
CURATOR NAME: CLASS 

 

GENE NAME: EUGENIA_DRAFT_1 

 

DNA MASTER NOTES: 

 

 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

The start number called the most often in the published annotations is 

30, it was called in 239 of the 310 non-draft genes in the pham. 

Start 30:  

• Found in 267 of 350 ( 76.3% ) of genes in pham  

• Manual Annotations of this start: 239 of 310  

• Called 95.9% of time when present 

 

 

 

 



 

 

 

 

 

2. GeneMark coding potential 

 

 

 

 

 

  



3. Glimmer and GeneMark agreement 

YES 

Glimmer Score: 13.24 

Z-score: 1.724 

Final Score: -6.387 

 

 

 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

N/A  

1.724 -6.387 TRUE 



6. Start site similar to others in GenBank and PhagesDB 

YES 

 

7. Associated ribosome binding site (RBS) 

N/A 

 

8. Function (F) 

Adenylate kinase 

 

 

 

 

 

 

 

 

 



 

 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

 

9. b. SIF-HHPred 

 

 

9. c. SIF-Synteny 

Aligns with ABU, Adriana, Buckeye, CamL, Chah, Charles1, etc. 



 

Aligns with Waterdiva (final), Usavi, Slatt, etc. 

 

 

 

 

 

10. Any other important information. 

 

 

 

 

 

 



CURATOR NAME: CLASS 

 

GENE NAME: EUGENIA_DRAFT_2 

 

DNA MASTER NOTES: 

 

 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator-tells us start codon 

The start number called the most often in the published annotations is 47, it was called in 256 of 

the 451 non-draft genes in the pham. 

Start 47: (47 from upstream and downstream?)(Human reviewed of a final annotation) 

• Found in 285 of 515 ( 55.3% ) of genes in pham  

• Manual Annotations of this start: 256 of 451  

• Called 100.0% of time when present 

 

 

 



2. GeneMark coding potential 

 

Not the longest ORF. Start of the gene around nucleotide position around 564. 

 

 

 

 

  



3. Glimmer and GeneMark agreement 

YES 

Glimmer Score: 11.89 

Z-score: 2.979 

Final Score: -3.723 

 

 

 

4. Longest open reading frame (ORF) without excessive gap 

Not the longest open reading frame, but it has the smallest gap 

 

 

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

  



6. Start site similar to others in GenBank and PhagesDB 

 YES 

 

7. Associated ribosome binding site (RBS) 

N/A 

8. Function (F) 

Terminase 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 



 

 

9. b. SIF-HHPred 

 

 

 

9. c. SIF-Synteny 

Aligns with Buckeye, Badfish, CamL, Chah, Charles1, DirtJuice, 

EmpTee, etc. 



 

Waterdiva, Usavi, etc. 

 

 

10. Any other important information. 

 

 

 

 

 

 



CURATOR NAME: CLASS 

 

GENE NAME: EUGENIA_DRAFT_3 

 

DNA MASTER NOTES: 

 

 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Eugenia’s gene is part of Track 1. 

Start 6:  

• Found in 269 of 274 ( 98.2% ) of genes in pham  

• Manual Annotations of this start: 246 of 247  

• Called 100.0% of time when present 



**Note that Starterator calls Eugenia_4 instead of 3. Likely due to overlap. 

 

2. GeneMark coding potential 

 

GeneMark Start: 2436 

 

 

 

 

 

  



3. Glimmer and GeneMark agreement 

 

No Glimmer score, so NO agreement 

GeneMark Start: 2436 

 

 

 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Z-score: 3.229 

Final Score: -2.666 

Spacer: 13 

 

 

 

 

 



5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6. Start site similar to others in GenBank and PhagesDB 

YES 

 

 

 

 

7. Associated ribosome binding site (RBS) 

N/A 

 

8. Function (F) 

Hypothetical protein—no known function 



 

 

 

 

 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

 

 



 

9. b. SIF-HHPred 

 

 

 

9. c. SIF-Synteny 

 



Additional synteny with Dingo, DirtJuice, and DoesntMatter. 

 

 

 

10. Any other important information. 

Appears to have overlap with Genes 4-6. 

 

 

 

 

 



CURATOR NAME: CLASS 

 

GENE NAME: EUGENIA_DRAFT_4 

 

DNA MASTER NOTES: N/A 

 

 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

The start number called the most often in the published annotations is 5, it was called in 239 of 

the 255 non-draft genes in the pham. 

Start 5:  

• Found in 269 of 279 ( 96.4% ) of genes in pham  

• Manual Annotations of this start: 239 of 255  

• Called 95.9% of time when present 

*Eugenia is in Track 6. Note that Starterator calls Eugenia_5, not 4. This is likely due to overlap. 

 



2. GeneMark coding potential 

GeneMark Start: 2648 

 

 

 

 

 

3. Glimmer and GeneMark agreement 

No Glimmer score, so NO agreement 

GeneMark Start: 2648 

 

 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 



 

Length: 366 

Gap: -4 

Spacer: 14 

Z-Score: 2.634 

Final Score: -4.161 

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6.  Start site similar to others in GenBank and PhagesDB 

YES 

 



 

 

7. Associated ribosome binding site (RBS) 

N/A 

8. Function (F) 

Hypothetical protein—Unknown function 

 

 

 

 

 

 

 

 

 

 

 

 



9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

 



 

9. b. SIF-HHPred 

N/A 

 

 

9. c. SIF-Synteny 

Aligned with Badfish, Banjo, Bishoperium, Bluephacebaby, Waterdiva, 

etc. 



 

 

 

 

 

10. Any other important information. 

Some overlap with Gene 3 near the start.  

 

 

 



 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_5 

 

DNA MASTER NOTES: N/A 

 

 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Start Number: 2 

The start number called the most often in the published annotations is 2, it was called in 243 of 

the 245 non-draft genes in the pham. 

Start 2:  

• Found in 266 of 268 ( 99.3% ) of genes in pham  

• Manual Annotations of this start: 243 of 245  

• Called 100.0% of time when present 

 



2. GeneMark coding potential 

GeneMark: 3081 

 

 

 

3. Glimmer and GeneMark agreement 

YES 

Glimmer Start: 3081 

Glimmer Score: 11.69 

GeneMark Start: 3081 

 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Length: 138 

Gap: 67 



Spacer: 10 

Z-score: 1.896 

Final Score: -4.991 

 

6. Start site similar to others in GenBank and PhagesDB 

YES 

  

 

7. Associated ribosome binding site (RBS) 

N/A 

8. Function (F) 

Hypothetical protein 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-PhageDB BLAST 



 

 

 

 

 

 

 

 

 

 



9.b. SIF- NCBI BLAST 

 

 

9. c. SIF-HHPred 

N/A 

 

9. d. SIF-Synteny 

Aligns with ABU, Badfish, Buckeye, Burr, Chah, Colbert, Waterdiva, 

etc. 



 

 

10. Any other important information. 

N/A 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_6 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

This pham is comprised of all draft annotations. There are no annotations to summarize 

Start 1:  

• Found in 6 of 7 ( 85.7% ) of genes in pham  

• No Manual Annotations of this start.  

• Called 100.0% of time when present 

Eugenia is in Track 1. Note that Starterator calls Eugenia_3, likely due to overlap or 

discrepancy. 

 

 

2. GeneMark coding potential 

NO GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

No GeneMark Start, so NO agreement 

 

 

 

 

 



4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Start: 3082 (Note that this gene is in reverse) 

Gap: 282 

Z-score: 1.007 

Final Score: -6.857 

 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

Hypothetical Protein—No Function. 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST

 



 

 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 

 

d. SIF: Synteny-Phamerator (three genomes)  

 



Note that there is NO synteny between the completed phages, but synteny between drafts of 

phages. 

 

7. Any other important information. 

Most matched phages were compromised of all drafts. Gene 6 will likely be deleted from the 

genome. 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_6 

 

DNA MASTER NOTES: 

 

 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

 

 

 

 

 

 

2. GeneMark coding potential 

 

 

 

 

 

  



3. Glimmer and GeneMark agreement 

 

 

 

 

 

 

4. Longest open reading frame (ORF) without excessive gap 

 

 

 

 

 

 

 

 

 

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

  



6. Start site similar to others in GenBank and PhagesDB 

 

  

 

 

 

 

 

 

 

 

7. Associated ribosome binding site (RBS) 

 

 

 

 

 

8. Function (F) 

 

 

 

 

 

 

 



9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

 

 

 

 

9. b. SIF-HHPred 

 

 

 

 

 

 

9. c. SIF-Synteny 

 

 

 

 

10. Any other important information. 

 

 

 

 



 

 



CURATOR NAME: OLIVIA SIDOTI  

 

GENE NAME: EUGENIA GENE 8  

 

DNA MASTER NOTES: left it blank for now 

 

 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

Pham number 133427 has 432 members, 47 are drafts. 

