCTTGCAGGCGGTGTACCCGCCGTCATTGAGGTGGATGTAGCAGACGGTCGGCTGGGGGTCAGGCATGGGTGTTCCTCTTTCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       E  A  S  A  S  T  T  S  A  N  S  V  A  A  L  N  F  R  V  V  L  Q  R  W  Q  V  V  A  R  G  S  S  L  
        R  R  A  H  P  P  R  R  R  T  P  W  R  R  *  I  S  G  W  S  C  S  A  G  R  W  W  R  G  G  P  R  S 
      *  G  E  R  I  H  H  V  G  E  L  R  G  G  A  E  F  Q  G  G  P  A  A  L  A  G  G  G  A  G  V  L  A  Q
64401 TGAGGCGAGCGCATCCACCACGTCGGCGAACTCCGTGGCGGCGCTGAATTTCAGGGTGGTCCTGCAGCGCTGGCAGGTGGTGGCGCGGGGGTCCTCGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  V  R  A  G  K  R  P  Q  A  E  A  N  P  S  R  P  R  W  T  T  A  T  S  A  P  G  T  V  R  V  R  P  A
       G  S  G  P  G  S  V  R  R  L  R  R  T  L  P  G  R  G  G  L  L  P  H  R  H  P  E  Q  *  E  S  G  Q  
        G  Q  G  R  E  A  S  A  G  *  G  E  P  F  P  A  E  V  D  Y  C  H  I  G  T  R  N  S  E  S  P  A  S 
64501 AGGGTCAGGGCCGGGAAGCGTCCGCAGGCTGAGGCGAACCCTTCCCGGCCGAGGTGGACTACTGCCACATCGGCACCCGGAACAGTGAGAGTCCGGCCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        H  R  T  A  R  P  C  P  A  *  R  H  A  G  R  *  P  G  *  G  R  G  P  C  P  R  R  S  W  P  R  E  H 
      R  T  E  Q  R  G  H  A  Q  H  E  G  T  Q  G  V  D  Q  D  E  V  E  D  H  V  P  V  G  H  G  H  V  S  T
       A  Q  N  S  A  A  M  P  S  M  K  A  R  R  A  L  T  R  M  R  *  R  T  M  S  P  *  V  M  A  T  *  A  
64601 CGCACAGAACAGCGCGGCCATGCCCAGCATGAAGGCACGCAGGGCGTTGACCAGGATGAGGTAGAGGACCATGTCCCCGTAGGTCATGGCCACGTGAGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  R  Q  A  P  H  H  E  P  G  E  G  A  A  D  G  A  E  G  D  G  D  D  E  Q  L  P  R  L  H  V  V  A  
        P  V  R  H  P  T  T  S  P  A  R  V  P  P  M  V  P  R  V  T  A  T  M  N  N  C  H  G  F  T  W  W  P 
      P  P  S  G  T  P  P  R  A  R  R  G  C  R  R  W  C  R  G  *  R  R  R  *  T  T  A  T  A  S  R  G  G  P
64701 CCCCCGTCAGGCACCCCACCACGAGCCCGGCGAGGGTGCCGCCGATGGTGCCGAGGGTGACGGCGACGATGAACAACTGCCACGGCTTCACGTGGTGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  D  S  L  T  T  A  S  S  T  S  C  G  G  W  I  R  G  V  A  N  R  P  H  S  L  A  H  S  A  T  S  S  N
       P  I  L  *  R  P  R  P  A  P  H  A  A  G  G  Y  G  A  W  R  T  G  P  I  P  W  R  T  R  R  P  R  R  
        R  F  F  D  D  R  V  Q  H  L  M  R  R  V  D  T  G  R  G  E  Q  A  P  F  L  G  A  L  G  D  L  V  E 
64801 CCCGATTCTTTGACGACCGCGTCCAGCACCTCATGCGGCGGGTGGATACGGGGCGTGGCGAACAGGCCCCATTCCTTGGCGCACTCGGCGACCTCGTCGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        V  M  P  S  P  L  A  S  L  S  Q  R  R  A  N  S  C  L  V  M  V  I  G  L  S  *  L  P  D  V  R  R  L 
      T  *  C  R  R  R  W  R  P  C  P  S  G  G  R  T  L  A  W  S  W  S  L  V  F  P  N  C  R  T  S  G  G  Y
       R  D  A  V  A  V  G  V  L  V  P  A  A  G  E  L  L  L  G  H  G  H  W  S  F  L  T  A  G  R  P  A  V  
64901 ACGTGATGCCGTCGCCGTTGGCGTCCTTGTCCCAGCGGCGGGCGAACTCTTGCTTGGTCATGGTCATTGGTCTTTCCTAACTGCCGGACGTCCGGCGGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       F  D  G  V  N  P  P  D  D  E  G  E  D  D  G  S  A  L  R  A  P  E  Y  L  P  V  V  P  A  G  A  P  L  
        L  M  G  S  T  H  L  M  T  K  G  R  M  M  V  P  H  F  G  H  R  N  T  F  Q  W  S  Q  R  E  P  H  W 
      I  *  W  G  Q  P  T  *  *  R  R  G  G  *  W  F  R  T  S  G  T  G  I  P  S  S  G  P  S  G  S  P  T  G
65001 ATTTGATGGGGTCAACCCACCTGATGACGAAGGGGAGGATGATGGTTCCGCACTTCGGGCACCGGAATACCTTCCAGTGGTCCCAGCGGGAGCCCCACTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  S  G  G  P  A  G  T  R  A  H  P  R  P  E  C  R  A  G  P  V  R  A  A  P  R  L  V  V  V  R  P  H  D
       A  A  V  D  P  P  G  H  G  P  T  P  A  L  S  A  G  P  D  Q  F  G  Q  R  H  G  L  S  *  L  G  R  M  
        Q  R  W  T  R  R  D  T  G  P  P  P  P  *  V  Q  G  R  T  S  S  G  S  A  T  A  C  R  S  *  A  A  * 
