
Basic Phage Information

Phage Name
Coriander_1

Gene #

Gene 1(PECAAN)
Gene 1 

(phamerator)

Stop Coordinate
Stop 614

Direction (For/Rev)
forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_2 at 586

Selected Start 
Coordinate

228 (PECAAN)
228 (Phamerator)

Selected Function
Terminase small 

subunit



Gene 1:

Start 228

Pham # 212300

Coriander_1

Track 40

Start 31: • Found in 7 of 207 ( 3.4% ) of genes in pham • Manual 
Annotations of this start: 5 of 185 • Called 100.0% of time when present • 
Phage (with cluster) where this start called: Coriander_1 (DB), DirtyBoi_1 
(DB), Dmitri_1 (DB), Doggs_1 (DB), Hedwig_1 (DB), Moonflower_1 (DB), 
RayTheFireFly_1 (DB),

Candidate Starts for Coriander_1: (Start: 31 @228 has 5 MA's) (Start: 40 
@240 has 4 MA's), (55, 315), (62, 339), (96, 492)

Coriander_1



Basic Phage Information

Phage Name
Coriander_2

Gene #

Gene 2 (PECAAN)
Gene 2 

(Phamerator)

Stop Coordinate
Stop 2,193

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_1 at 586

Selected Start 
Coordinate

586 (PECAAN)
586 (Phamerator)

Selected Function
Terminase large 

subunit



Gene 2:

Start 586

Pham #212152

Coriander_2

Track #272

Start 121: • Found in 21 of 1438 ( 1.5% ) of genes in pham • Manual Annotations of this start: 12 of 1235 
• Called 66.7% of time when present • Phage (with cluster) where this start called: BBQValindra_2 (DB), 
Bowser_2 (DB), Bunker_2 (DB), Coriander_2 (DB), DirtyBoi_2 (DB), Dmitri_2 (DB), Doggs_2 (DB), Eyes_2 
(DB), GEazy_2 (DB), HannahD_2 (DB), Hedwig_2 (DB), Kiko_2 (DB), Moonflower_2 (DB), RayTheFireFly_2 
(DB),

Candidate Starts for Coriander_2: (Start: 121 @586 has 12 MA's) _2: (Start: 121 @586 has 12 MA's), (240, 
769), (287, 886), (299, 904), (314, 952), (375, 1024), (448, 1177), (466, 1219), (517, 1312), (540, 1354), 
(546, 1363), (578, 1414), (596, 1444), (597, 1447), (628, 1510), (648, 1543), (671, 1570), (716, 1648), 
(764, 1735), (789, 1759), (846, 1852), (848, 1855), (857, 1873), (915, 1957),

Coriander_2



Basic Phage Information

Phage Name
Coriander_3

Gene #

Gene 3(PECAAN)
Gene 3 

(Phamerator)

Stop Coordinate
3575

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_4 at 

3569

Selected Start 
Coordinate

2208

Selected Function
Portal protein



Gene 3:

Start 2208

Pham #130463

Coriander_3

Track #89

Start 31: • Found in 7 of 319 ( 2.2% ) of genes in pham • Manual Annotations of this 
start: 5 of 277 • Called 100.0% of time when present • Phage (with cluster) where this 
start called: Coriander_3 (DB), DirtyBoi_3 (DB), Dmitri_3 (DB), Doggs_3 (DB), 
Hedwig_3 (DB), Moonflower_3 (DB), RayTheFireFly_3 (DB),

Candidate Starts for Coriander_3: (Start: 31 @2208 has 5 MA's) (62, 2277), (73, 2334), 
(74, 2346), (75, 2367), (94, 2478), (126, 2568), (176, 2781), (189, 2874), (194, 2910), 
(195, 2916), (221, 3042), (223, 3048), (227, 3069), (235, 3111), (258, 3264), (266, 
3306), (272, 3351), (323, 3498),

Coriander_3



Basic Phage Information

Phage Name
Coriander_4

Gene #

Gene 4 (PECAAN)
Gene 4 

(Phamerator)

Stop Coordinate
3937

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_ 3 at 

3569

Selected Start 
Coordinate

3569

Selected Function



Gene 4:

Start 3569

Pham #213314

Coriander_4

Track 4

Start 3: • Found in 7 of 7 ( 100.0% ) of genes in pham • 
Manual Annotations of this start: 3 of 5 • Called 71.4% of 
time when present • Phage (with cluster) where this start 
called: Coriander_4 (DB), Hedwig_4 (DB), Kiko_4 (DB), 
Moonflower_4 (DB), RayTheFireFly_4 (DB),

Candidate Starts for Coriander_4: (1, 2813), (2, 2852), (Start: 
3 @3569 has 3 MA's) , (Start: 4 @3572 has 2 MA's), (5, 3647), 
(7, 3701), (9, 3773), (11, 3887), (12, 3914),

Coriander_4





Gene 5:

Start 3951

Pham #665

Coriander_5

Track 41

Start 35: • Found in 8 of 177 ( 4.5% ) of genes in pham • No 
Manual Annotations of this start. • Called 12.5% of time 
when present • Phage (with cluster) where this start called: 
Coriander_5 (DB),

Candidate Starts for Coriander_5: (Start: 28 @3934 has 9 
MA's) (35, 3961), (66, 4138), (81, 4267), (85, 4288), (86, 
4291), (87, 4306), (88, 4309), (90, 4327), (94, 4354), (104, 
4453), (124, 4693), (133, 4762),

Coriander_5





Coriander_6
Gene 6:

Start 5185

Pham # 222887

Coriander_6

Track 27

Start 12: • Found in 134 of 209 ( 64.1% ) of genes in pham • 
Manual Annotations of this start: 111 of 172 • Called 100.0% 
of time when present • Phage (with cluster) where this start 
called: Coriander_56(DB),

Candidate Starts for Coriander_6: (Start: 12 @5185 has 111 
MA's), (27, 5272), (50, 5428),



7 - 12















13 - 18



What start site do Glimmer 
and GeneMark suggest?  

Glimmer Start Coordinate (type NA if not supported):: 8389
GeneMark Start Coordinate (type NA if not supported):: 8389

Does the start site have an 
associated Ribosome 

Binding Site with a high 
score?

Z-score: 1.479
RBS: -5.092

This gene does not have the best RBS or Z-score due to being 
smaller than 2

Is the predicted start codon 
the longest ORF?  If not, 

does the longest ORF result 
in excessive gene overlap 

(>30bp)?