The start number called the most often in the published annotations is 96, it was called in 237 of 

the 385 non-draft genes in the pham 

Start 96:  

• Found in 274 of 432 ( 63.4% ) of genes in pham 

 • Manual Annotations of this start: 237 of 385 

 • Called 95.3% of time when present 

 

 



2. GeneMark coding potential 

 

 

 

  

 

The ORF extends further out to the left around 3900, but the coding potential does not start until 

around 4000.  

3. Glimmer and GeneMark agreement 

 

 

Yes, Glimmer and GeneMark are in agreement that the start codon is at nucleotide position 3966.  

Z-Score: 2.138 (close to 2) 

Final Score: -5.157  

 

 

 

4. Longest open reading frame (ORF) without excessive gap 



 

 

 

No, this gene does not have the LORF without an excessive gap. 

Gap: 46 

 

 

 

 

 

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 



Hypothetical Protein  

6. Start site similar to others in GenBank and PhagesDB 

 

 Yes 

 

 

 



 

 

 

 

 

 

 

8. Function (F) 

 

Unknown Function  

 

 

 

 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 



Nucleotide Blast: The nucleotide sequence of Eugenia gene 8 had an 

alignment score with other genes at >=200. This indicates that this exact 

gene is present in other mycobacterium phage.  

 

 

 



 

Protein Blast: The amino acid sequence aligned with other genome’s 

gene in the range of >=200. All of the sequences that produced a 

significant alignment had no known function assigned to the gene.  

 



 

 

9. b. SIF-HHPred 

HHPred gave results for protein structures that are similar to that of the 

Eugenia gene-8.  

 

 

 



 

 

 

 

 

9. c. SIF-Synteny 

 



 

 

 

 

10. Any other important information. 

 

 

 



CURATOR NAME: 

 

GENE NAME: 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 133408 has 701 members, 100 are drafts. 

The start number called the most often in the published annotations is 28, it was called in 371 

of the 601 non-draft genes in the pham. 

Start 28:  

• Found in 447 of 701 ( 63.8% ) of genes in pham 

 • Manual Annotations of this start: 371 of 601 

 • Called 89.5% of time when present 

 



2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

No 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Portal Protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

 

 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred 

 

 



 

 

d. SIF: Synteny-Phamerator (three genomes) usavi waterdiva eugenia 



 

 

7. Any other important information. 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 10 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

The start number called the most often in the published annotations is 27, it was called in 375 of 

the 386 non-draft genes in the pham. 

 

 



2. GeneMark coding potential 

 

  



3. Glimmer and GeneMark agreement 

 

Glimmer and GeneMark do not agree, and due to the presence of a large gap in the GeneMark 

start, it is most likely that the actual start is at 6361. GeneMark does show coding potential and 

an alternative start site at this position.  

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Capsid maturation protease 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

This HHPred hit has a high E value and the same predicted gene 

function as our gene, however it has a low %coverage. It is possible that 

this only matches the Mu_F like protease portion of the gene and not the 

major capsid protein portion. When giving the gene function, however, 

including the Mu_F like protease domain is not included in the approved 

naming conventions.  

 

 

 

 



d. SIF: Synteny-Phamerator (three genomes) 

Has synteny with ABU, Chah, Charles1, ect.  

 

 

7. Any other important information. 

 



 

 

 

 

 

 



CURATOR NAME: SAMUEL RUTHERFORD 

 

GENE NAME: EUGENIAGENE10-RUTHERFORD 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

The start number called the most often in the published annotations is 

27, it was called in 375 of the 386 non-draft genes in the pham. 

 

2. GeneMark coding potential 

  



3. Glimmer and GeneMark agreement 

No 

Glimmer Start: 

6361 

Glimmer Score: 

11.43 

GeneMark Start: 

6646 

 

 

4. Longest open reading frame (ORF) without excessive gap 

No. 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information. 

No. 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 11 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

 

 

 



2. GeneMark coding potential 

  



3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Synteny with Orion, OSmaximus, PG1, ect. 



 

 

 

 



 

 

 

7. Any other important information. 

 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 12 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 44, it was called in 293 of 

the 394 non-draft genes in the pham 

2. GeneMark coding potential 



 

 

 

 



3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Major Capsid Hexamer Protein 

6. Supporting Information for Function (SIF) 

 

 

 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

 

 



c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Has synteny with Childish, Craff, FriarPreacher, ect.  

 

7. Any other important information. 

 



 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_13 

 

DNA MASTER NOTES: N/A 

 

 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia_13 is in Track 3 with Start 12. 

The start number called the most often in the published annotations is 12, it was called in 332 of 

the 489 non-draft genes in the pham. 

Start 12:  

• Found in 376 of 561 ( 67.0% ) of genes in pham  

• Manual Annotations of this start: 332 of 489  

• Called 99.5% of time when present 

 



2. GeneMark coding potential 

GeneMark Start: 11603 

 

 

 

3. Glimmer and GeneMark agreement 

YES, there is agreement 

 

Glimmer: 11603 

GeneMark: 11603 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Length: 798 

Gap: 99 



Spacer: 11 

Z-Score: 2.746 

Final Score: -3.347 

 

6. Start site similar to others in GenBank and PhagesDB 

YES 

 

7. Associated ribosome binding site (RBS) 

N/A 

8. Function (F). Please follow this Official SEAPHAGE Function 

List. If no functional prediction is present, write “Hypothetical 

protein.” 

Major capsid pentamer protein: Rank 1 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true
https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

 



 

 

9. b. SIF-HHPred 

N/A 

 

9. c. SIF-Synteny—Three Genomes 

Aligned with LeeLot, Zelda, Haimas, Vaticameos, Waterdiva, Usavi, Buckeye, etc. 



 

 

 

10. Any other important information. 

N/A 



 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_14 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Start 8 Track 2 

The start number called the most often in the published annotations is 8, it was called in 358 

of the 358 non-draft genes in the pham. 

Start 8:  

• Found in 399 of 399 ( 100.0% ) of genes in pham  

• Manual Annotations of this start: 358 of 358  

• Called 100.0% of time when present 

 



 

2.  GeneMark coding potential 

GeneMark: 12412 

 

 

3. Glimmer and GeneMark agreement 

YES, there is agreement 

Glimmer: 12412 

GeneMark: 12412 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 



 

Start: 12412 

Gap: 11 

Z-score: 2.227 

Final Score: -4.467 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

 

 

 

 

 

 

 

 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 

 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Waterdiva, Usavi, Hertubise, Chorkpop, etc. 



 

 

7. Any other important information. 

N/A 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_15 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in track 2 with start site 42. 

The start number called the most often in the published annotations is 42, it was called in 273 

of the 388 non-draft genes in the pham. 

Start 42:  

• Found in 304 of 429 ( 70.9% ) of genes in pham  

• Manual Annotations of this start: 273 of 388  

• Called 99.7% of time when present 

 



 

2. GeneMark coding potential 

GeneMark: 13266 

 

4. Glimmer and GeneMark agreement 

YES 

Glimmer: 13266 

GeneMark: 13266 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Length: 390 

Gap: -1 



Z-score: 2.691 

Final Score: -3.535 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Holin (Rank 2) 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

b. SIF: NCBI BLAST  

N/A 

 

c. SIF: HHPred 



 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Buckeye, Usavi, Waterdiva, OliverWalter, ProfessorX, etc. 

 

Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 



 

7. Any other important information. 

Many phages have this gene labelled as "unknown function," while only some have their 

function listed as "holin." Dr. Phuntumart said this is likely because these phages with unknown 

Gene 15 functions haven't been updated yet. 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_16 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in track 1 with start 2. 

The start number called the most often in the published annotations is 2, it was called in 66 of 

the 66 non-draft genes in the pham. 

Start 2:  

• Found in 89 of 89 ( 100.0% ) of genes in pham  

• Manual Annotations of this start: 66 of 66  

• Called 100.0% of time when present 

 

 



2. GeneMark coding potential 

GeneMark: 13714 

  



3. Glimmer and GeneMark agreement 

YES 

Glimmer: 13714 

GeneMark: 13714 

 

 

4. Longest open reading frame (ORF) without excessive gap 

No 

 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Membrane protein 

TmHmm: 2 

 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

 

 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred 

N/A 

 

d. SIF: Synteny-Phamerator (three genomes) 

Buckeye, Usavi, Waterdiva, Kailash, etc. 



 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

 

7. Any other important information. 

Genemark and Glimmers’ call for start sight disagree with Pecaan’s call. However, due to 

PhageDB BLAST, Pecaan is possibly more correct. 

While initially a hypothetical protein, the TmHmm prediction shows that Gene 16 is possibly a 

membrane protein. This means many other phages in this cluster’s Gene 16 could be membrane 

proteins as well instead of hypothetical. 

TmHmm: 2 



 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_17 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 4 with Start 5. 

The start number called the most often in the published annotations is 5, it was called in 313 of 

the 374 non-draft genes in the pham. 