65101 GGCAGCGGTGGACCCGCCGGGACACGGGCCCACCCCCGCCCTGAGTGCAGGGCCGGACCAGTTCGGGCAGCGCCACGGCTTGTCGTAGTTAGGCCGCATG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        F  H  G  G  S  E  Q  V  Q  E  E  G  E  R  H  Q  H  R  C  P  H  G  Q  R  G  E  H  D  G  G  Q  E  R 
      I  F  M  A  A  Q  S  R  F  R  R  R  A  N  A  T  S  T  A  V  H  T  A  S  A  G  S  M  M  V  V  R  N  V
       F  S  W  R  L  R  A  G  S  G  G  G  R  T  P  P  A  P  L  S  T  R  P  A  R  G  A  *  W  W  S  G  T  
65201 ATTTTCATGGCGGCTCAGAGCAGGTTCAGGAGGAGGGCGAACGCCACCAGCACCGCTGTCCACACGGCCAGCGCGGGGAGCATGATGGTGGTCAGGAACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       P  V  L  G  P  V  P  S  A  S  H  A  H  S  T  V  T  M  P  *  A  M  E  A  R  S  N  P  I  T  V  S  P  
        R  Y  W  D  R  C  R  A  R  L  M  P  T  P  P  *  R  C  R  R  R  W  R  P  G  R  T  R  S  R  S  R  P 
      S  G  T  G  T  G  A  E  R  V  S  C  P  L  H  R  D  D  A  V  G  D  G  G  P  V  E  P  D  H  G  L  A  L
65301 TCCGGTACTGGGACCGGTGCCGAGCGCGTCTCATGCCCACTCCACCGTGACGATGCCGTAGGCGATGGAGGCCCGGTCGAACCCGATCACGGTCTCGCCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  L  H  R  M  Y  W  P  S  A  P  S  A  S  T  R  N  T  S  M  V  R  V  T  W  S  L  V  T  V  S  V  S  P
       P  C  T  G  C  T  G  P  A  P  R  R  L  R  P  G  T  P  P  W  C  G  *  R  G  P  W  *  R  *  A  C  R  
        L  A  Q  D  V  L  A  Q  R  P  V  G  F  D  P  E  H  L  H  G  A  G  D  V  V  L  G  D  G  E  R  V  A 
65401 TCCTTGCACAGGATGTACTGGCCCAGCGCCCCGTCGGCTTCGACCCGGAACACCTCCATGGTGCGGGTGACGTGGTCCTTGGTGACGGTGAGCGTGTCGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        T  S  T  A  S  T  S  K  G  A  C  S  M  A  G  V  I  A  V  S  V  M  S  V  S  F  L  D  G  L  V  P  D 
      P  P  P  R  P  R  R  R  R  G  R  A  R  W  Q  G  *  L  R  C  Q  S  C  Q  S  L  S  L  M  V  *  C  R  T
       H  L  H  G  L  D  V  E  G  G  V  L  D  G  R  G  D  C  G  V  S  H  V  S  L  F  P  *  W  F  S  A  G  
65501 CCACCTCCACGGCCTCGACGTCGAAGGGGGCGTGCTCGATGGCAGGGGTGATTGCGGTGTCAGTCATGTCAGTCTCTTTCCTTGATGGTTTAGTGCCGGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  R  Q  W  F  K  G  S  R  R  G  R  R  H  L  L  R  P  G  M  R  R  C  P  R  P  P  A  Q  P  A  P  R  
        S  G  S  G  L  K  V  V  G  G  V  A  V  T  Y  C  V  Q  E  C  V  G  V  P  G  L  Q  R  S  L  R  L  G 
      R  P  A  V  V  *  R  *  S  A  G  S  P  S  P  T  A  S  R  N  A  S  V  S  P  A  S  S  A  A  C  A  S  A
65601 CGTCCGGCAGTGGTTTAAAGGTAGTCGGCGGGGTCGCCGTCACCTACTGCGTCCAGGAATGCGTCGGTGTCCCCGGCCTCCAGCGCAGCCTGCGCCTCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      R  A  G  P  V  P  A  A  H  R  R  S  A  A  G  P  P  R  C  P  A  R  R  R  T  A  G  S  G  W  S  T  C  S
       V  P  V  P  C  R  P  L  T  D  D  Q  L  L  A  R  P  G  A  Q  P  D  A  V  L  L  E  V  V  G  A  H  V  
        C  R  S  R  A  G  R  S  P  T  I  S  C  W  P  A  P  V  P  S  P  T  P  Y  C  W  K  W  L  E  H  M  F 
65701 CGTGCCGGTCCCGTGCCGGCCGCTCACCGACGATCAGCTGCTGGCCCGCCCCGGTGCCCAGCCCGACGCCGTACTGCTGGAAGTGGTTGGAGCACATGTT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        P  R  A  R  S  W  S  C  R  R  S  G  R  R  R  *  R  P  T  A  C  R  S  R  T  W  G  G  R  P  R  R  P 
      R  P  G  P  D  L  G  L  A  V  V  V  G  V  G  G  D  A  Q  L  L  A  E  V  A  L  G  E  G  G  H  V  G  L
       A  Q  G  P  I  L  V  L  P  S  *  W  A  S  A  V  T  P  N  C  L  Q  K  S  H  L  G  R  A  A  T  *  A  
65801 CGCCCAGGGCCCGATCTTGGTCTTGCCGTCGTAGTGGGCGTCGGCGGTGACGCCCAACTGCTTGCAGAAGTCGCACTTGGGGAGGGCGGCCACGTAGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  S  C  S  C  Q  S  R  F  R  L  C  R  T  S  G  S  F  R  W  W  G  A  S  C  R  W  R  G  R  S  P  A  
        G  L  A  H  A  S  L  A  F  V  C  A  G  R  P  A  V  S  D  G  G  V  P  V  A  A  G  E  V  A  L  P  H 
      S  V  L  L  M  P  V  S  L  S  F  V  P  D  V  R  Q  F  Q  M  V  G  C  Q  L  P  L  A  R  S  L  S  R  T