ORF: 378
Start: 17131

There is no violation of the principles, no overlap with the start site 
of 17131, and this ORF is not the longest length 

Is this start site conserved 
in other phage genomes as 

indicated by Starterator?
The Starterator doesn’t match with any of the start sites. The 
starterator start site is not found in the ORF. There is a better 
consensus at site #8, position 8389.

Is this start site conserved 
in other phage genomes as 

indicated by BlastP?

NCBI: phage Doggs Q1 & S1, evalue: 0.0
PhagesDB: Phage Doggs Q1 & S1 evalue: e-161

DECISION: The start site should be at 8389; each start site has the gene 
positioned at 8389

Does this protein align with 
a protein having a 

functional assignment in 
BlastP (phagesDB and/or 

GenBank) with an 
alignment of 10-4 or smaller 
with appropriate coverage?

PhagesDB: Doggs_12 Q1 & S1, evalue: -161
NCBI: Doggs Q1 & S1 evalue: 0

Does this protein align with 
a protein having a 

functional assignment in 
the PDB or other database 

in HHPred with a probability 
of 90% or greater with 
appropriate coverage?

Major tail protein; Bacteriophage, tail tube, VIRUS, VIRAL 
PROTEIN;{Mycobacterium phage Bxb1}
Probability: 100%

Is this gene located 
adjacent to genes of known 
function and in a region of 

the genome that shows 
high conservation of gene 

order?

Yes, major tail protein

Is this gene a possible 
transmembrane protein?

no

Is the proposed function 
found on the SEA-PHAGES 

approved function list?

Yes, the function is found on the Sea-Phages approved function 
list

DECISION: Yes, the function should be assigned as major tail protein

Was the gene called by 
an auto-annotation 
program (Glimmer, 

GeneMark)?

Yes, both Glimmer and 
GeneMark

Is there evidence for 
coding potential?

Yes there is coding potential via 
GeneMarkS however function 
is not listed

Is this gene present in 
other annotated 

genomes?

The gene is present in other 
annotated genomes; however, 
it is similar to phage Doggs, 
gene 12, with an evalue of e-
161  

Does the gene violate 
any major guiding 

principles?

No, this gene doesn’t violate 
any principles. The gene is long 
enough with 839 bp; there’s no 
overlap, and it has 121 bp 
between gene 12 and gene 13

DECISION: Yes, this is a gene.  

Phage Name Coriander

Gene # 13
Stop Coordinate 9228

Direction (For/Rev) forward
Gap (Overlap) with Previous Gene none

Selected Start Coordinate 8389
Selected Function none



What start site do Glimmer 
and GeneMark suggest?  

Glimmer Start Coordinate (type NA if not supported):: 9316
GeneMark Start Coordinate (type NA if not supported):: 9316

Does the start site have an 
associated Ribosome 

Binding Site with a high 
score?

Z-score: 1.625
RBS: -4.793
This isn’t the best score due to being not larger than 2 

Is the predicted start codon 
the longest ORF?  If not, 

does the longest ORF result 
in excessive gene overlap 

(>30bp)?

ORF: 342
Start: 17167
The ORF is not the most extended length, it doesn’t violate any 
principles and there’s not any overlap

Is this start site conserved 
in other phage genomes as 

indicated by Starterator?
No, the ORF doesn’t match the starterator at position 9316.

Is this start site conserved 
in other phage genomes as 

indicated by BlastP?

PhagesDB: Doggs_13 Q1 & S!, evalue: 2e-53
NCBI: Doggs Q1 & S1 evalue: 1e-68

DECISION: The gene should start at 9316 due to all bioinformatics stating start 
site 9316.

Does this protein align with 
a protein having a 

functional assignment in 
BlastP (phagesDB and/or 

GenBank) with an 
alignment of 10-4 or smaller 
with appropriate coverage?

PhagesDB: Doggs_13, Q1 & S1, evalue: 2e-53
NCBI: Doggs Q1 & S1, evalue: 1e-68

Does this protein align with 
a protein having a 

functional assignment in 
the PDB or other database 

in HHPred with a probability 
of 90% or greater with 
appropriate coverage?

NO quality match
a.140.1.1 (A:111-153) Thymopoietin, LAP2 {Human (Homo sapiens) 
[TaxId: 9606]

Probability: 54.1%

Is this gene located 
adjacent to genes of known 
function and in a region of 

the genome that shows 
high conservation of gene 

order?

Yes, tail assembly chaperone

Is this gene a possible 
transmembrane protein?

no

Is the proposed function 
found on the SEA-PHAGES 

approved function list?

Yes, the proposed function is found on the approved sea-phages 
list

DECISION: NKF

Was the gene called by 
an auto-annotation 
program (Glimmer, 

GeneMark)?

Yes, both Glimmer and GeneMark

Is there evidence for 
coding potential?

Yes, there is coding potential, 
but no function is listed

Is this gene present in 
other annotated 

genomes?

Similar to Phage Kiko, the gene 
#14 evalue of 9.3e-4

Does the gene violate 
any major guiding 

principles?

No, no major violations. It is long 
enough, no overlaps, and both 
genes before and after are in the 
same direction

DECISION: Yes, this is a gene

Phage Name Coriander

Gene # 14
Stop Coordinate 9636

Direction (For/Rev) forward
Gap (Overlap) with Previous Gene none

Selected Start Coordinate 9316
Selected Function none



What start site do Glimmer 
and GeneMark suggest?  

Glimmer Start Coordinate (type NA if not supported):: 9633
GeneMark Start Coordinate (type NA if not supported):: 9633

Does the start site have an 
associated Ribosome 

Binding Site with a high 
score?

Z-score: 1.507
RBS: -5.728
No, it is not the best score due to both scores being below 2

Is the predicted start codon 
the longest ORF?  If not, 

does the longest ORF result 
in excessive gene overlap 

(>30bp)?

ORF: 273
Start: 17236
No violation to the principles and no overlap

Is this start site conserved 
in other phage genomes as 

indicated by Starterator?
No, the start site doesn’t match the starterator. The Starterator 
has a start site at 89505, and ORF states 17236. 

Is this start site conserved 
in other phage genomes as 

indicated by BlastP?

PhagesDB: Doggs_14, Q1 & S1, evalue of e-152
NCBI: Doggs, Q1 &S1, evalue of 0

DECISION: Start site should be at 9633, all other bioinformatics states start 
site at this position.

Does this protein align with 
a protein having a 

functional assignment in 
BlastP (phagesDB and/or 

GenBank) with an 
alignment of 10-4 or smaller 
with appropriate coverage?