Start 5:  

• Found in 351 of 413 ( 85.0% ) of genes in pham  

• Manual Annotations of this start: 313 of 374  

• Called 97.7% of time when present 

 

 



2. GeneMark coding potential 

GeneMark: 14010 

 

3. Glimmer and GeneMark agreement 

YES 

Glimmer: 14010 

GeneMark: 14010 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Start: 14010 

Length: 615 

Gap: -4 



Z-score: 2.16 

Final Score: -4.523 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Membrane protein 

TmHmm: 2 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

 

 

 

 

 

 

 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 

 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Usavi, Waterdiva, BlackStallion, FluffyNinja, etc. 



 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

 

7. Any other important information. 

 

TmHmm: 2 

While initially a hypothetical protein, the TmHmm prediction shows that Gene 17 is possibly a 

membrane protein. This means many other phages in this cluster’s Gene 17 could be membrane 

proteins as well instead of hypothetical.

 



 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_18 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 10 with Start 25 

The start number called the most often in the published annotations is 25, it was called in 263 

of the 585 non-draft genes in the pham. 

Start 25:  

• Found in 288 of 678 ( 42.5% ) of genes in pham  

• Manual Annotations of this start: 263 of 585  

• Called 100.0% of time when present 

 

2. GeneMark coding potential 

GeneMark: 14712 



  

3. Glimmer and GeneMark agreement 

YES 

Glimmer: 14712 

GeneMark: 14712 

 

4. Longest open reading frame (ORF) without excessive gap 

 

Start: 14712 

Length: 801 

Gap: 87 

Z-score: 2.502 



Final Score: -3.836 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Major tail protein (Rank 1) 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

b. SIF: NCBI BLAST  

 

 

 



c. SIF: HHPred 

N/A 

 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Usavi, Waterdiva, Nacho, Olive, etc. 

 

Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

 

7. Any other important information. 

 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_19 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 1, with Start 15 

The start number called the most often in the published annotations is 15, it was called in 419 of 

the 436 non-draft genes in the pham. 

Start 15: 

 • Found in 479 of 488 ( 98.2% ) of genes in pham  

• Manual Annotations of this start: 419 of 436  

• Called 97.5% of time when present 

 

 



2. GeneMark coding potential 

GeneMark: 15801 (Reverse) 

 

3. Glimmer and GeneMark agreement 

YES 

 

Glimmer: 15801 

GeneMark: 15801 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

 

Start: 15801 

Length: 231 



Gap: 76 

Z-score: 3.147 

Final core: -3.307 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred 

N/A 

 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Waterdiva, Usavi, Fang, Hamish, etc. 



 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

7. Any other important information. 

Reverse. 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_20 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 19 with Start 33. 

The start number called the most often in the published annotations is 33, it was called in 304 

of the 310 non-draft genes in the pham. 

Start 33:  

• Found in 334 of 337 ( 99.1% ) of genes in pham  

• Manual Annotations of this start: 304 of 310 

 • Called 99.1% of time when present 

 

 



2. GeneMark coding potential 

GeneMark: 16654 

 

3. Glimmer and GeneMark agreement 

YES 

Glimmer: 16654 

GeneMark: 16654 

 

4. Longest open reading frame (ORF) without excessive gap 

NO, but has smallest gap. 

 

Start: 16654 



Length: 777 

Gap: 56 

Z-score: 2.827 

Final Score: -3.183 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

dpdA-like tRNA-guanine transglycosylase 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

b. SIF: NCBI BLAST  

 



 

 

c. SIF: HHPred 

 

 

 

 

 



d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Waterdiva, Usavi, Buckeye, DaddyDaniels, GeneCoco, 

etc. 

 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

7. Any other important information. 

Reverse. 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_21 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 3 with start site 3. 

The start number called the most often in the published annotations is 3, it was called in 148 of 

the 243 non-draft genes in the pham. 

Start 3:  

• Found in 261 of 261 ( 100.0% ) of genes in pham  

• Manual Annotations of this start: 148 of 243  

• Called 63.6% of time when present 

 



2. GeneMark coding potential 

GeneMark: 16974 

   



3. Glimmer and GeneMark agreement 

YES 

 

Glimmer: 16974 

GeneMark: 16974 

**Note that Glimmer and GeneMark do not agree with the longest ORF without excessive gap. 

4. Longest open reading frame (ORF) without excessive gap 

No. 

 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein—function unknown 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

 

 

 

 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred 

N/A 

 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Usavi, Waterdiva, ABU, Dingo, etc. 



 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

7. Any other important information. 

Note that Glimmer and GeneMark do not agree with the longest ORF without excessive gap. 

 

 

 

 

 



 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_22 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 14 with start 93. 

The start number called the most often in the published annotations is 93, it was called in 305 of 

the 597 non-draft genes in the pham. 

Start 93:  

• Found in 385 of 700 ( 55.0% ) of genes in pham  

• Manual Annotations of this start: 305 of 597  

• Called 89.9% of time when present 

 

 



2. GeneMark coding potential 

GeneMark: 17084 

 

3. Glimmer and GeneMark agreement 

Yes 

 

Glimmer: 17084 

GeneMark: 17084 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Start: 17804 

Length: 738 

Gap: 73 

Z-score: 1.878 



Final score: -5.680 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Head-to-tail adaptor (Rank 3) 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 

 

 



d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Waterdiva, Usavi, BlackStallion, Cannibal, etc. 

 

 

Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

 

7. Any other important information. 

N/A 

 



 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_23 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 7 with start 34. 

The start number called the most often in the published annotations is 34, it was called in 337 of 

the 396 non-draft genes in the pham. 

Start 34:  

• Found in 384 of 453 ( 84.8% ) of genes in pham  

• Manual Annotations of this start: 337 of 396  

• Called 98.7% of time when present 

 



2. GeneMark coding potential 

GeneMark: 17821 

 

3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

YES  

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 



b. SIF: NCBI BLAST  

 

 

 



c. SIF: HHPred 

N/A 

 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Waterdiva, Usavi, Lasso, Morty, etc. 

 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

 



7. Any other important information. 

N/A 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_24 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 3 with start 61. 

The start number called the most often in the published annotations is 61, it was called in 191 of 

the 447 non-draft genes in the pham. 

Start 61:  

• Found in 328 of 514 ( 63.8% ) of genes in pham  

• Manual Annotations of this start: 191 of 447  

• Called 67.4% of time when present 

 

 



2. GeneMark coding potential 

GeneMark: 18355 

 

3. Glimmer and GeneMark agreement 

YES 

 

Glimmer: 18355 

GeneMark: 18355 

**Please note that Glimmer and GeneMark do NOT agree with the longest ORF with shortest 

gap’s start site. 

 

 

 

 



4. Longest open reading frame (ORF) without excessive gap 

No. 

 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

 

 

 

 

 

 

 

 

 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 

 



d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Waterdiva, Usavi, Giraffe, Cobra, etc. 

 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

7. Any other important information. 

Glimmer and GeneMark do NOT agree with the longest ORF with shortest gap’s start site. 

 

 

 



 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_25 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Waiting on New Release 

 

2. GeneMark coding potential 

GeneMark: 18689 

  



3. Glimmer and GeneMark agreement 

YES 

 

Glimmer: 18689 

GeneMark: 18689 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Start: 18689 

Length: 423 

Gap: 4 

Z-score: 1.813 

Final Score: -5.685 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Tail Assembly Chaperone (Rank 3) 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 



 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Waterdiva, Usavi, Megatron, MitKao, etc. 

 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

7. Any other important information. 

 

 

 



 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_26 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

2. GeneMark coding potential 

GeneMark: 19162 

  



3. Glimmer and GeneMark agreement 

YES 

 

Glimmer: 19162 

GeneMark: 19162 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Start: 19162 

Length: 561 

Gap: 50 

Z-score: 2.904 

Final Score: -3.030 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 



N/A 

 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Usavi, Waterdiva, AltPhacts, and Chunky. 

 

 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

 



7. Any other important information. 

0 TmHmms 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_27 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 3 with Start 3. 

The start number called the most often in the published annotations is 3, it was called in 196 of 

the 250 non-draft genes in the pham. 

Start 3:  

• Found in 268 of 274 ( 97.8% ) of genes in pham  

• Manual Annotations of this start: 196 of 250  

• Called 81.0% of time when present 

 



2. GeneMark coding potential 

GeneMark: 20124 

 

3. Glimmer and GeneMark agreement 

YES 

 

Glimmer: 20124 

GeneMark: 20124 

4. Longest open reading frame (ORF) without excessive gap 

No. 

 

 



5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 

d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Waterdiva, Usavi, Harvey, and LeeLot 



 

 

Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

 

7. Any other important information. 

Glimmer and GeneMark start site doesn't agree with the longest ORF with shortest gap's start 

site. 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_28 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 15 with Start site 1. 