65901 TCGGTCTTGCTCATGCCAGTCTCGCTTTCGTTTGTGCCGGACGTCCGGCAGTTTCAGATGGTGGGGTGCCAGTTGCCGCTGGCGAGGTCGCTCTCCCGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      P  G  R  S  P  R  G  W  A  G  R  G  T  R  T  P  A  P  S  S  A  P  G  S  *  R  R  R  R  R  P  P  G  R
       R  D  V  V  R  G  D  G  L  A  V  E  H  V  P  R  L  P  V  L  R  R  G  H  D  A  V  G  G  V  L  R  G  
        G  T  *  S  A  G  M  G  W  P  W  N  T  Y  P  G  S  Q  F  C  A  G  V  M  T  P  S  A  A  S  S  G  A 
66001 CCGGGACGTAGTCCGCGGGGATGGGCTGGCCGTGGAACACGTACCCCGGCTCCCAGTTCTGCGCCGGGGTCATGACGCCGTCGGCGGCGTCCTCCGGGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        C  S  P  R  S  G  R  T  V  M  H  S  W  R  G  P  Y  C  R  T  S  G  G  *  L  S  M  G  V  T  Q  R  A 
      D  V  A  H  D  R  V  G  R  *  C  T  H  G  V  V  L  T  A  G  R  P  A  V  S  C  R  W  G  *  R  R  E  R
       M  *  P  T  I  G  S  D  G  D  A  L  M  A  W  S  L  L  P  D  V  R  R  L  V  V  D  G  G  D  A  E  S  
66101 GATGTAGCCCACGATCGGGTCGGACGGTGATGCACTCATGGCGTGGTCCTTACTGCCGGACGTCCGGCGGTTAGTTGTCGATGGGGGTGACGCAGAGAGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       W  Q  I  A  G  A  L  T  W  E  T  *  A  M  T  P  P  A  S  T  S  M  M  R  A  V  S  P  W  N  V  S  G  
        G  R  L  P  G  R  *  R  G  R  R  R  R  *  P  R  R  H  R  R  R  *  C  G  P  C  R  R  G  T  C  R  A 
      V  A  D  C  R  G  V  D  V  G  D  V  G  D  D  P  A  G  I  D  V  D  D  A  G  R  V  A  V  E  R  V  G  L
66201 GTGGCAGATTGCCGGGGCGTTGACGTGGGAGACGTAGGCGATGACCCCGCCGGCATCGACGTCGATGATGCGGGCCGTGTCGCCGTGGAACGTGTCGGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  S  S  V  R  S  L  S  Q  *  *  R  P  G  R  A  G  V  S  A  G  R  P  A  V  S  A  A  S  L  L  V  A  R
       H  H  R  *  G  P  C  P  S  S  S  A  P  A  G  P  G  L  V  P  D  V  R  R  F  R  R  R  L  C  L  L  L  
        I  I  G  E  V  P  V  P  V  V  A  P  R  P  G  R  G  *  C  R  T  S  G  G  F  G  G  V  F  A  C  C  S 
66301 TCATCATCGGTGAGGTCCCTGTCCCAGTAGTAGCGCCCCGGCCGGGCCGGGGTTAGTGCCGGACGTCCGGCGGTTTCGGCGGCGTCTTTGCTTGTTGCTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  G  V  V  C  I  V  R  E  G  T  V  G  T  S  R  S  A  L  T  A  L  L  A  S  S  S  A  R  S  T  R  S 
      V  G  A  W  F  V  S  F  A  R  G  P  W  G  P  P  E  A  P  *  L  P  C  W  R  R  P  A  P  G  P  R  D  L
       W  G  R  G  L  Y  R  S  R  G  D  R  G  D  L  P  K  R  L  D  C  P  V  G  V  V  Q  R  P  V  H  E  I  
66401 GTGGGGGCGTGGTTTGTATCGTTCGCGAGGGGACCGTGGGGACCTCCCGAAGCGCCTTGACTGCCCTGTTGGCGTCGTCCAGCGCCCGGTCCACGAGATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       F  A  A  S  L  L  P  C  W  M  A  C  R  A  W  D  R  R  T  C  W  R  W  I  S  R  S  P  A  V  R  T  F  
        S  R  R  P  C  C  R  A  G  W  H  A  G  H  G  T  G  G  P  A  G  A  G  F  P  G  A  R  R  C  G  L  S 
      F  R  G  V  L  V  A  V  L  D  G  M  Q  G  M  G  Q  E  D  L  L  A  L  D  F  P  E  P  G  G  A  D  F  L
66501 TTTCGCGGCGTCCTTGTTGCCGTGCTGGATGGCATGCAGGGCATGGGACAGGAGGACCTGCTGGCGCTGGATTTCCCGGAGCCCGGCGGTGCGGACTTTC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      S  *  S  S  M  K  W  E  R  A  M  S  C  S  V  S  V  M  W  C  L  L  M  G  S  Q  S  L  L  P  D  V  R  R
       R  S  R  R  *  S  G  R  G  L  C  R  A  R  *  A  S  C  G  A  S  *  W  A  R  S  R  Y  C  R  T  S  G  
        V  V  V  D  E  V  G  E  G  Y  V  V  L  G  E  R  H  V  V  P  P  D  G  L  A  V  V  T  A  G  R  P  A 
66601 TCGTAGTCGTCGATGAAGTGGGAGAGGGCTATGTCGTGCTCGGTGAGCGTCATGTGGTGCCTCCTGATGGGCTCGCAGTCGTTACTGCCGGACGTCCGGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        L  F  G  A  S  A  P  V  V  E  S  H  R  G  R  T  L  Y  S  I  T  R  C  R  R  I  V  N  L  V  T  S  S 
      G  C  L  G  R  R  P  R  W  L  S  H  T  G  A  E  R  F  T  A  *  H  G  V  V  E  L  S  T  *  *  R  H  R
       V  V  W  G  V  G  P  G  G  *  V  T  P  G  P  N  A  L  Q  H  N  T  V  S  S  N  C  Q  L  S  D  V  I  