NCBI: Doggs, Q1 & S1, evalue of o
PhagesDB: Doggs_14, Q1 & S1, evalue of e-152

Does this protein align with 
a protein having a 

functional assignment in 
the PDB or other database 

in HHPred with a probability 
of 90% or greater with 
appropriate coverage?

No quality match
PhageMin_Tail ; Phage-related minor tail protein
Probability : 29.3%

Is this gene located 
adjacent to genes of known 
function and in a region of 

the genome that shows 
high conservation of gene 

order?

Yes, the most closely related phage is the tail assembly chaperone

Is this gene a possible 
transmembrane protein?

No

Is the proposed function 
found on the SEA-PHAGES 

approved function list?

Yes, this function is found on the sea-phages approved function 
list

DECISION: Tail assembly chaperone, due to several adjacent genes listed as 
tail assembly chaperone function

Was the gene called by 
an auto-annotation 
program (Glimmer, 

GeneMark)?

Yes, both glimmer and genemarks

Is there evidence for 
coding potential?

Yes there is coding potential but 
no function listed

Is this gene present in 
other annotated 

genomes?

Similar to phage Doggs, gene 14, 
evalue of e-152

Does the gene violate 
any major guiding 

principles?

No major violations, gene is long 
enough at 857 bp and has no 
overlaps. All genes before and 
after are in the same direction

DECISION: Yes, this is a gene

Phage Name Coriander

Gene # 15
Stop Coordinate 10490

Direction (For/Rev) forward
Gap (Overlap) with Previous Gene 3

Selected Start Coordinate 9633
Selected Function none



What start site do Glimmer 
and GeneMark suggest?  

Glimmer Start Coordinate (type NA if not supported):: 10544
GeneMark Start Coordinate (type NA if not supported):: 10544

Does the start site have an 
associated Ribosome 

Binding Site with a high 
score?

Z-score: 2.129
RBS: -4.541

Yes, this is the best score due to the z-score being greater than 2

Is the predicted start codon 
the longest ORF?  If not, 

does the longest ORF result 
in excessive gene overlap 

(>30bp)?

ORF: 231
Start: 17278
 
There is no overlap and there is no violation to any principles

Is this start site conserved 
in other phage genomes as 

indicated by Starterator?
The starterator’s start site doesn’t match. The best option would be 

start site 17278

Is this start site conserved 
in other phage genomes as 

indicated by BlastP?

NCBI: Doggs, Q1 & S306, evalue of 6e-68
PhagesDB: Doggs, Q1 & S306, evalue of 3e-57

DECISION: The gene should start at position 10544 due to all bioinformatics 
listing the start site at 10544

Does this protein align with 
a protein having a 

functional assignment in 
BlastP (phagesDB and/or 

GenBank) with an 
alignment of 10-4 or smaller 
with appropriate coverage?

PhagesDB: Doggs_15, Q1 & S306, evalue of 3e-57
NCBI: Doggs, Q1 & S306, evalue of 6e-68

Does this protein align with 
a protein having a 

functional assignment in 
the PDB or other database 

in HHPred with a probability 
of 90% or greater with 
appropriate coverage?

No quality match

Acetone carboxylase gamma subunit; carboxylation, ligase; HET: 
AMP, AE4, MG, ACT; 1.87A {Xanthobacter autotrophicus Py2}
Probability: 27.19%

Is this gene located 
adjacent to genes of known 
function and in a region of 

the genome that shows 
high conservation of gene 

order?

Yes, adjacent genes have the function of tail assembly chaperone

Is this gene a possible 
transmembrane protein?

no

Is the proposed function 
found on the SEA-PHAGES 

approved function list?

yes

DECISION:
NKF, however, based on the adjacent genes and the percentage 
of how similar each is to this gene, it’s possible to list it as a tail 
assembly chaperone.

Was the gene called by 
an auto-annotation 
program (Glimmer, 

GeneMark)?

Yes, both glimmer and genemarks

Is there evidence for 
coding potential?

Yes, there is coding potential 
however, no function listed

Is this gene present in 
other annotated 

genomes?

Similar to Doggs, gene 15, 
evalue of 3e-57

Does the gene violate 
any major guiding 

principles?

There are no major violations. 
The gene is long enough with 
332 bp and no overlaps. The 
genes before and after are in the 
same direction

DECISION: Yes, this is a gene

Phage Name Coriander

Gene # 16
Stop Coordinate 10876

Direction (For/Rev) forward
Gap (Overlap) with Previous Gene none

Selected Start Coordinate 9633
Selected Function none

QC SMART team

GGGAAA (10484)
The second one has to be the same start as the first.

Presenter Notes
Presentation Notes
Delete the gene 16 (not included(

Now add a gene that is the start of the other…



What start site do Glimmer 
and GeneMark suggest?  

Glimmer Start Coordinate (type NA if not supported):: 10886
GeneMark Start Coordinate (type NA if not supported):: 10886

Does the start site have an 
associated Ribosome 

Binding Site with a high 
score?

Z-score: 1.265
RBS: -5.529
Not the best score due to both scores being below 2

Is the predicted start codon 
the longest ORF?  If not, 

does the longest ORF result 
in excessive gene overlap 

(>30bp)?

ORF: 204
Start: 17305
The proposed start site does not overlap with the nearest gene, 
which doesn’t violate the guiding principles

Is this start site conserved 
in other phage genomes as 

indicated by Starterator? The starterator start site is 227586, and the ORF start site is 
17305, meaning there is no match. 

Is this start site conserved 
in other phage genomes as 

indicated by BlastP?

PhagesDB: Doggs_16, Q1 & S1, evalue is 0
NCBI: Doggs, Q1 & S1, evalue is 0

DECISION: Start site should be at 10886, all bioinformatics list start site at 
10886

Does this protein align with 
a protein having a 

functional assignment in 
BlastP (phagesDB and/or 

GenBank) with an 
alignment of 10-4 or smaller 
with appropriate coverage?

PhagesDB: Doggs_16, Q1 & S1, evalue of 0
NCBI: Doggs, Q1 & S1, evalue of 0

Does this protein align with 
a protein having a 

functional assignment in 
the PDB or other database 

in HHPred with a probability 
of 90% or greater with 
appropriate coverage?

Tape measure; Flagellotropic bacteriophage, Siphophage, Tail-tip, 
VIRUS;{Chivirus chi}
Probability: 99.67%

Is this gene located 
adjacent to genes of known 
function and in a region of 

the genome that shows 
high conservation of gene 

order?