The start number called the most often in the published annotations is 1, it was called in 295 of 

the 376 non-draft genes in the pham. 

Start 1:  

• Found in 339 of 422 ( 80.3% ) of genes in pham  

• Manual Annotations of this start: 295 of 376  

• Called 99.7% of time when present 

 



2. GeneMark coding potential 

GeneMark: 20244 

 

 

 

 

 

  



3. Glimmer and GeneMark agreement 

YES 

 

Glimmer: 20244 

GeneMark: 20244 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Start: 20244 

Length: 5976 

Gap: 83 

Z-score: 0.942 

Final score: -7.561 

 

 

 

 

 



5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Tape Measure Protein (Rank 1) 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 

 

 

 

 



d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Usavi, Waterdiva, Emiris, Murdoc, etc. 

 

 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

 

7. Any other important information. 

 

 

 

 

 

 



CURATOR NAME: ISABELLA LIMA 

 

GENE NAME: EUGENIA_DRAFT_29 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

Eugenia is in Track 4 with Start site. 

The start number called the most often in the published annotations is 15, it was called in 285 of 

the 392 non-draft genes in the pham. 

Start 15:  

• Found in 326 of 444 ( 73.4% ) of genes in pham  

• Manual Annotations of this start: 285 of 392  

• Called 100.0% of time when present 



 

2. GeneMark coding potential 

GeneMark: 26229 

 

  



3. Glimmer and GeneMark agreement 

YES 

 

Glimmer: 26229 

GeneMark: 26229 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

Start: 26229 

Length: 1434 

Gap: 9 

Z-score: 2.482 

Final Score: -3.814 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Minor tail protein (Rank 1) 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

N/A 

 

 



d. SIF: Synteny-Phamerator (three genomes) 

Aligns with Buckeye, Usavi, Waterdiva, LeeLot, MiniBoss, etc. 

 
Figure 1. (Top to bottom) Buckeye, Eugenia, Usavi, and Waterdiva. 

7. Any other important information. 

 

 

 

 

 

 



CURATOR NAME: OLIVIA SIDOTI 

 

GENE NAME: EUGENIA GENE-30  

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 56, it was called in 238 

of the 498 non-draft genes in the pham. 

Start 56:  

• Found in 270 of 577 ( 46.8% ) of genes in pham 

 • Manual Annotations of this start: 238 of 498 



 • Called 96.7% of time when present

 

 

2. GeneMark coding potential 

 

3. Glimmer and GeneMark agreement 

 

Yes, Glimmer and GeneMark are in agreement that the start site is at base pair 27659.  



4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Minor Tail Protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 



 

b. SIF: NCBI BLAST  

 

 

 



c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

 



 

 

7. Any other important information. 

 

 

 

 

 

 



SSCURATOR NAME: OLIVIA SIDOTI 

 

GENE NAME: EUGENIA GENE-31  

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 135230 has 357 members, 37 are drafts. 

The start number called the most often in the published annotations is 5, it was called in 275 of 

the 320 non-draft genes in the pham 



Start 5: • Found in 312 of 357 ( 87.4% ) of genes in pham • Manual Annotations of this start: 275 

of 320 • Called 99.7% of time when present 

2. GeneMark coding potential 

 

  



3. Glimmer and GeneMark agreement 

 

Yes, Glimmer and GeneMark are in agreement that the start is at base pair 28768.  

4. Longest open reading frame (ORF) without excessive gap 

 

Yes, this gene is the longest open reading frame.  

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Minor Tail Protein  

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 



 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

No Evidence from HHPred 

 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

 

 

7. Any other important information. 

 



 

 

 

 

 



CURATOR NAME: OLIVIA SIDOTI 

 

GENE NAME: EUGENIA GENE-32  

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 141 has 357 members, 37 are drafts. 

The start number called the most often in the published annotations is 2, it was called in 320 

of the 320 non-draft genes in the pham. 

Start 2: 

• Found in 357 of 357 ( 100.0% ) of genes in pham  



• Manual Annotations of this start: 320 of 320 

 • Called 100.0% of time when present 

 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

 

Yes, Glimmer and GeneMark are in agreement that the start is at base pair 31027.  

4. Longest open reading frame (ORF) without excessive gap 

 

Yes, this gene has the longest open reading frame.  

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Minor Tail Protein  



6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 

b. SIF: NCBI BLAST  

 



 

c. SIF: HHPred 

No evidence from HHPred 

 

d. SIF: Synteny-Phamerator (three genomes) 

 



 

 

7. Any other important information. 

 

 

 

 

 

 



CURATOR NAME: OLIVIA SIDOTI 

GENE NAME:EUGENIA GENE 33 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

  

Pham number 139433 has 488 members, 55 are drafts. 

The start number called the most often in the published annotations is 41, it was called in 281 of 

the 433 non-draft genes in the pham. 

Start 41:  



• Found in 323 of 488 ( 66.2% ) of genes in pham 

 • Manual Annotations of this start: 281 of 433 

 • Called 95.0% of time when present 

 

2. GeneMark coding potential 

 

  

3. Glimmer and GeneMark agreement 

  

4. Longest open reading frame (ORF) without excessive gap 

 

 



5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Minor tail protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

  



 

b. SIF: NCBI BLAST 

 

 



 

 

c. SIF: HHPred 

 No evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

  

7. Any other important information:  

 

 



CURATOR NAME: OLIVIA SIDOTI 

GENE NAME:EUGENIA GENE 34 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 84641 has 544 members, 62 are drafts. 

The start number called the most often in the published annotations is 38, it was called 

in 447 of the 482 non-draft genes in the pham. 

 Start 38:  

• Found in 512 of 544 ( 94.1% ) of genes in pham  

• Manual Annotations of this start: 447 of 482  



• Called 96.3% of time when present 

  

2. GeneMark coding potential 

 
Start: 33,567 Stop:33,956 

  

3. Glimmer and GeneMark agreement 

 

 

Yes, Glimmer and Genemark are in agreement that the start is at nucleotide 33567. 

4. Longest open reading frame (ORF) without excessive gap 

 

 



Yes, this gene is the longest open reading frame.  

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Hypothetical Protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

  



 

b. SIF: NCBI BLAST 

  

  

c. SIF: HHPred 

 No evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 



 

 

 

  

7. Any other important information. 



 

 

  

  

  

  

  

 



CURATOR NAME: OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 35 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 139444 has 425 members, 46 are drafts. 



The start number called the most often in the published annotations is 49, it was called 

in 281 of the 379 non-draft genes in the pham 

 Start 49: 

• Found in 307 of 425 ( 72.2% ) of genes in pham  

• Manual Annotations of this start: 281 of 379  

• Called 98.0% of time when present 

  

2. GeneMark coding potential 

 
Start:33,965 Stop:34,351 

  

3. Glimmer and GeneMark agreement 

  

No, Glimmer and Gene Mark are not in agreement about where the start of the gene is.  

4. Longest open reading frame (ORF) without excessive gap 



 No. Glimmer and GeneMark have different start site. 

 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Hypothetical Protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

  

b. SIF: NCBI BLAST 



 

 

 

  

c. SIF: HHPred 

 No evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 



 

 

 

  

7. Any other important information. 



 



CURATOR NAME: OLIVIA SIDOTI 

  

GENE NAME: 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 114057 has 891 members, 106 are drafts. 



 The start number called the most often in the published annotations is 86, it was called 

in 388 of the 785 non-draft genes in the pham. 

 Start 86:  

• Found in 439 of 891 ( 49.3% ) of genes in pham 

 • Manual Annotations of this start: 388 of 785 

 • Called 99.8% of time when present 

  

2. GeneMark coding potential 

 

Start: 34,351 

Stop: 34,998 

 

  

3. Glimmer and GeneMark agreement 



 

 

Yes, Glimmer and Gene Mark are in  

4. Longest open reading frame (ORF) without excessive gap 

 

 

No, this gene does not have the longest open reading frame.  

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Hypothetical Protein.  

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



  



 

b. SIF: NCBI BLAST 

 

 



 

  

c. SIF: HHPred 

 No evidence from HHPred.  

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

  

7. Any other important information. 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 37 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 Pham number 114057 has 891 members, 106 are drafts. 

 The start number called the most often in the published 

annotations is 86, it was called in 388 of the 785 non-draft genes 

in the pham. 

Start 86:  



• Found in 439 of 891 ( 49.3% ) of genes in pham  

• Manual Annotations of this start: 388 of 785  

• Called 99.8% of time when present 

  

2. GeneMark coding potential 

 

  

3. Glimmer and GeneMark agreement 

  

Yes, Glimmer and GeneMak are in agreement that the start is at position 34995.  

4. Longest open reading frame (ORF) without excessive gap 



 

 

No, this gene does not have the longest open reading frame.  