66701 GGTTGTTTGGGGCGTCGGCCCCGGTGGTTGAGTCACACCGGGGCCGAACGCTTTACAGCATAACACGGTGTCGTCGAATTGTCAACTTAGTGACGTCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       C  R  C  H  V  V  Y  *  S  R  *  L  A  R  N  T  Y  H  V  P  L  P  A  S  T  R  S  Y  L  S  V  F  C  
        V  V  A  M  S  S  T  D  R  G  S  W  P  G  T  R  T  T  C  P  C  R  P  A  R  G  R  T  C  P  C  S  A 
      V  S  L  P  C  R  L  L  I  E  V  A  G  P  E  H  V  P  R  A  P  A  G  Q  H  E  V  V  L  V  R  V  L  R
66801 GTGTCGTTGCCATGTCGTCTACTGATCGAGGTAGCTGGCCCGGAACACGTACCACGTGCCCCTGCCGGCCAGCACGAGGTCGTACTTGTCCGTGTTCTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  *  S  G  V  E  A  M  *  S  T  R  *  G  R  E  G  S  S  T  T  R  R  A  A  P  P  C  R  S  N  W  R  Q
       G  S  R  G  W  R  P  C  S  P  P  G  R  A  V  R  V  P  P  R  R  G  G  R  R  R  P  A  G  R  T  G  A  
        V  V  G  G  G  G  H  V  V  H  P  V  G  P  *  G  F  L  H  D  E  A  G  G  A  A  L  Q  V  E  L  A  P 
66901 GGGTAGTCGGGGGTGGAGGCCATGTAGTCCACCCGGTAGGGCCGTGAGGGTTCCTCCACGACGAGGCGGGCGGCGCCGCCCTGCAGGTCGAACTGGCGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  S  T  A  S  S  V  C  P  Q  A  S  S  F  S  E  H  S  Q  Q  G  M  S  S  S  H  L  S  A  V  V  V  T 
      R  L  R  R  H  R  R  S  V  R  R  R  R  R  S  R  S  I  P  S  R  A  C  P  P  R  T  C  L  Q  W  W  L  L
       G  F  D  G  I  V  G  L  S  A  G  V  V  V  L  G  A  F  P  A  G  H  V  L  L  A  P  V  C  S  G  G  Y  
67001 AGGCTTCGACGGCATCGTCGGTCTGTCCGCAGGCGTCGTCGTTCTCGGAGCATTCCCAGCAGGGCATGTCCTCCTCGCACCTGTCTGCAGTGGTGGTTAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  G  R  A  A  V  S  G  A  V  V  Q  A  V  K  A  E  M  A  I  R  V  A  S  A  G  A  M  S  F  F  M  V  
        P  D  G  R  Q  F  Q  V  R  W  C  K  R  *  R  R  K  W  R  *  G  W  Q  V  R  G  R  *  A  S  S  W  C 
      C  R  T  G  G  S  F  R  C  G  G  A  S  G  E  G  G  N  G  D  K  G  G  K  C  G  G  D  E  L  L  H  G  V
67101 TGCCGGACGGGCGGCAGTTTCAGGTGCGGTGGTGCAAGCGGTGAAGGCGGAAATGGCGATAAGGGTGGCAAGTGCGGGGGCGATGAGCTTCTTCATGGTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      F  P  L  G  E  L  G  L  V  P  D  I  R  Q  F  P  N  H  E  R  M  V  G  L  L  Y  Q  P  R  I  M  S  L  P
       F  L  W  V  S  W  V  *  C  R  T  S  G  S  F  L  T  M  S  G  W  W  A  C  C  T  S  R  E  S  *  V  S  
        S  F  G  *  V  G  F  S  A  G  H  P  A  V  S  *  P  *  A  D  G  G  L  A  V  P  A  A  N  H  E  S  P 
67201 TTTCCTTTGGGTGAGTTGGGTTTAGTGCCGGACATCCGGCAGTTTCCTAACCATGAGCGGATGGTGGGCTTGCTGTACCAGCCGCGAATCATGAGTCTCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  R  G  G  A  S  A  P  R  *  P  *  D  W  C  T  C  S  S  V  S  S  A  P  R  C  P  T  C  R  C  G  P 
      P  H  G  E  G  Q  A  H  L  D  D  R  E  T  G  A  P  A  R  P  *  V  V  L  P  D  V  P  L  A  D  A  G  R
       R  T  G  R  G  K  R  T  S  M  T  V  R  L  V  H  L  L  V  R  E  *  C  S  Q  M  S  H  L  P  M  R  A  
67301 CCGCACGGGGAGGGGCAAGCGCACCTCGATGACCGTGAGACTGGTGCACCTGCTCGTCCGTGAGTAGTGCTCCCAGATGTCCCACTTGCCGATGCGGGCC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  A  R  R  Q  R  R  H  R  R  C  W  W  I  Q  *  P  L  R  H  F  P  D  V  V  G  G  V  V  V  D  L  E  
        L  P  A  D  S  A  G  I  D  D  V  G  G  F  S  D  H  Y  A  T  S  L  M  L  W  G  A  S  L  *  T  S  K 
      G  C  P  Q  T  A  Q  A  *  T  M  L  V  D  S  V  T  I  T  P  L  P  *  C  C  G  G  R  R  C  R  P  R  R
67401 GGCTGCCCGCAGACAGCGCAGGCATAGACGATGTTGGTGGATTCAGTGACCATTACGCCACTTCCCTGATGTTGTGGGGGGCGTCGTTGTAGACCTCGAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      E  P  V  R  A  G  E  D  K  M  L  R  G  A  P  A  V  V  G  D  G  E  R  A  H  P  *  A  C  F  E  D  L  D
       N  P  Y  G  P  V  R  T  R  C  S  G  E  R  P  P  W  W  V  T  V  N  G  P  T  H  K  P  A  S  R  I  W  
        T  R  T  G  R  *  G  Q  D  A  P  G  S  A  R  R  G  G  *  R  *  T  G  P  P  I  S  L  L  R  G  S  G 
67501 GAACCCGTACGGGCCGGTGAGGACAAGATGCTCCGGGGAGCGCCCGCCGTGGTGGGTGACGGTGAACGGGCCCACCCATAAGCCTGCTTCGAGGATCTGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        A  G  A  G  G  E  D  A  V  S  H  D  G  A  F  R  L  V  P  D  V  R  R  L  V  G  A  E  V  V  G  D  D 