Yes, tape measure protein

Is this gene a possible 
transmembrane protein?

no

Is the proposed function 
found on the SEA-PHAGES 

approved function list?

yes

DECISION: Tape measure protein

Was the gene called by 
an auto-annotation 
program (Glimmer, 

GeneMark)?

Yes, both glimmer and genemarks

Is there evidence for 
coding potential?

Yes, there is coding potential, 
but the function is unknown

Is this gene present in 
other annotated 

genomes?

Phage Doggs, gene 16, evalue of 
0

Does the gene violate 
any major guiding 

principles?

There is no significant overlap, 
only 3 bp with gene 18. The gene 
is long enough at 5678 bp, both 
genes before and after are in the 
same direction

DECISION: yes

Phage Name Coriander

Gene # 17
Stop Coordinate 16564

Direction (For/Rev) forward
Gap (Overlap) with Previous Gene none

Selected Start Coordinate 10886
Selected Function none



What start site do Glimmer 
and GeneMark suggest?  

Glimmer Start Coordinate (type NA if not supported):: 16561
GeneMark Start Coordinate (type NA if not supported):: 16561

Does the start site have an 
associated Ribosome 

Binding Site with a high 
score?

Z-score: 0.727
RBS: -6.627

Not the best score, due to each score being less than 2

Is the predicted start codon 
the longest ORF?  If not, 

does the longest ORF result 
in excessive gene overlap 

(>30bp)?

ORF: 162
Start: 17347

No overlaps and no violation to the principles

Is this start site conserved 
in other phage genomes as 

indicated by Starterator? Starterator has the start site at 227101 and ORF start site is 
17347, there is no match. 

Is this start site conserved 
in other phage genomes as 

indicated by BlastP?

PhagesDB: Doggs_17, Q1 & S1, evalue of -180
NCBI: Doggs, Q1 & S1, evalue of 0

DECISION: The gene should start at 16561 because there are 95 bp that indicate 
the start site at 16561

Does this protein align with 
a protein having a 

functional assignment in 
BlastP (phagesDB and/or 

GenBank) with an 
alignment of 10-4 or smaller 
with appropriate coverage?

PhagesDB: Doggs_17, Q1 & S1, evalue of -180
NCBI: Doggs, Q1 & S1, evalue of 0

Does this protein align with 
a protein having a 

functional assignment in 
the PDB or other database 

in HHPred with a probability 
of 90% or greater with 
appropriate coverage?

HYPOTHETICAL PROTEIN 19.1; VIRAL PROTEIN, DISTAL TAIL PROTEIN; 
2.95A {BACILLUS PHAGE SPP1}

Probability: 99.91%

Is this gene located 
adjacent to genes of known 
function and in a region of 

the genome that shows 
high conservation of gene 

order?

Yes, adjacent genes are listed as minor tail protein

Is this gene a possible 
transmembrane protein?

No

Is the proposed function 
found on the SEA-PHAGES 

approved function list?

yes

DECISION: Tail protein

Was the gene called by 
an auto-annotation 
program (Glimmer, 

GeneMark)?

Yes, both glimmer and genemarks

Is there evidence for 
coding potential?

There is coding potential, no 
function is listed

Is this gene present in 
other annotated 

genomes?

Similar to Doggs phage, gene 17, 
evalue is -180

Does the gene violate 
any major guiding 

principles?

No major overlaps (overlap of 3 
bp), the gene is long enough at 
947. Genes before and after are 
in the same direction

DECISION: Yes, this is a gene

Phage Name Coriander

Gene # 18
Stop Coordinate 17508

Direction (For/Rev) forward
Gap (Overlap) with Previous Gene 3

Selected Start Coordinate 16561
Selected Function none



19 - 24



Coriander_Draft
Phamerator- Gene 19_ Start site 17505
PECAAN- Gene 19_Start site 17505

GeneMark:



Basic Phage Information

Phage Name
Coriander_19

Gene #

Gene 19 (PECAAN)
Gene 19 

(phamerator)

Stop Coordinate
Stop 19,199

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_18 at 

Selected Start 
Coordinate

17505 (PECAAN)
17505 (Phamerator)

Selected Function



Coriander_Draft
Phamerator- Gene 20_Start site 19210
PECAAN- Gene 20_Start site 19210

GeneMark:



Basic Phage Information

Phage Name
Coriander_20

Gene #

Gene 20(PECAAN)
Gene 20 

(Phamerator)

Stop Coordinate
Stop 19,199

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

No Overlap

Selected Start 
Coordinate

19210 (PECAAN)
19210 

(Phamerator)

Selected Function
Function 
Unknown



Coriander_Draft
Phamerator- Gene 21_Start site 19769
PECAAN- Gene 21_Start site 19769

GeneMark:



Basic Phage Information

Phage Name
Coriander_21

Gene #

Gene 21 
(PECAAN)
Gene 21 

(Phamerator)

Stop Coordinate
20422

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

No Overlap

Selected Start 
Coordinate

19754

Selected Function
lysin A protease 

C39 domain



Coriander_Draft
Phamerator- Gene 22_Start site 20422
PECAAN- Gene 22_Start site 20422

GeneMark:



Basic Phage Information

Phage Name
Coriander_22

Gene #

Gene 22(PECAAN)
Gene 22 

(Phamerator)

Stop Coordinate
21342 

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

No Overlap

Selected Start 
Coordinate

20422

Selected Function
lysin A, glycosyl 

hydrolase domain



Coriander_Draft
Phamerator: Gene 23_Start site 21345
PECAAN: Gene 23_Start site 21345

Gene Mark:



Basic Phage Information

Phage Name
Coriander_23

Gene #

Gene 23 (PECAAN)
Gene 23 

(Phamerator)

Stop Coordinate
21584

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

No Overlap

Selected Start 
Coordinate

21345

Selected Function
Holin



Coriander_Draft
Phamerator: Gene 24_Start site 21581
PECAAN: Gene 24_Start site 21581

Gene Mark:



Basic Phage Information

Phage Name
Coriander_24

Gene #

Gene 24 (PECAAN)
Gene 24 

(Phamerator)

Stop Coordinate
21895

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

No Overlap

Selected Start 
Coordinate

21581

Selected Function



25 - 30



Coriander_Draft

Phamerator- Gene 25_Start site 21895
PECAAN- Gene 25_Start site 21895

GeneMark

Gene: Coriander_25 Start: 21895, Stop: 22101, Start Num: 2 
Candidate Starts for Coriander_25: (1, 21892), (Start: 2 @21895 has 
3 MA's), (3, 22072), (4, 22075), 