Gap: -4 

Spacer: 12 

Z-Score: 2.714 

Final Score: -3.488 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Hypothetical Protein  

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 



 

  

b. SIF: NCBI BLAST 

 

 



 

 

c. SIF: HHPred 

 No Evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

  

7. Any other important information. 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 38 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

Pham number 97496 has 345 members, 43 are drafts. 

 The start number called the most often in the published annotations is 15, it was called in 299 

of the 302 non-draft genes in the pham. 



Start 15:  

• Found in 343 of 345 ( 99.4% ) of genes in pham  

• Manual Annotations of this start: 299 of 302  

• Called 97.7% of time when present 

2. GeneMark coding potential 

 

  

 

Start: 35,591 Stop: 36,214 

3. Glimmer and GeneMark agreement 

 

  



4. Longest open reading frame (ORF) without excessive gap 

 

 

No, this gene is not the longest open reading frame.  

Gap: -4 

Spacer: 12 

Z-Score: 2.203 

Final Score: -4.516 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Hypothetical Protein  

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 

  

b. SIF: NCBI BLAST 

 

 



 

  

c. SIF: HHPred 

 No Evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

  

7. Any other important information. 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 39 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

 Pham number 87 has 438 members, 50 are drafts. 

 The start number called the most often in the published annotations is 19, it was called in 274 

of the 388 non-draft genes in the pham. 



 Start 19:  

• Found in 316 of 438 ( 72.1% ) of genes in pham  

• Manual Annotations of this start: 274 of 388  

• Called 94.9% of time when present 

 

2. GeneMark coding potential 

Start: 36,248 

Stop: 36,616 

 
 

 

3. Glimmer and GeneMark agreement 

 



Yes, Glimmer and Genemark are in agreement that the start is at 

position 36248. 

  

4. Longest open reading frame (ORF) without excessive gap 

 

 

No, this gene is not the longest open reading frame.  

Gap: 33 

Spacer: 11 

Z-Score: 2.275 

Final Score: -4.292 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Hypothetical Protein  

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

 



  

b. SIF: NCBI BLAST 

 

 

 

 

 

  

c. SIF: HHPred 

 No Evidence from HHPred 



  

d. SIF: Synteny-Phamerator (three genomes) 

 

 

 

  



7. Any other important information. 

 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 40 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

  

 Pham number 128930 has 438 members, 51 are drafts. 

The start number called the most often in the published annotations is 7, it was called in 220 of 

the 387 non-draft genes in the pham. 

 Start 7:  



• Found in 392 of 438 ( 89.5% ) of genes in pham  

• Manual Annotations of this start: 220 of 387  

• Called 64.3% of time when present 

2. GeneMark coding potential 

 

  

Start: 36,613 

Stop: 36,927 

3. Glimmer and GeneMark agreement 

 

No, Glimmer and GeneMark are not in agreement about the start position.  



  

4. Longest open reading frame (ORF) without excessive gap 

 

 

Yes, this gene is the longest open reading frame.  

Gap: -4 

Spacer: -16 

Z-Score: 1.477 

Final Score: -6. 

5. Function. If no functional prediction is present, write “Hypothetical protein”. 

 Hypothetical Protein  

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 



 

 

  

b. SIF: NCBI BLAST 

 

 



 

 

 

  

c. SIF: HHPred 

 No Evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

  

7. Any other important information. 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 41 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

 Pham number 81 has 443 members, 51 are drafts. 

The start number called the most often in the published annotations is 16, it was called in 335 of 

the 392 non-draft genes in the pham 



Start 16: 

• Found in 397 of 443 ( 89.6% ) of genes in pham  

• Manual Annotations of this start: 335 of 392  

• Called 95.2% of time when present 

2. GeneMark coding potential 

Start: 36,967 

Stop: 37,374 

 

 

  

 

3. Glimmer and GeneMark agreement 



 

Yes, Glimmer and GeneMark agree that the start position is at 

36967. 

  

4. Longest open reading frame (ORF) without excessive gap 

 

 

Yes, this gene is the longest open reading frame.  

Gap: 39 

Spacer: 8  

Z-Score: 0.869 

Final Score: -7.581 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Hypothetical Protein  



6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 

 

  

b. SIF: NCBI BLAST 

 

 



 

  

c. SIF: HHPred 

 No Evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

  

7. Any other important information. 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 41 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 162 has 331 members, 43 are drafts. 

The start number called the most often in the published 

annotations is 7, it was called in 282 of the 288 non-draft genes in 

the pham. 

Start 7:  



• Found in 318 of 331 ( 96.1% ) of genes in pham  

• Manual Annotations of this start: 282 of 288  

• Called 100.0% of time when present 

  

2. GeneMark coding potential 

Start: 37,374 

Stop: 38,495 

 

 

Black Triangle: 

 

3. Glimmer and GeneMark agreement 



 

Yes, Glimmer and GeneMark are in agreement that the start 

position is at 37374.  

  

4. Longest open reading frame (ORF) without excessive gap 

 

 

Yes, this gene is the longest open reading frame.  

Gap: -1 

Spacer: 18  

Z-Score: 2.277 

Final Score: -5.832 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

 Hypothetical Protein  

6. Supporting Information for Function (SIF) 



 a. SIF: PhageDb BLAST 

 



 

 

 

  

b. SIF: NCBI BLAST 



 

 

 

  

c. SIF: HHPred 

 No Evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

 

  

7. Any other important information. 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 43 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 84773 has 270 members, 24 are drafts. 

The start number called the most often in the published annotations is 10, it was called in 238 of 

the 246 non-draft genes in the pham. 



Start 10:  

• Found in 267 of 270 ( 98.9% ) of genes in pham  

• Manual Annotations of this start: 238 of 246  

• Called 98.1% of time when present 

  

2. GeneMark coding potential 

Start: 38,695 

Stop: 38,477 

Reverse 

 

3. Glimmer and GeneMark agreement 

 

Yes, Glimmer and GeneMark are in agreement that the start position is at 

  



4. Longest open reading frame (ORF) without excessive gap 

 

 

No, this gene is not the longest open reading frame.  

Gap: 1 

Spacer: 12   

Z-Score: 2.137 

Final Score: -4.649 

5. Function. If no functional prediction is present, write “Hypothetical protein”. 

 Hypothetical Protein  

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

80-200 % alignment  



 

 

 

 

  

b. SIF: NCBI BLAST 



 

  

 

  

c. SIF: HHPred 

 No Evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

 

  

7. Any other important information. 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 44 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 Pham number 84773 has 270 members, 24 are drafts 

The start number called the most often in the published 

annotations is 10, it was called in 238 of the 246 non-draft genes 

in the pham. 



Start 10:  

• Found in 267 of 270 ( 98.9% ) of genes in pham  

• Manual Annotations of this start: 238 of 246  

• Called 98.1% of time when present 

  

2. GeneMark coding potential  

Start: 39,002 

Stop: 38,697 

(Reverse) 

 

3. Glimmer and GeneMark agreement 



 

Yes, Glimmer and GeneMark are in agreement that the start 

position is at 39002 

  

4. Longest open reading frame (ORF) without excessive gap 

 

 

No, this gene is not the longest open reading frame.  

Gap: -16 

Spacer: 11   

Z-Score: 1.558 

Final Score: -5.732 

 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

Membrane protein  



6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 

 

 

 

  

b. SIF: NCBI BLAST 



 

 

 

  

c. SIF: HHPred 

 No Evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 

 

 



 

 

  

7. Any other important information. 



 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 45 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

N/A 

 

  

2. GeneMark coding potential 

Start: 39,202 

Stop: 38,987 

Reverse  



 

 

3. Glimmer and GeneMark agreement 

 

Yes, Glimmer and GeneMark are in agreement that the start 

position is at 39202 

  

4. Longest open reading frame (ORF) without excessive gap 

 

 

No, this gene is not the longest open reading frame.  

Gap: -4 



Spacer: 10   

Z-Score: 2.241 

Final Score: -4.299 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

Helix-turn-helix binding protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 



 

  

b. SIF: NCBI BLAST 

  

 



 

  

c. SIF: HHPred

 

  

d. SIF: Synteny-Phamerator (three genomes) 



 

 

 

 

  

7. Any other important information. 



 

 



CURATOR NAME:  OLIVIA SIDOTI 

  

GENE NAME: EUGENIA GENE 46 

  

DNA MASTER NOTES: N/A 

  

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

Pham number 139443 has 426 members, 49 are drafts. 

The start number called the most often in the published 

annotations is 24, it was called in 198 of the 377 non-draft genes 

in the pham. 



Start 24:  

• Found in 223 of 426 ( 52.3% ) of genes in pham  

• Manual Annotations of this start: 198 of 377  

• Called 96.9% of time when present 

  

2. GeneMark coding potential 

Start: 39,723 

Stop: 39,199 

Reverse 

 

3. Glimmer and GeneMark agreement 



 

Yes, Glimmer and GeneMark are in agreement that the start 

position is at 39723. 