      T  R  V  P  G  V  K  M  R  S  A  M  M  V  P  F  V  *  C  R  T  S  G  G  *  W  E  R  K  W  S  V  T  T
       R  G  C  R  G  *  R  C  G  Q  P  *  W  C  L  S  F  S  A  G  R  P  A  V  S  G  S  G  S  G  R  *  R  
67601 ACGCGGGTGCCGGGGGTGAAGATGCGGTCAGCCATGATGGTGCCTTTCGTTTAGTGCCGGACGTCCGGCGGTTAGTGGGAGCGGAAGTGGTCGGTGACGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  A  H  D  E  P  D  V  V  L  R  A  G  L  H  R  L  L  P  Q  *  V  S  G  D  G  E  S  P  V  R  V  K  
        P  P  M  M  S  Q  M  S  Y  C  G  P  D  S  I  A  C  S  H  S  E  S  A  A  T  A  K  A  Q  F  G  S  R 
      R  R  P  *  *  A  R  C  R  T  A  G  R  T  P  S  P  A  P  T  V  S  Q  R  R  R  R  K  P  S  S  G  Q  G
67701 CGCCGCCCATGATGAGCCAGATGTCGTACTGCGGGCCGGACTCCATCGCCTGCTCCCACAGTGAGTCAGCGGCGACGGCGAAAGCCCAGTTCGGGTCAAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      E  R  S  R  L  G  L  E  P  L  A  G  G  G  G  G  L  F  D  V  S  G  E  Q  H  E  G  R  *  G  D  E  H  E
       S  G  A  G  S  G  W  N  R  W  R  V  V  V  V  V  S  S  T  S  V  A  N  S  T  K  D  G  E  V  M  S  T  
        A  E  P  A  R  A  G  T  A  G  G  W  W  W  W  S  L  R  R  Q  W  R  T  A  R  R  T  V  R  *  *  A  R 
67801 GAGCGGAGCCGGCTCGGGCTGGAACCGCTGGCGGGTGGTGGTGGTGGTCTCTTCGACGTCAGTGGCGAACAGCACGAAGGACGGTGAGGTGATGAGCACG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        R  F  H  D  G  F  L  Y  C  R  T  G  G  G  *  F  G  D  G  R  *  R  A  L  E  R  L  H  P  C  S  E  G 
      N  D  S  M  M  G  S  F  T  A  G  R  A  A  V  N  S  G  T  G  G  D  E  R  *  R  D  F  T  H  V  V  K  D
       T  I  P  *  W  V  P  L  L  P  D  G  R  R  L  I  R  G  R  A  V  T  S  A  R  E  T  S  P  M  *  *  R  
67901 AACGATTCCATGATGGGTTCCTTTACTGCCGGACGGGCGGCGGTTAATTCGGGGACGGGCGGTGACGAGCGCTAGAGAGACTTCACCCATGTAGTGAAGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       L  A  K  Q  W  G  Q  L  G  V  T  P  R  Q  *  A  R  T  G  P  Q  R  K  S  L  P  C  Q  V  P  V  T  V  
        S  L  S  S  G  G  S  W  V  *  R  P  G  S  E  P  G  R  V  P  S  A  R  A  F  R  V  R  C  Q  S  R  * 
      T  R  *  A  V  G  A  A  G  C  N  A  Q  A  V  S  P  D  G  S  P  A  Q  E  P  S  V  S  G  A  S  H  G  N
68001 ACTCGCTAAGCAGTGGGGGCAGCTGGGTGTAACGCCCAGGCAGTGAGCCCGGACGGGTCCCCAGCGCAAGAGCCTTCCGTGTCAGGTGCCAGTCACGGTA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  G  R  D  A  E  Q  G  T  V  Q  G  A  G  E  T  A  V  Q  *  V  T  G  T  H  G  E  F  R  F  R  L  V  P
       R  G  E  T  R  S  R  A  R  C  R  G  R  G  R  P  R  F  S  E  *  R  A  R  M  V  S  F  A  F  V  *  C  
        G  E  R  R  G  A  G  H  G  A  G  G  G  G  D  R  G  S  V  S  D  G  H  A  W  *  V  S  L  S  F  S  A 
68101 ACGGGGAGAGACGCGGAGCAGGGCACGGTGCAGGGGGCGGGGGAGACCGCGGTTCAGTGAGTGACGGGCACGCATGGTGAGTTTCGCTTTCGTTTAGTGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  D  R  Q  F  F  G  D  V  G  A  G  E  S  V  R  L  L  P  G  H  V  W  *  P  P  T  S  A  R  D  P  S 
      R  T  T  G  S  S  L  V  T  W  G  R  G  N  Q  *  D  S  C  P  G  T  F  G  D  H  P  P  A  P  E  T  H  H
       G  R  P  A  V  L  W  *  R  G  G  G  G  I  S  E  T  P  A  R  A  R  L  V  T  T  H  Q  R  P  R  P  I  
68201 CGGACGACCGGCAGTTCTTTGGTGACGTGGGGGCGGGGGAATCAGTGAGACTCCTGCCCGGGCACGTTTGGTGACCACCCACCAGCGCCCGAGACCCATC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  H  R  G  C  R  *  *  G  E  G  G  *  S  V  R  Q  *  R  S  V  S  I  V  Q  *  V  R  A  W  G  R  H  
        G  I  G  G  A  G  S  E  G  K  G  G  S  Q  *  G  S  D  G  Q  *  A  L  F  S  E  *  G  R  G  G  V  T 
      T  A  *  G  V  Q  V  V  R  G  R  G  V  V  S  E  A  V  T  V  S  E  H  C  S  V  S  E  G  V  G  A  S  H
68301 ACGGCATAGGGGGTGCAGGTAGTGAGGGGAAGGGGGGTAGTCAGTGAGGCAGTGACGGTCAGTGAGCATTGTTCAGTGAGTGAGGGCGTGGGGGCGTCAC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      T  W  W  A  P  A  R  P  D  D  N  R  R  T  G  G  G  S  V  L  L  P  D  G  R  Q  *  P  G  T  E  P  L  G