Basic Phage Information

Phage Name Coriander_25

Gene #

Gene 
25(PECAAN)

Gene 25 
(Phamerator)

Stop Coordinate

22101

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_ 26 at 

22086

Selected Start 
Coordinate

21895

Selected Function



Coriander_Draft

Phamerator- Gene 26_Start site 22086
PECAAN- Gene 26_Start site 22086

GeneMark

Gene: Coriander_26 Start: 22086, Stop: 22541, Start Num: 8 Candidate Starts for Coriander_26: (1, 21702), (3, 
21777), (4, 21846), (5, 21888), (6, 21909), (8, 22086), (Start: 9 @22098 has 24 MA's), (13, 22146), (15, 22167), 
(16, 22170), (20, 22197), (21, 22200), (22, 22206), (25, 22230), (27, 22242), (38, 22344), (41, 22365), (42, 22368), 
(43, 22377), (44, 22380), (46, 22395), (53, 22464), (57, 22482), (59, 22488), (62, 22527),



Basic Phage Information

Phage Name Coriander_26

Gene #

Gene 
26(PECAAN)

Gene 26 
(Phamerator)

Stop Coordinate

22541

Direction (For/Rev) Forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_ 26 

at 22086

Selected Start 
Coordinate

22098

Selected Function

  None



Coriander_Draft

Phamerator- Gene 27_Start site 22642
Glimmer Start: Gene 27_Start site 22642
GeneMark Start: Gene 27_Start site 22534

GeneMark

Gene: Coriander_27 Start: 22642, Stop: 23235, Start Num: 286 Candidate Starts for Coriander_27: (Start: 
209 @22534 has 48 MA's), (275, 22627), (286, 22642), (312, 22687), (325, 22717), (353, 22762), (358, 22789), 
(359, 22792), (385, 22843), (394, 22861), (448, 22942), (476, 23020), (478, 23026), (502, 23068), (508, 
23077), (569, 23149), (612, 23212),



Basic Phage Information

Phage Name Coriander_27

Gene #
Gene 27(PECAAN)

Gene 27 (Phamerator)

Stop Coordinate

23235

Direction (For/Rev) Forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_ 28 at 

23232

Selected Start Coordinate

Phamerator- Gene 
27_Start site 22642
Glimmer Start: Gene 
27_Start site 22642

GeneMark Start: Gene 
27_Start site 22534

 22534

Selected Function Lysin B protein



Coriander_Draft

Phamerator- Gene 28_Start site 23232
Glimmer Start: Gene 28_Start site 23232
GeneMark Start: Gene 28_Start site 23316

GeneMark
Gene: Coriander_28 Start: 23232, Stop: 25115, Start Num: 19 Candidate Starts for Coriander_28: (2, 22944), (3, 23001), (5, 23016), (13, 23097), (14, 
23100), (Start: 19 @23232 has 12 MA's), (23, 23316), (30, 23409), (32, 23418), (34, 23430), (37, 23448), (61, 23619), (62, 23622), (75, 23694), (82, 
23757), (88, 23802), (96, 23856), (100, 23901), (108, 24006), (109, 24036), (127, 24246), (129, 24270), (137, 24330), (138, 24381), (143, 24405), (144, 
24432), (152, 24531), (154, 24561), (157, 24606), (162, 24642), (163, 24684), (169, 24759), (182, 24855), (196, 24945), (200, 24969), (210, 25038)



Basic Phage Information

Phage Name Coriander_28

Gene #
Gene 28(PECAAN)

Gene 28 (Phamerator)

Stop Coordinate
25115

Direction (For/Rev) Forward

Gap (Overlap) with 
Previous Gene

Overlap with 
Coriander_ 27 at 

23232

Selected Start Coordinate

Phamerator- Gene 
28_Start site 23232
Glimmer Start: Gene 
28_Start site 23232

GeneMark Start: Gene 
28_Start site 23316

 23232

Selected Function Minor tail protein



Coriander_Draft

Phamerator- Gene 29_Start site 25115
PECAAN- Gene 29_Start site 25115

GeneMark

Gene: Coriander_29 Start: 25115, Stop: 25444, Start Num: 25 Candidate Starts for 
Coriander_29: (Start: 25 @25115 has 49 MA's), (31, 25166), (34, 25211), (36, 25292), (41, 
25349), (45, 25370),



Basic Phage Information

Phage Name Coriander_29

Gene #

Gene 29(PECAAN)
Gene 29 

(Phamerator)

Stop Coordinate

25444

Direction (For/Rev) Forward

Gap (Overlap) with 
Previous Gene

None

Selected Start 
Coordinate

25115

Selected Function Function Unknown



Coriander_Draft

Phamerator- Gene 30_Start site 25449
PECAAN- Gene 30_Start site 25449

GeneMark

Gene: Coriander_30 Start: 25449, Stop: 25973, Start Num: 6 Candidate Starts for Coriander_30: (4, 25380), (Start: 
6 @25449 has 5 MA's), (9, 25509), (11, 25527), (18, 25662), (19, 25737), (20, 25752), (23, 25827), (27, 25959),



Basic Phage Information

Phage Name
Coriander_30

Gene #

Gene 30(PECAAN)
Gene 30 

(Phamerator)

Stop Coordinate

25973

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene

None

Selected Start 
Coordinate

25449

Selected Function



31 - 36



Coriander_31

Phamerator Start: Gene 31_Start site (25975)
Glimmer Start: Gene 31_Start site (25975)
GeneMark Start: Gene 31_Start site (25975)

GeneMark

Gene: Coriander_31 Start: 25975, Stop: 27795, Start Num: 16 Candidate Starts for Coriander_31: (16, 25975), (18, 
26095), (19, 26104), (22, 26215), (27, 26338), (35, 26536), (37, 26608), (39, 26764), (41, 26818), (44, 26869), (46, 26974), 
(56, 27103), (58, 27142), (63, 27181), (64, 27193), (67, 27343), (68, 27346), (69, 27388), (72, 27484), (73, 27490), (77, 
27610), (81, 27697), (84, 27745), (86, 27766), (88, 27790)



Basic Phage Information

Phage Name
Coriander_31

Gene #

Gene 31 (PECAAN)
GENE 31 (Phamerator)

Stop Coordinate

Stop 27795

Direction (For/Rev)
Forward

Gap (Overlap) with Previous 
Gene

1

Selected Start Coordinate
Phamerator Start (25975)

Glimmer Start (25975)
GeneMark Start (25975)