  

4. Longest open reading frame (ORF) without excessive gap 

 

 

Yes, this gene is the longest open reading frame.  

Gap: 0 

Spacer: 10   

Z-Score: 1.793 

Final Score: -5.199 

5. Function. If no functional prediction is present, write 

“Hypothetical protein”. 

helix-turn-helix DNA binding domain 



6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 

 

 

  

b. SIF: NCBI BLAST 



 

 

 

  

c. SIF: HHPred 

 No Evidence from HHPred 

  

d. SIF: Synteny-Phamerator (three genomes) 



 

 

 

 

  

7. Any other important information. 



 



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-47 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

11, it was called in 187 of the 207 non-draft genes in the pham. 

Start 11:  

• Found in 215 of 223 ( 96.4% ) of genes in pham 

• Manual Annotations of this start: 187 of 207 

• Called 93.5% of time when present 

2. GeneMark coding potential 



 

 

The black bar at the bottom represents the whole ORF of gene 47, it is 

about 500 nucleotides long.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 40278 

Glimmer Score: 13.55 

GeneMark Start: 40278 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 555 nucleotides. It 

has a Z-score of 2.852, a spacer of 12, and a final score of  -3.212. It is a 

reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

 

 



b. SIF: NCBI BLAST 

 

 

c. SIF: HHPred 

 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

 

7. Any other important information.  

No TmHmm 

 

 

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-48 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

20, it was called in 130 of the 305 non-draft genes in the pham. 

 

Start 20: 

• Found in 269 of 333 ( 80.8% ) of genes in pham 

• Manual Annotations of this start: 130 of 305 

• Called 49.1% of time when present 

2. GeneMark coding potential 



 

 

The black bar at the bottom represents the whole ORF it may seem like 

it continues on, but there is a break around 41600. 

 

3. Glimmer and GeneMark agreement 

There is not agreement between Glimmer and GeneMark 

Glimmer Start: 40404 

Glimmer Score: 15.84 

GeneMark Start: 40386  

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 1290 nucleotides. It 

has a Z-score of 2.453, a spacer of 11, and a final score of  -3.935.  

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Lysin A 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 

 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred 

 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with ABU, Adriana, Anderson, and others.  

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-49 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

80, it was called in 246 of the 1825 non-draft genes in the pham. 

 

Start 80: 

• Found in 270 of 1980 ( 13.6% ) of genes in pham 

• Manual Annotations of this start: 246 of 1825 

• Called 100.0% of time when present 

2. GeneMark coding potential 



 

 

The black bar at the bottom represents the whole ORF it is about 1400 

nucleotides.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 41703 

Glimmer Score: 16.83 

GeneMark Start: 41703 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is the LORF with a length of 1356 nucleotides. It has 

a Z-score of 2.227, a spacer of 10, and a final score of  -4.326.  

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Lysin B 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

No HHPRED evidence was selected 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with Fang, Fozzie, Frankincide, and others 

3 suspected TmHmms 

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-50 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

19, it was called in 284 of the 388 non-draft genes in the pham. 

Start 19: 

• Found in 321 of 439 ( 73.1% ) of genes in pham 

• Manual Annotations of this start: 284 of 388 

• Called 100.0% of time when present 

2. GeneMark coding potential 



 

 

The black bar at the bottom represents the whole ORF it is about 600 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 43780 

Glimmer Score: 16.59 

GeneMark Start: 43780 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is the LORF with a length of 621 nucleotides. It has a 

Z-score of 3.408, a spacer of 13, and a final score of  -2.305. This is a 

reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 



 a. SIF: PhageDb BLAST 

 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

No HHPRED evidence was selected 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with Mulan, Murdoc, Mutante and others.  

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-51 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

71, it was called in 201 of the 389 non-draft genes in the pham. 

 

Start 71: 

• Found in 248 of 441 ( 56.2% ) of genes in pham 

• Manual Annotations of this start: 201 of 389 

• Called 87.5% of time when present 

2. GeneMark coding potential 



 

 

The black bar at the bottom represents the whole ORF it is about 1500 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 45241 

Glimmer Score: 11.94 

GeneMark Start: 45241 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 1569 nucleotides. It 

has a Z-score of 2.852, a spacer of 16, and a final score of  -4.173. This 

is a reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Exonuclease  

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

 

 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred

 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with Charles1, Frankicide, FugateOSU, Placalicious and others  

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-52 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

71, it was called in 201 of the 389 non-draft genes in the pham. 

 

Start 71: 

• Found in 248 of 441 ( 56.2% ) of genes in pham 

• Manual Annotations of this start: 201 of 389 

• Called 87.5% of time when present 

2. GeneMark coding potential 



 

 

The black bar at the bottom represents the whole ORF it is about 1800 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is not agreement between Glimmer and GeneMark 

Glimmer Start: 47040 

Glimmer Score: 12.38 

GeneMark Start: 46923 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is the LORF with a length of 1797 nucleotides. It has 

a Z-score of 2.222, a spacer of 17, and a final score of  -5.642. This is a 

reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

DNA helicase  

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with Badfish, Brilliant, Craff and more.  

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-53 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

13, it was called in 40 of the 41 non-draft genes in the pham. 

Start 13: 

• Found in 42 of 43 ( 97.7% ) of genes in pham 

• Manual Annotations of this start: 40 of 41 



• Called 95.2% of time when present 

2. GeneMark coding potential 

 

The black bar at the bottom represents the whole ORF it is about 400 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is not agreement between Glimmer and GeneMark 

Glimmer Start: 47382 

Glimmer Score: 4.75 

GeneMark Start: 47460 

4. Longest open reading frame (ORF) without excessive gap 

No. 



 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 



 

b. SIF: NCBI BLAST  

 



 

c. SIF: HHPred 

 

No HHPRED evidence selected  

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with ABU, Adriana, Badfish, and more.  

No TmHmm 

 



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-54 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

39, it was called in 231 of the 259 non-draft genes in the pham. 

Start 39: 

• Found in 255 of 283 ( 90.1% ) of genes in pham 

• Manual Annotations of this start: 231 of 259 

• Called 99.6% of time when present 

2. GeneMark coding potential 



 

 

The black bar at the bottom represents the whole ORF, it is about 200 

nucleotides long. The triangle present would indicate a shift, but since its 

function is not a tail assembly chaperone, it can be ignored.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 47683 

Glimmer Score: 13.71 

GeneMark Start: 47683 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 216 nucleotides. It 

has a Z-score of 3.229, a spacer of 11, and a final score of  -2.377. It is a 

reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 



6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 



b. SIF: NCBI BLAST  

 

c. SIF: HHPred 

 

No evidence from HHPRED was used.  

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

No TmHmm 

Synteny with DelRivs, Etaye, Fang, and more 

 

 

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-55 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

22, it was called in 132 of the 184 non-draft genes in the pham. 

Start 22: 

• Found in 142 of 194 ( 73.2% ) of genes in pham 

• Manual Annotations of this start: 132 of 184 

• Called 96.5% of time when present 

2. GeneMark coding potential 



 

 

The black bar at the bottom represents the whole ORF; the ORF is about 

600 nucleotides long.  

 

3. Glimmer and GeneMark agreement 

There is not agreement between Glimmer and GeneMark 

Glimmer Start: 48360 

Glimmer Score: 13.35 

GeneMark Start: 48369 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 681 nucleotides. It 

has a Z-score of 2.081, a spacer of 12, and a final score of  -4.760.  

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein  

 

6. Supporting Information for Function (SIF) 



 a. SIF: PhageDb BLAST

 

 

 



 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with Bishoperium, Bluephacebaby, Chaelin.  

No TmHmms  

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-56 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

22, it was called in 132 of the 184 non-draft genes in the pham. 

Start 22: 

• Found in 142 of 194 ( 73.2% ) of genes in pham 

• Manual Annotations of this start: 132 of 184 

• Called 96.5% of time when present 



2. GeneMark coding potential 

 

 

The black bar at the bottom represents the whole ORF it is about 700 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is not agreement between Glimmer and GeneMark 

Glimmer Start: 48360 

Glimmer Score: 13.35 

GeneMark Start: 48369 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not  LORF with a length of 681 nucleotides. It has a 

Z-score of 2.081, a spacer of 12, and a final score of  -4.760.  

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 



 

 



 

b. SIF: NCBI BLAST  

 

 



c. SIF: HHPred 

 

d. SIF: Synteny-Phamerator (three genomes) 

 



 

7. Any other important information.  

Synteny with Bishoperium, Bluephacebaby, Chaelin.  

No TmHmms 

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-57 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

44, it was called in 514 of the 741 non-draft genes in the pham. 