       R  G  G  H  P  H  G  R  T  I  T  A  G  R  A  A  V  P  S  Y  C  R  T  G  G  S  N  Q  A  R  N  P  W  
        V  V  G  T  R  T  A  G  R  *  P  P  D  G  R  R  F  R  L  T  A  G  R  A  A  V  T  R  H  G  T  P  G 
68401 ACGTGGTGGGCACCCGCACGGCCGGACGATAACCGCCGGACGGGCGGCGGTTCCGTCTTACTGCCGGACGGGCGGCAGTAACCAGGCACGGAACCCCTGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        E  S  G  H  G  K  D  P  R  T  V  W  *  G  G  V  P  A  C  R  L  L  G  Y  H  V  L  K  R  R  R  D  I 
      A  N  P  G  T  G  K  T  P  A  P  C  G  E  G  V  F  P  P  A  G  Y  S  A  T  T  F  S  S  V  A  V  I  S
       R  I  R  A  R  E  R  P  P  H  R  V  V  R  G  C  S  R  L  Q  A  T  R  L  P  R  S  Q  A  S  P  *  Y  
68501 GCGAATCCGGGCACGGGAAAGACCCCCGCACCGTGTGGTGAGGGGGTGTTCCCGCCTGCAGGCTACTCGGCTACCACGTTCTCAAGCGTCGCCGTGATAT
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  Q  L  V  R  D  T  I  H  G  L  P  G  E  T  V  A  G  R  V  R  L  R  Q  P  V  S  L  I  K  S  P  E  
        A  S  L  S  A  I  P  S  M  A  S  R  V  R  P  L  P  D  A  Y  A  S  A  N  R  *  A  S  S  R  A  R  S 
      P  P  A  C  P  R  Y  H  P  W  P  P  G  *  D  R  C  R  T  R  T  P  P  P  T  G  E  P  H  Q  E  P  G  A
68601 CCGCCAGCTTGTCCGCGATACCATCCATGGCCTCCCGGGTGAGACCGTTGCCGGACGCGTACGCCTCCGCCAACCGGTGAGCCTCATCAAGAGCCCGGAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      H  V  R  Q  N  D  A  F  R  F  R  V  Y  C  R  M  S  G  T  F  A  L  I  F  R  V  R  F  P  G  R  C  R  G
       T  S  A  R  M  T  R  S  A  S  G  F  T  A  G  C  P  A  L  S  P  S  S  S  A  S  A  S  P  A  G  A  V  
        R  P  P  E  *  R  V  P  L  P  G  L  L  P  D  V  R  H  F  R  P  H  L  P  R  P  L  P  R  P  V  P  W 
68701 CACGTCCGCCAGAATGACGCGTTCCGCTTCCGGGTTTACTGCCGGATGTCCGGCACTTTCGCCCTCATCTTCCGCGTCCGCTTCCCCGGCCGGTGCCGTG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        G  L  V  A  L  V  G  A  L  C  P  L  P  F  R  V  F  R  E  K  R  G  D  E  F  D  L  C  R  G  N  V  R 
      A  G  L  S  P  L  L  A  R  S  A  R  F  R  S  A  S  F  V  K  N  G  A  T  S  S  I  S  A  G  V  T  S  A
       R  A  C  R  P  C  W  R  A  L  P  A  S  V  P  R  L  S  *  K  T  G  R  R  V  R  S  L  P  G  *  R  P  
68801 GCGGGCTTGTCGCCCTTGTTGGCGCGCTCTGCCCGCTTCCGTTCCGCGTCTTTCGTGAAAAACGGGGCGACGAGTTCGATCTCTGCCGGGGTAACGTCCG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       A  G  G  R  E  L  H  V  R  F  D  H  G  Q  S  R  V  V  E  P  V  K  P  A  P  F  V  P  E  V  R  G  Q  
        P  V  E  G  N  S  M  S  A  S  I  M  A  R  A  A  L  *  N  R  S  N  R  R  R  S  Y  P  R  C  E  A  S 
      R  R  W  K  G  T  P  C  P  L  R  S  W  P  E  P  R  C  R  T  G  Q  T  G  A  V  R  T  R  G  A  R  P  A
68901 CGCCGGTGGAAGGGAACTCCATGTCCGCTTCGATCATGGCCAGAGCCGCGTTGTAGAACCGGTCAAACCGGCGCCGTTCGTACCCGAGGTGCGAGGCCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      L  H  H  C  R  E  P  R  V  R  S  A  F  R  D  Q  R  L  I  P  R  V  H  S  V  H  V  E  Q  D  R  C  P  D
       F  I  T  A  G  S  P  A  F  V  P  R  S  A  I  S  V  L  S  P  V  F  T  A  C  M  *  S  R  T  V  A  R  
        S  S  L  P  G  A  P  R  S  F  R  V  P  R  S  A  S  Y  P  P  C  S  Q  R  A  C  R  A  G  P  L  P  G 
69001 CTTCATCACTGCCGGGAGCCCCGCGTTCGTTCCGCGTTCCGCGATCAGCGTCTTATCCCCCGTGTTCACAGCGTGCATGTAGAGCAGGACCGTTGCCCGG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        D  G  D  G  C  L  D  H  D  T  A  C  L  V  V  S  G  Q  R  L  V  V  V  A  H  L  V  V  D  S  Q  R  D 
      T  T  G  T  D  A  L  T  M  T  P  R  A  L  S  *  A  V  S  A  L  S  *  S  R  I  L  S  W  I  A  S  V  M
       R  R  G  R  M  P  *  P  *  H  R  V  P  C  R  K  R  S  A  P  C  R  S  R  A  S  C  R  G  *  P  A  *  
69101 ACGACGGGGACGGATGCCTTGACCATGACACCGCGTGCCTTGTCGTAAGCGGTCAGCGCCTTGTCGTAGTCGCGCATCTTGTCGTGGATAGCCAGCGTGA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       V  G  E  P  *  L  G  G  L  V  S  G  G  D  S  Q  Y  T  G  G  H  S  C  F  R  F  R  H  G  C  N  G  Q  