Selected Function
Tailspike protein



Coriander_32

Phamerator Start: Gene 32_Start site (28022)
Glimmer Start: Gene 32_Start site (28022)
GeneMark Start: Gene 32_Start site (28025)

GeneMark

Gene: Coriander_32 Start: 28022,28025, Stop: 27807, Hypothetical Protein



Basic Phage Information

Phage Name

Coriander_32

Gene #

Gene 32(PECAAN)
GENE 32(Phamerator)

Stop Coordinate

Stop 27807

Direction (For/Rev)
Reverse

Gap (Overlap) with Previous Gene

290

Selected Start Coordinate

Phamerator Start (28022)
Glimmer Start (28022)

GeneMark Start (28025)

Selected Function



Coriander_33

Phamerator Start: Gene 33_Start site (28495)
Glimmer Start: Gene 33_Start site (28495)
GeneMark Start: Gene 33_Start site ()

GeneMark

Gene: Coriander_33 Start: 28495, Stop: 28313



Basic Phage Information

Phage Name

Coriander_33

Gene #

Gene 33 (PECAAN)
GENE 33 (Phamerator)

Stop Coordinate

Stop 28313

Direction (For/Rev)
Reverse

Gap (Overlap) with Previous 
Gene

182

Selected Start Coordinate

Phamerator Start (28495)
Glimmer Start (28495)

GeneMark Start  ()

Selected Function



Coriander_34

Phamerator Start: Gene 34_Start site (29037)
Glimmer Start: Gene 34_Start site (29037)
GeneMark Start: Gene 34_Start site (29037)

GeneMark

Gene: Coriander_34 Start: 29037, Stop: 28678, Start Num: 1 Candidate Starts for Coriander_34: (Start: 1 @29037 has 3 
MA's), (2, 29034), (5, 28908), (6, 28905), (7, 28830), (8, 28818), (11, 28728),(12, 28722), (13, 28713),



Basic Phage Information

Phage Name

Coriander_34

Gene #

Gene 34 (PECAAN)
GENE 34 (Phamerator)

Stop Coordinate

Stop 28678

Direction (For/Rev)
Reverse

Gap (Overlap) with Previous 
Gene

15

Selected Start Coordinate

Phamerator Start (29037)
Glimmer Start (29037)
GeneMark Start (29037)

Selected Function



Coriander_35

Phamerator Start: Gene 35_Start site (29184)
Glimmer Start: Gene 35_Start site (28495)
GeneMark Start: Gene 35_Start site ()

GeneMark

Gene: Coriander_35 Start: 29184,28495 Stop: 29053, Hypothetical Protein



Basic Phage Information

Phage Name
Coriander_35

Gene #

Gene 35 (PECAAN)
GENE 35 (Phamerator)

Stop Coordinate
Stop 29053

Direction (For/Rev)
Reverse

Gap (Overlap) with Previous Gene
208

Selected Start Coordinate

Phamerator Start (29184)
Glimmer Start (28495)

GeneMark Start  ()

Selected Function
Hypothetical Protein



Coriander_36

Phamerator Start: Gene 36_Start site (29293)
Glimmer Start: Gene 36_Start site (29393)
GeneMark Start: Gene 36_Start site (29393)

GeneMark

Gene: Coriander_36 Start: 29293, Stop: 29659, Hypothetical Protein



Basic Phage Information

Phage Name

Coriander_36

Gene #

Gene 36 (PECAAN)
GENE 36 (Phamerator)

Stop Coordinate

Stop 29659

Direction 
(For/Rev)

Forward

Gap (Overlap) with 
Previous Gene

208

Selected Start 
Coordinate

Phamerator Start (29393)
Glimmer Start  (29393)

GeneMark Start (29393)

Selected Function
Hypothetical Protein



37 - 42



Basic Phage Information

Phage Name Coriander

Gene # 37

Stop Coordinate 29,883

Direction (For/Rev) Forward

Gap (Overlap) with 
Previous Gene

Yes

Selected Start Coordinate 29,656

Selected Function

Coriander_37



Coriander_37

Gene: Coriander_37 Start: 29,656, Stop: 29,883

GeneMark

Phamerator Start: Gene 37_Start site (29656)
Glimmer Start: Gene 37_Start site (29656)
GeneMark Start: Gene37_Start site (29656)



Basic Phage Information

Phage Name Coriander

Gene # 38

Stop Coordinate 29,997

Direction (For/Rev) Reverse

Gap (Overlap) with 
Previous Gene

Yes

Selected Start 
Coordinate

30,302

Selected Function

Coriander_38



Gene: Coriander_38 Start: 30302, Stop: 29997, Start Num: 1 Candidate 
Starts for Coriander_38: (Start: 1 @30302 has 1 MA's), (2, 30188), (3, 
30107), (4, 30101), (5, 30074), (6, 30068), (7, 30026)

Phamerator Start: Gene 38_Start site (30302)
Glimmer Start: Gene 38_Start site (30302)
GeneMark Start: Gene 38_Start site (30302)

Coriander_38



Coriander_39

Basic Phage Information

Phage Name Coriander

Gene # 39

Stop Coordinate 30,324

Direction (For/Rev) Reverse

Gap (Overlap) with 
Previous Gene

No

Selected Start 
Coordinate

31,214

Selected Function



Coriander_39

Phamerator Start: Gene 39_Start site (31214)
Glimmer Start: Gene 39_Start site (31214)
GeneMark Start: Gene 39_Start site (31214)

GeneMark
Gene: Coriander_39 Start: 31214, Stop: 30324, Start Num: 56 Candidate Starts for 
Coriander_39: (Start: 56 @31214 has 11 MA's), (Start: 60 @31208 has 5 MA's), (Start: 63 
@31205 has 9 MA's), (94, 31148), (96, 31145), (105, 31103), (129, 31019), (174, 30860), (187, 
30821), (197, 30773), (217, 30674), (221, 30650), (236, 30575), (248, 30527), (263, 30440), 
(268, 30395), (269, 30392),



Coriander_40

Basic Phage Information

Phage Name Coriander

Gene # 40

Stop Coordinate 31,470

Direction (For/Rev)
Reverse

Gap (Overlap) with 
Previous Gene

No

Selected Start 
Coordinate

31,577

Selected Function



Coriander_40

Phamerator Start: Gene 40_Start site (31577)
Glimmer Start: Gene 40_Start site (31577)
GeneMark Start: Gene 40_Start site (31577)