Start 44: 

• Found in 560 of 807 ( 69.4% ) of genes in pham 

• Manual Annotations of this start: 514 of 741 



• Called 99.6% of time when present 

2. GeneMark coding potential 

 

 

The black bar at the bottom represents the whole ORF it is about 300 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 49012 

Glimmer Score: 14.89 

GeneMark Start: 49012 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 291 nucleotides. It 

has a Z-score of 3.408, a spacer of 11, and a final score of  -2.016. This 

is a reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 



6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 



 

b. SIF: NCBI BLAST  

 



 

c. SIF: HHPred 

No HHPRED evidence was selected. 

d. SIF: Synteny-Phamerator (three genomes) 

 

 

7. Any other important information.  

Synteny with Haleema, Harvey, Held and others.  

No TmHmms  

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-58 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

40, it was called in 279 of the 390 non-draft genes in the pham. 

Start 40: 

• Found in 433 of 444 ( 97.5% ) of genes in pham 

• Manual Annotations of this start: 279 of 390 



• Called 73.0% of time when present 

 

2. GeneMark coding potential 

 

 

The black bar at the bottom represents the whole ORF it is very long at 

around 3000 nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is not agreement between Glimmer and GeneMark 

Glimmer Start: 51895 

Glimmer Score: 15.8 

GeneMark Start: 51835 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is the LORF with a length of 2808 nucleotides. It has 

a Z-score of 1.658, a spacer of 10, and a final score of  -2.315. This is a 

reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

DNA primase/helicase 

 



6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 



 

b. SIF: NCBI BLAST  

 

 



c. SIF: HHPred 

No HHPRED evidence was selected  

d. SIF: Synteny-Phamerator (three genomes) 

 

 

7. Any other important information.  

Synteny with Altwerkus, CamL, Chah and others  

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-59 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

13, it was called in 193 of the 275 non-draft genes in the pham. 

Start 13: 

• Found in 256 of 311 ( 82.3% ) of genes in pham 



• Manual Annotations of this start: 193 of 275 

• Called 78.9% of time when present 

 

2. GeneMark coding potential 

 

The black bar at the bottom represents the whole ORF it is about 600 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 52543 

Glimmer Score: 11.59 

GeneMark Start: 52543 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 570 nucleotides. It 

has a Z-score of 1.6, a spacer of 10, and a final score of  -5.585. This is a 

reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 



 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 



 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 



 

 

d. SIF: Synteny-Phamerator (three genomes) 

 



 

7. Any other important information.  

Synteny with Altwerkus, Anderson, Skippy and more.  

No TmHmms  

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-60 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

170, it was called in 872 of the 1333 non-draft genes in the pham. 

Start 170: 

• Found in 987 of 1492 ( 66.2% ) of genes in pham 

• Manual Annotations of this start: 872 of 1333 



• Called 97.3% of time when present 

2. GeneMark coding potential 

 

The black bar at the bottom represents the whole ORF it is about 1800 

nucleotides and this is a reverse gene. There is a triangle indicating that 

there my be a shift, but because this gene is not a tail assembly 

chaperone it can be dismissed.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 54399 

Glimmer Score: 12.71 

GeneMark Start: 54399 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 1860 nucleotides. It 

has a Z-score of 1.979, a spacer of 11, and a final score of  -4.888. This 

is a reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

DNA polymerase I 



 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 



b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with Charles1, Colbert, Cosmolli16, DoesntMatter and more.  

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-61 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

34, it was called in 313 of the 348 non-draft genes in the pham. 

Start 34: 

• Found in 359 of 389 ( 92.3% ) of genes in pham 

• Manual Annotations of this start: 313 of 348 



• Called 96.4% of time when present 

2. GeneMark coding potential 

 

The black bar at the bottom represents the whole ORF it is about 500 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 54854 

Glimmer Score: 13.13 

GeneMark Start: 54854 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is the LORF with a length of 459 nucleotides. It has a 

Z-score of 1.399, a spacer of 11, and a final score of  -6.053. This is a 

reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 



 a. SIF: PhageDb BLAST 

 



 

b. SIF: NCBI BLAST  

 



 

c. SIF: HHPred 

No HHPRED evidence selected  

d. SIF: Synteny-Phamerator (three genomes) 

 

 

7. Any other important information.  

Synteny with Bishoperium, Childish, HenryJackson, and more.  

No TmHmm 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-62 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 9, 

it was called in 92 of the 118 non-draft genes in the pham. 

Start 9: 

• Found in 106 of 131 ( 80.9% ) of genes in pham 

• Manual Annotations of this start: 92 of 118 



• Called 93.4% of time when present 

2. GeneMark coding potential 

 

The black bar at the bottom represents the whole ORF it is about 150 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is not agreement between Glimmer and GeneMark 

Glimmer Start: 54969 

Glimmer Score: 1.12 

GeneMark Start: N/A 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 123 nucleotides. It 

has a Z-score of 1.895, a spacer of 5, and a final score of  -6.2. This is a 

reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 

6. Supporting Information for Function (SIF) 



 a. SIF: PhageDb BLAST 

 



 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred 

No HHPRED evidence selected  



d. SIF: Synteny-Phamerator (three genomes)

 

 

7. Any other important information.  

Synteny with Altwerkus, Anderson, BlueHusk, and more.  

No TmHmm 

 

 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-63 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 8, 

it was called in 181 of the 230 non-draft genes in the pham. 

Start 8: 

• Found in 253 of 254 ( 99.6% ) of genes in pham 



• Manual Annotations of this start: 181 of 230 

• Called 80.6% of time when present 

2. GeneMark coding potential 

 

The black bar at the bottom represents the whole ORF it is about 300 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is not agreement between Glimmer and GeneMark 

Glimmer Start: N/A 

Glimmer Score: N/A 

GeneMark Start: 55099 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 153 nucleotides. It 

has a Z-score of 2.554, a spacer of 9, and a final score of  -3.751. This is 

a reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Hypothetical protein 

 



6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 

b. SIF: NCBI BLAST  

 



 

c. SIF: HHPred 

No HHPRED evidence selected  

d. SIF: Synteny-Phamerator (three genomes) 

 

 

7. Any other important information.  

Synteny with Kloppinator, KLucky39, Kwadwo, and more.  

No TmHmm 

  



CURATOR NAME: BELLA N 

 

GENE NAME: EUGENIA-64 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 

13, it was called in 193 of the 245 non-draft genes in the pham. 

 

Start 13: 

• Found in 270 of 270 ( 100.0% ) of genes in pham 



• Manual Annotations of this start: 193 of 245 

• Called 80.4% of time when present 

 

2. GeneMark coding potential 

 

The black bar at the bottom represents the whole ORF it is about 500 

nucleotides and this is a reverse gene.  

 

3. Glimmer and GeneMark agreement 

There is agreement between Glimmer and GeneMark 

Glimmer Start: 55455 

Glimmer Score: 13.47 

GeneMark Start: 55455 

4. Longest open reading frame (ORF) without excessive gap 

The selected gene is not the LORF with a length of 357 nucleotides. It 

has a Z-score of 2.634, a spacer of 14, and a final score of  -4.161. This 

is a reverse gene. 

 

5. Function. If no functional prediction is present, write “Hypothetical 

protein”. 

Membrane protein 



 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 



 

b. SIF: NCBI BLAST  



 

 

c. SIF: HHPred 

 

No HHPRED evidence selected  

d. SIF: Synteny-Phamerator (three genomes) 



 

 

7. Any other important information.  

Synteny with Emiris, Fang, Freya, and more.  

1 suspected TmHmm 

 

 

 



 

CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 82 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 19, it was called in 239 of 

the 244 non-draft genes in the pham. 

2. GeneMark coding potential 



 



3. Glimmer and GeneMark agreement 

Glimmer did not call a gene at this position. GeneMark predicted that this gene would begin at 

62579 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical Protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Has synteny with Mana, Manad, Mcshane, ect. 



 

 

 

 

7. Any other important information. 

Transmembrane prediction 

Transmembrane domains 

# WEBSEQUENCE Length: 87 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00422 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00034 

# WEBSEQUENCE Total prob of N-in:        0.47778 

WEBSEQUENCE TMHMM2.0 outside      1    87 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 83 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 4, it was called in 199 of 

the 199 non-draft genes in the pham. 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

Glimmer did not call the gene, however GeneMark called the gene at 26716 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


Membrane protein 

 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 



Shows synteny with EmpTee, Banjo, Chah, ect. 

 

 

7. Any other important information. 

Transmembrane Protein 

# WEBSEQUENCE Length: 46 

# WEBSEQUENCE Number of predicted TMHs:  1 

# WEBSEQUENCE Exp number of AAs in TMHs: 20.9652 

# WEBSEQUENCE Exp number, first 60 AAs:  20.9652 

# WEBSEQUENCE Total prob of N-in:        0.00149 

# WEBSEQUENCE POSSIBLE N-term signal sequence 



WEBSEQUENCE TMHMM2.0 outside      1     9 

WEBSEQUENCE TMHMM2.0 TMhelix     10    29 

WEBSEQUENCE TMHMM2.0 inside     30    46 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 84 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 4, it was called in 241 of 

the 245 non-draft genes in the pham. 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 



5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

d. SIF: Synteny-Phamerator (three genomes) 

Has synteny with AbsoluteMadLad, ABU, Banjo, etc. 