        S  A  S  R  D  S  V  D  W  S  A  G  A  I  A  N  T  P  A  G  T  A  V  S  A  S  V  T  G  A  T  G  R 
      C  R  R  A  V  T  R  W  T  G  Q  R  G  R  *  P  I  H  R  R  A  Q  L  F  P  L  P  S  R  V  Q  R  A  G
69201 TGTCGGCGAGCCGTGACTCGGTGGACTGGTCAGCGGGGGCGATAGCCAATACACCGGCGGGCACAGCTGTTTCCGCTTCCGTCACGGGTGCAACGGGCAG
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

      G  C  G  V  L  A  R  C  H  D  L  G  S  L  S  F  Q  P  G  C  P  A  L  P  S  H  R  L  G  G  T  R  Q  T
       A  V  V  F  L  R  G  A  M  I  L  G  P  C  L  S  S  R  A  V  R  R  F  R  P  T  G  L  V  E  H  V  K  
        L  W  C  S  C  E  V  P  *  S  W  V  L  V  F  P  A  G  L  S  G  A  S  V  P  P  A  W  W  N  T  S  N 
69301 GGCTGTGGTGTTCTTGCGAGGTGCCATGATCTTGGGTCCTTGTCTTTCCAGCCGGGCTGTCCGGCGCTTCCGTCCCACCGGCTTGGTGGAACACGTCAAA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

        M  P  L  I  R  *  V  V  K  S  S  S  S  C  R  E  N  R  A  Y  C  R  T  S  G  T  Y  C  R  T  Q  R  H 
      Q  C  H  S  S  G  E  S  S  N  R  R  R  R  V  A  K  T  G  L  T  A  G  R  P  A  L  T  A  G  P  N  G  T
       N  A  T  H  P  V  S  R  Q  I  V  V  V  V  S  R  K  Q  G  L  L  P  D  V  R  H  L  L  P  D  P  T  A  
69401 CAATGCCACTCATCCGGTGAGTCGTCAAATCGTCGTCGTCGTGTCGCGAAAACAGGGCTTACTGCCGGACGTCCGGCACTTACTGCCGGACCCAACGGCA
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|

       R  P  P  G  S  R  Q  R  H  G  P  R  G  G  V  T  P
        V  P  R  G  P  G  N  D  T  A  H  A  V  A  *  R  
      P  S  P  G  V  P  A  T  T  R  P  T  R  W  R  N  A 
69501 CCGTCCCCCGGGGTCCCGGCAACGACACGGCCCACGCGGTGGCGTAACGC
      ....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|....:....|



CDS complement (52644 - 53087)
  /gene="81"
  /product="gp81"
  /locus tag="ranunculus_81"
    /note=Original Glimmer call @bp 53087 has strength 12.84; Genemark calls start at 53087
    /note=SSC: 53087-52644 CP: no SCS: both ST: NI BLAST-Start: [DNA binding protein [Arthrobacter phage Beagle] ],,NCBI, q1:s8 100.0% 1.47408E-73 GAP: 14 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.876, -5.29832271930559, no F:  SIF-BLAST: ,,[DNA binding protein [Arthrobacter phage Beagle] ],,QGJ92849,80.5195,1.47408E-73 SIF-HHPRED:  SIF-Syn: 

CDS complement (53102 - 53611)
  /gene="82"
  /product="gp82"
  /function="hypothetical protein"
  /locus tag="ranunculus_82"
    /note=Original Glimmer call @bp 53611 has strength 14.76; Genemark calls start at 53611
    /note=SSC: 53611-53102 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_89 [Arthrobacter phage Odyssey395]],,NCBI, q24:s41 86.3905% 2.42406E-33 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.869, -4.723615450753023, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_89 [Arthrobacter phage Odyssey395]],,QOP66838,51.0638,2.42406E-33 SIF-HHPRED:  SIF-Syn: 
    /note=NCBI BLAST not very helpful. No data available from Phagesdb.
    /note= Other phages from AP2, AP3, and AP4 list function unknown.

CDS complement (53608 - 54003)
  /gene="83"
  /product="gp83"
  /function="hypothetical protein"
  /locus tag="ranunculus_83"
    /note=Original Glimmer call @bp 54003 has strength 17.37; Genemark calls start at 54003
    /note=SSC: 54003-53608 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PP641_gp066 [Arthrobacter phage SilentRX] ],,NCBI, q4:s46 92.3664% 6.48736E-33 GAP: 57 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.869, -3.5800013779028776, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PP641_gp066 [Arthrobacter phage SilentRX] ],,YP_010656447,47.0588,6.48736E-33 SIF-HHPRED: DUF3846 ; Domain of unknown function (DUF3846),,,PF12957.11,81.6794,99.4 SIF-Syn: 
    /note=Explore the possibility that the reverse gene from approximately 55,900 bp to 53,608 is a single gene based on Glimmer and GeneMark map.