GeneMark
Gene: Coriander_40 Start: 31,577, Stop: 31,470, 
Hypothetical Protein



Coriander_41

Basic Phage Information

Phage Name Coriander

Gene # 41

Stop Coordinate 32,126

Direction 
(For/Rev)

Forward

Gap (Overlap) 
with Previous 

Gene

Yes

Selected Start 
Coordinate

31,926

Selected 
Function

Function 
unknown/Hypothetical 

protein



Coriander_41

Phamerator Start: Gene 40_Start site (31926)
Glimmer Start: Gene 40_Start site (31926)
GeneMark Start: Gene 40_Start site (31926)

GeneMark
Gene: Coriander_41 Start: 31926, Stop: 32126, Start Num: 1 
Candidate Starts for Coriander_41: (Start: 1 @31926 has 3 
MA's),



Coriander_42

Basic Phage Information

Phage Name Coriander

Gene # 42

Stop Coordinate 32,419

Direction 
(For/Rev)

Forward

Gap (Overlap) 
with Previous 

Gene

Yes

Selected Start 
Coordinate

32,123

Selected 
Function



Coriander_42

Phamerator Start: Gene 40_Start site (32123)
Glimmer Start: Gene 40_Start site (32123)
GeneMark Start: Gene 40_Start site (32123)

Gene Coriander_42 Start: 32123, Stop: 32419, Start Num: 4 
Candidate Starts for Coriander_42: (4, 32123), (Start: 5 @32126 has 2 
MA's), (7, 32240), (8, 32255), (9, 32279),



43 - 48



Coriander_Draft

• Phamerator- Gene 43_Start Site 32419
• 735 bp
• Gene Mark

• Gene: Coriander_43 Start: 32419, Stop: 33153, Start Num: 6 Candidate 
Starts for Coriander_43: (Start: 6 @32419 has 6 MA's), (13, 32506), (14, 
32524), (23, 32674), (24, 32683), (36, 32866), (40, 32914), (44, 32944),

VK



Basic Phage Information

Phage Name Coriander

Gene # 43

Stop Coordinate 33153

Direction (For/Rev) Forward

Gap (Overlap) with Previous Gene N/A

Gene present in other annotated genomes?

Is this start site conserved in other phage 
genomes as indicated by Starterator?

DGQHR_domain

Selected Start Coordinate 32419

Selected Function
ParB-like nuclease 

domain protein

VK



Coriander_Draft
• Phamerator- Gene 44_Start Site 33247
•  234 bp

• Gene Mark
• Gene: Coriander_44 Start: 33247, Stop: 33480, Start Num: 2 Candidate Starts for 

Coriander_44: (1, 33169), (Start: 2 @33247 has 1 MA's), (3, 33286), (4, 33292), (5, 
33307),

VK



Basic Phage Information

Phage Name Coriander

Gene # 44

Stop Coordinate 33480

Direction (For/Rev) Forward

Gap (Overlap) with Previous Gene N/A

Gene present in other annotated genomes?

Is this start site conserved in other phage 
genomes as indicated by Starterator?

Selected Start Coordinate 33247

Selected Function

VK



Coriander_Draft

• Phamerator- Gene 45_Start Site 33477
•  390 bp
• Gene Mark

• Gene: Coriander_45 Start: 33477, Stop: 33866, Start Num: 14 
Candidate Starts for Coriander_45: (3, 33309), (6, 33393), (Start: 
14 @33477 has 6 MA's), (18, 33510), (19, 33519), (29, 33621), (30, 
33624), (39, 33702), (52, 33852),

VK



Basic Phage Information

Phage Name Coriander

Gene # 45

Stop Coordinate 33866

Direction (For/Rev) Forward

Gap (Overlap) with Previous Gene 3 bp ( 33477-33480 )

Gene present in other annotated genomes?

Is this start site conserved in other phage 
genomes as indicated by Starterator?

Selected Start Coordinate 33477

Selected Function

VK



Coriander_Draft

• Phamerator- Gene 46_Start Site 33932
•  267 bp
• Gene Mark

• Gene: Coriander_46 Start: 33932, Stop: 34198, Start Num: 8 
Candidate Starts for Coriander_46: (1, 33731), (Start: 4 @33869 has 
6 MA's), (Start: 8 @33932 has 2 MA's), (9, 33935), (12, 34004), (14, 
34040), (15, 34043), (20, 34100),

VK



Basic Phage Information

Phage Name Coriander

Gene # 46

Stop Coordinate 34198

Direction (For/Rev) Forward

Gap (Overlap) with Previous Gene N/A

Gene present in other annotated genomes?

Is this start site conserved in other phage 
genomes as indicated by Starterator?

Selected Start Coordinate 33932

Selected Function

VK



Coriander_Draft

• Phamerator- Gene 47_Start Site 34195
•  342 bp
• Gene Mark

• Gene: Coriander_47 Start: 34195, Stop: 34536, Start Num: 32 
Candidate Starts for Coriander_47: (14, 33937), (15, 33940), (21, 
34045), (Start: 32 @34195 has 1 MA's), (Start: 33 @34198 has 3 
MA's), (Start: 34 @34246 has 18 MA's), (39, 34366), (42, 34405),

VK



Basic Phage Information

Phage Name Coriander

Gene # 47

Stop Coordinate 34536

Direction (For/Rev) Forward

Gap (Overlap) with Previous Gene 3bp ( 34195-34198)

Gene present in other annotated genomes?

Is this start site conserved in other phage 
genomes as indicated by Starterator?

Selected Start Coordinate 34915

Selected Function

VK



Coriander_Draft

• Phamerator- Gene 48_Start Site 34533
•   261 bp
• Gene Mark

• Gene: Coriander_48 Start: 34533, Stop: 34793, Start Num: 9 
Candidate Starts for Coriander_48: (5, 34353), (Start: 9 @34533 
has 7 MA's), (10, 34551), (13, 34614), (17, 34710),



Basic Phage Information

Phage Name Coriander

Gene # 48

Stop Coordinate 34793

Direction (For/Rev) Forward

Gap (Overlap) with Previous Gene N/A

Gene present in other annotated genomes?

Is this start site conserved in other phage 
genomes as indicated by Starterator?

Selected Start Coordinate 34533

Selected Function

VK



49-54



55 - 60



Gene 55
•Gene: Coriander_55 Start: 
38632, Stop: 39132, Start 
Num: 4 Candidate Starts for 
Coriander_55: (1, 38623), 
(Start: 4 @38632 has 8 
MA's), (7, 38662), (8, 38683), 
(12, 38782), (15, 38965), (16, 
38980),





Gene 56
•Coriander_56 Start: 39129, 
Stop: 39758, Start Num: 24 
Candidate Starts for 
Coriander_56: (13, 39057), 
(Start: 24 @39129 has 27 
MA's), (26, 39150), (29, 
39186), (31, 39201), (39, 
39297), (42, 39312), (43, 
39342), (44, 39378), (60, 
39576), (61, 39582), (63, 
39597), (64, 39600), (87, 
39696), (95, 39750),





Gene 57
•Coriander_57 Start: 39755, 
Stop: 40264, Start Num: 4 
Candidate Starts for 
Coriander_57: (1, 39440), (2, 
39536), (3, 39701), (Start: 4 
@39755 has 1 MA's), (5, 
39767), (9, 39992), (10, 
40016), (12, 40139), (13, 
40229), (15, 40253),





Gene 58
•Coriander_58 Start: 40264, 
Stop: 40620, Start Num: 42 
Candidate Starts for 
Coriander_58: (29, 40219), 
(40, 40261), (Start: 42 
@40264 has 7 MA's), (Start: 
46 @40279 has 1 MA's), (56, 
40375), (57, 40381), (59, 
40390), (66, 40480), (67, 
40483), (71, 40519), (76, 
40567),





Gene 59
C O R I A N D E R _ 5 9  S T A R T :  
4 0 9 5 2 , S T O P : 4 0 6 5 6 . G L I M M
E R  S T A R T : 4 0 9 6 4 ,  G L I M M E R  
S C O R E : 2 . 4 4 , G E N E M A R K  
S T A R T : 4 1 0 1 2





Gene 60

•Coriander_60 Start: 42026, Stop: 42139, Start 
Num: 2 Candidate Starts for Coriander_60: (1, 
41999), (2, 42026), (3, 42035), (4, 42062),

•





61 - 66



Basic Phage Information

Phage Name

Coriander_61

Gene # Gene 61

Stop Coordinate 42,297

Direction (For/Rev) Forward

Gap (Overlap) with Previous Gene
Overlaps with Gene 60 at 

42,136 to 42139

Selected Start Coordinate
42,136

Selected Function Function Unknown- Most 
likely a Hypothetical Protein



Coriander_61

Phamerator Start: Gene 61_Start site (42136)
Glimmer Start: Gene 61_Start site (42136)
GeneMark Start: Gene 61_Start site (42136)

GeneMark

• Gene: Coriander_61 Start: 42136, Stop: 42297, Start Num: 9 Candidate Starts for Coriander_61: (7, 42118), (Start: 9 
@42136 has 6 MA's), (21, 42265),



Basic Phage Information
Phage Name Coriander_62

Gene #
Gene 62

Stop Coordinate 42,578
Direction (For/Rev) Forward

Gap (Overlap) with 
Previous Gene

Overlaps with Gene 61 at 
42,296 and 42,297

Selected Start Coordinate 42,294

Selected Function
Function Unknown- Most 

likely a Hypothetical 
Protein



• Gene: Coriander_62 Start: 42294, Stop: 42578, Start Num: 6 Candidate Starts for Coriander_62: (1, 42243), (2, 
42249), (3, 42261), (5, 42279), (6, 42294), (8, 42411), (9, 42420), (10, 42435), (13, 42543),

Phamerator Start: Gene 62_Start site (42294)
Glimmer Start: Gene 62_Start site (42294)
GeneMark Start: Gene 62_Start site (42294)

GeneMark

Coriander_62



Basic Phage Information

Phage Name Coriander_63

Gene # Gene 63

Stop Coordinate 42778

Direction (For/Rev) Forward

Gap (Overlap) with Previous 
Gene

Overlaps with Gene 62 at 
42,575 to 42,578

Selected Start Coordinate 42,575

Selected Function Function Unknown- Most 
Likely a 

Hypothetical Protein



• Gene: Coriander_63 Start: 42575, Stop: 42778, Start Num: 1 Candidate Starts for Coriander_63: (Start: 1 @42575 
has 1 MA's), (3, 42596), (5, 42698),

Phamerator Start: Gene 63_Start site (42575)
Glimmer Start: Gene 63_Start site (42575)
GeneMark Start: Gene 63_Start site (42575)

GeneMark

Coriander_63



Basic Phage Information

Phage Name
Coriander 64

Gene #
Gene 64

Stop Coordinate 43,434

Direction (For/Rev)
Forward

Gap (Overlap) with Previous 
Gene

Overlaps with Gene 63 at 
42,778 

Selected Start Coordinate 42,775

Selected Function
Function Unknown- Most 

Likely a Hypothetical 
Protein



Gene: Coriander_64 Start: 42778, Stop: 43434, Start Num: 69 Candidate Starts for Coriander_64: (Start: 67 @42775 
has 1 MA's), (69, 42778), (87, 43033), (88, 43057), (89, 43075), (91, 43111), (92, 43120), (94, 43135), (100, 43177), 
(105, 43249), (112, 43324), (114, 43345), (115, 43369), (119, 43405

GeneMark

Phamerator Start: Gene 64_Start site (42775)
Glimmer Start: Gene 64_Start site (42775)
GeneMark Start: Gene 64_Start site (42775)

Coriander_64



Basic Phage Information

Phage Name
Coriander 65

Gene #
Gene 65

Stop Coordinate 43,793

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene None

Selected Start Coordinate 43,545

Selected Function
Function Unknown- Most 

likely helix-turn-helix 
DNA binding domain 

protein



• Gene: Coriander_65 Start: 43545, Stop: 43793, Start Num: 32 Candidate Starts for Coriander_65: (Start: 32 
@43545 has 97 MA's), (Start: 35 @43560 has 4 MA's), (41, 43632), (50, 43737), (52, 43746)

GeneMark

Phamerator Start: Gene 65_Start site (43545)
Glimmer Start: Gene 65_Start site (43545)
GeneMark Start: Gene 65_Start site (43545)

Coriander_65



Basic Phage Information

Phage Name
Coriander 66

Gene #
Gene 66

Stop Coordinate 44,143

Direction (For/Rev)
Forward

Gap (Overlap) with 
Previous Gene Overlaps with Gene 65 

at 43,793

Selected Start Coordinate
43,793

Selected Function
Function Unknown- 

Most likely HNH 
endonuclease



Phamerator Start: Gene 66_Start site (43793)
Glimmer Start: Gene 66_Start site (43793)
GeneMark Start: Gene 66_Start site (43793)

Coriander_66

GeneMark
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