CDS complement (54061 - 55665)
  /gene="84"
  /product="gp84"
  /function="dna primase/polymerase/helicase"
  /locus tag="ranunculus_84"
    /note=Original Glimmer call @bp 55665 has strength 13.54; Genemark calls start at 55665
    /note=SSC: 55665-54061 CP: yes SCS: both ST: SS BLAST-Start: [DNA primase/polymerase/helicase [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 0.0 GAP: 48 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.944, -3.4160307515230497, yes F: dna primase/polymerase/helicase SIF-BLAST: ,,[DNA primase/polymerase/helicase [Arthrobacter phage Beagle] ],,QGJ92854,87.4532,0.0 SIF-HHPRED: DNA primase/helicase; helicase, ATPase, hexamer, DNA replication, HYDROLASE, TRANSFERASE-DNA complex; HET: TTP; 3.2A {Enterobacteria phage T7},,,6N7I_D,75.2809,100.0 SIF-Syn: 
    /note=Explore the possibility that the reverse gene from approximately 55,900 bp to 53,608 bp is a single gene based on Glimmer and GeneMark map.

CDS complement (55714 - 56472)
  /gene="85"
  /product="gp85"
  /function="helix-turn-helix DNA binding domain"
  /locus tag="ranunculus_85"
    /note=Original Glimmer call @bp 56472 has strength 11.41; Genemark calls start at 55902
    /note=SSC: 56472-55714 CP: yes SCS: both-gl ST: SS BLAST-Start: [DNA binding protein [Arthrobacter phage Beagle] ],,NCBI, q3:s1 99.2064% 7.2913E-128 GAP: 261 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.109, -3.2592921783815076, yes F: helix-turn-helix DNA binding domain SIF-BLAST: ,,[DNA binding protein [Arthrobacter phage Beagle] ],,QGJ92855,83.4008,7.2913E-128 SIF-HHPRED:  SIF-Syn: 
    /note=Explore the possibility that gene 82, 83 and may be part of 84 could be one gene. 
    /note=Other sub-clusters including the AP1, and AP2 regarded this gene 84 as HTH DNA-binding Domain or DNA binding protein.

CDS complement (56734 - 57270)
  /gene="86"
  /product="gp86"
  /function="hypothetical protein"
  /locus tag="ranunculus_86"
    /note=Original Glimmer call @bp 57270 has strength 19.33; Genemark calls start at 57270
    /note=SSC: 57270-56734 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_95 [Arthrobacter phage Pureglobe5]],,NCBI, q29:s20 84.2697% 5.69636E-34 GAP: 63 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.377, -5.73456940637445, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_95 [Arthrobacter phage Pureglobe5]],,UYL87458,61.0778,5.69636E-34 SIF-HHPRED:  SIF-Syn: 
    /note=Explore the possibility that 57,960 bp to 56,734 bp is one reverse gene, based on Glimmer and GeneMark map.

CDS complement (57334 - 57963)
  /gene="87"
  /product="gp87"
  /function="SSB protein"
  /locus tag="ranunculus_87"
    /note=Original Glimmer call @bp 57963 has strength 12.53; Genemark calls start at 57963
    /note=SSC: 57963-57334 CP: yes SCS: both ST: SS BLAST-Start: [single strand DNA binding protein [Arthrobacter phage Zartrosa] ],,NCBI, q1:s1 100.0% 1.52061E-77 GAP: 4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.789, -5.4877970958852, no F: SSB protein SIF-BLAST: ,,[single strand DNA binding protein [Arthrobacter phage Zartrosa] ],,YP_009884258,80.2198,1.52061E-77 SIF-HHPRED: Single-stranded DNA-binding protein; SSGCID, BARTONELLA HENSELAE, SINGLE-STRAND BINDING PROTEIN, Seattle Structural Genomics Center for Infectious Disease, DNA BINDING PROTEIN; 2.1A {Bartonella henselae} SCOP: b.40.4.0, l.1.1.1,,,3PGZ_A,99.5215,99.9 SIF-Syn: 
    /note=This is not the DprA-like ssDna Binding protein, but rather the Single-Stranded DNA binding protein. 
    /note=
    /note=From the Sea-Phages Functional Assignment spreadsheet it seems that the ssDna Binding proteins are now called SSB protein: "Many of these assignments are labeled as ssDNA binding proteins, but Dr. Hatful requested that they be designated SSB protein. that change will be coming...."

CDS complement (57968 - 58255)
  /gene="88"
  /product="gp88"
  /function="hypothetical protein"
  /locus tag="ranunculus_88"
    /note=Original Glimmer call @bp 58255 has strength 9.74; Genemark calls start at 58276
    /note=SSC: 58255-57968 CP: no SCS: both-gl ST: SS BLAST-Start: [hypothetical protein PP641_gp071 [Arthrobacter phage SilentRX] ],,NCBI, q1:s6 94.7368% 1.04331E-18 GAP: 165 bp gap LO: no RBS: Kibler 6, Karlin Medium, 3.017, -2.2364030944336752, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PP641_gp071 [Arthrobacter phage SilentRX] ],,YP_010656452,65.9794,1.04331E-18 SIF-HHPRED:  SIF-Syn: 
    /note=Explore possibility that Genes 87 and 88 are part of one gene.

CDS complement (58421 - 58807)
  /gene="89"
  /product="gp89"
  /function="hypothetical protein"
  /locus tag="ranunculus_89"
    /note=Original Glimmer call @bp 58807 has strength 17.23; Genemark calls start at 58807
    /note=SSC: 58807-58421 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_98 [Arthrobacter phage Pureglobe5]],,NCBI, q1:s34 92.1875% 8.09194E-11 GAP: 109 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.499, -4.113180079823027, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_98 [Arthrobacter phage Pureglobe5]],,UYL87461,40.2439,8.09194E-11 SIF-HHPRED:  SIF-Syn: 
    /note=Explore the possibility that Gene 87 and 88 are part of the same gene.

CDS complement (58917 - 60245)
  /gene="90"
  /product="gp90"
  /function="hypothetical protein"
  /locus tag="ranunculus_90"
    /note=Original Glimmer call @bp 60245 has strength 17.61; Genemark calls start at 60245
    /note=SSC: 60245-58917 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_101 [Arthrobacter phage Beagle]],,NCBI, q4:s2 99.3213% 3.15106E-93 GAP: 11 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.046, -4.354778061539587, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_101 [Arthrobacter phage Beagle]],,QGJ92860,60.2273,3.15106E-93 SIF-HHPRED:  SIF-Syn: 