 



 

7. Any other important information. 

Transmembrane Prediction 

# WEBSEQUENCE Length: 76 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00488 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00351 

# WEBSEQUENCE Total prob of N-in:        0.08565 

WEBSEQUENCE TMHMM2.0 outside      1    76 

 

 

 

 

 

 

 

 

 

 



 

CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 85 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 21, it was called in 198 of 

the 240 non-draft genes in the pham. 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

No. 

 



 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Banjo, Cobra, Craff, etc. 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

7. Any other important information. 

Transmembrane Prediction 

# WEBSEQUENCE Length: 140 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0 

# WEBSEQUENCE Exp number, first 60 AAs:  0 

# WEBSEQUENCE Total prob of N-in:        0.08887 

WEBSEQUENCE TMHMM2.0 outside      1   140 

 

 

CURATOR NAME: JOHN MOTTER 



 

GENE NAME: EUGENIA GENE 86 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 30, it was called in 211 of 

the 334 non-draft genes in the pham.  

2. GeneMark coding potential 

 

 

3. Glimmer and GeneMark agreement 



 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

HNH endonuclease 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Longacauda, LostAndPhound, LuckeyMarjie, 

etc. 

 

 

 

 

7. Any other important information. 



Transmembrane prediction 

# WEBSEQUENCE Length: 100 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0 

# WEBSEQUENCE Exp number, first 60 AAs:  0 

# WEBSEQUENCE Total prob of N-in:        0.61520 

WEBSEQUENCE TMHMM2.0 inside      1   100 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 87 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 5, it was called in 191 of 

the 193 non-draft genes in the pham. 

 

 

 

 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

Glimmer did not call the gene, however GeneMark called the gene at 63778 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Adriana, Anderson, Ashraf, etc. 



 

 

7. Any other important information. 

Transmembrane Prediction 

# WEBSEQUENCE Length: 36 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00553 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00553 

# WEBSEQUENCE Total prob of N-in:        0.49689 

WEBSEQUENCE TMHMM2.0 inside      1    36 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 88 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 9, it was called in 246 of 

the 247 non-draft genes in the pham. 

2. GeneMark coding potential 

  



3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical Protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with AltPhacts, Anderson, Beaglebox etc. 



 

 



7. Any other important information. 

Transmembrane prediction 

# WEBSEQUENCE Length: 59 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0 

# WEBSEQUENCE Exp number, first 60 AAs:  0 

# WEBSEQUENCE Total prob of N-in:        0.35100 

WEBSEQUENCE TMHMM2.0 outside      1    59 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 90 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 11, it was called in 193 of 

the 215 non-draft genes in the pham. 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

 

 

 

 

 

 



4. Longest open reading frame (ORF) without excessive gap 

 

Although longer open reading frames without excessive gaps exist, these genes do not have 

synteny with similar phages and yield no results in NCBI BLAS, suggesting that the Starterator 

and Glimmer predicted start sites should be used.  

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 

 

 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

No informative results. 

 

 

 

 

 

 

 

 

 

 

 



d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Buckeye, KingTut, Chunky, etc. 

 

 

7. Any other important information. 

Transmembrane prediction 

# WEBSEQUENCE Length: 77 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00022 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00022 

# WEBSEQUENCE Total prob of N-in:        0.31052 

WEBSEQUENCE TMHMM2.0 outside      1    77 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 90 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 13, it was called in 213 of 

the 213 non-draft genes in the pham. 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

Only Glimmer called this gene, predicting that it would start at 64420.  

4. Longest open reading frame (ORF) without excessive gap 

 

 

 



5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical Protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


c. SIF: HHPred

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Buckeye, KingTut, Antonia, etc. 

 



 

7. Any other important information. 

Transmembrane Prediction 

# WEBSEQUENCE Length: 65 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00017 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00016 

# WEBSEQUENCE Total prob of N-in:        0.66623 

WEBSEQUENCE TMHMM2.0 inside      1    65 

 

 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 91 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 8, it was called in 155 of 

the 243 non-draft genes in the pham. 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 



 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Buckeye, KingTut, ABU, etc. 

 

 

7. Any other important information. 

Transmembrane prediction 

# WEBSEQUENCE Length: 74 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00241 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00202 

# WEBSEQUENCE Total prob of N-in:        0.21232 

WEBSEQUENCE TMHMM2.0 outside      1    74 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 92 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 3, it was called in 245 of 

the 246 non-draft genes in the pham. 

2. GeneMark coding potential 

  



3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical Protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

 

 

 

 

 

 



d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with JangoPhett, JacAttac, Jillium, etc. 

 

 

7. Any other important information. 

Transmembrane prediction 

# WEBSEQUENCE Length: 61 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00511 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00511 

# WEBSEQUENCE Total prob of N-in:        0.14261 

WEBSEQUENCE TMHMM2.0 outside      1    61 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 93 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 4, it was called in 245 of 

the 251 non-draft genes in the pham. 

2. GeneMark coding potential 

 



 

3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

Gap is present, however a similar gap is present in phages that Eugenia shows synteny with 

(Buckeye, JacAttac, etc.) 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Adriana, Antonia, Badfish, etc. 

 



 

7. Any other important information. 

Transmembrane Prediction 

# WEBSEQUENCE Length: 73 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00111 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00111 

# WEBSEQUENCE Total prob of N-in:        0.02768 

WEBSEQUENCE TMHMM2.0 outside      1    73 

 

 

 

 

 

 

 

 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 94 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 22, it was called in 270 of 

the 292 non-draft genes in the pham. 

2. GeneMark coding potential 

 

 



3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

c. SIF: HHPred 

 

Although strong matches were detected, they were not included in 

calling gene function or as evidence due to the low E value and the 

proteins being from organisms other than Mycobacterium phages. 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Cher, Childish, Chunky, etc. 



 

 

 

 

 

7. Any other important information. 

Transmembrane prediction 

# WEBSEQUENCE Length: 100 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.0125 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00302 

# WEBSEQUENCE Total prob of N-in:        0.29305 

WEBSEQUENCE TMHMM2.0 outside      1   100 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 95 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 13, it was called in 275 of 

the 301 non-draft genes in the pham. 

2. GeneMark coding potential 



  

3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 



 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Altwerkus, Badfish, Beaglebox, etc. 

  

7. Any other important information. 

Transmembrane prediction 

# WEBSEQUENCE Length: 65 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.00166 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00166 

# WEBSEQUENCE Total prob of N-in:        0.27178 

WEBSEQUENCE TMHMM2.0 outside      1    65 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 96 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 8, it was called in 214 of 

the 223 non-draft genes in the pham. 

2. GeneMark coding potential 



3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

 

 



5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

 

c. SIF: HHPred 

 

 

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with KlimbOn, Kloppinator, KLucky39, etc. 

  

7. Any other important information. 

Transmembrane prediction 

# WEBSEQUENCE Length: 91 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.65872 

# WEBSEQUENCE Exp number, first 60 AAs:  0.27739 

# WEBSEQUENCE Total prob of N-in:        0.21755 

WEBSEQUENCE TMHMM2.0 outside      1    91 

 

 

 

 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 97 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 20, it was called in 197 of 

the 204 non-draft genes in the pham. 

2. GeneMark coding potential 

 



3. Glimmer and GeneMark agreement 

 

4. Longest open reading frame (ORF) without excessive gap 

 

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

 

c. SIF: HHPred 

 

 

 

 

 

 

 

 



d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with Mcshane, Megatron, Melc17, etc. 

  

7. Any other important information. 

Transmembrane Prediction 

# WEBSEQUENCE Length: 81 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.0016 

# WEBSEQUENCE Exp number, first 60 AAs:  0.00158 

# WEBSEQUENCE Total prob of N-in:        0.66803 

WEBSEQUENCE TMHMM2.0 inside      1    81 

 

 

 

 

 

 

 

 

 

 



CURATOR NAME: JOHN MOTTER 

 

GENE NAME: EUGENIA GENE 98 

 

DNA MASTER NOTES: N/A 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

The start number called the most often in the published annotations is 2, it was called in 175 of 

the 246 non-draft genes in the pham. 

 

 

 

 

 



2. GeneMark coding potential 

 

 

3. Glimmer and GeneMark agreement 

 

 

 

 

 



4. Longest open reading frame (ORF) without excessive gap 

 

This start site was selected because it was predicted by Glimmer and GeneMark, and due to its 

Z-score and length. There are no longest ORFs with a short gap.  

5. Function. Please follow this Official SEAPHAGE Function List 

If no functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

6. Supporting Information for Function (SIF) 

 a. SIF: PhageDb BLAST 

 

b. SIF: NCBI BLAST  

 

https://docs.google.com/spreadsheets/d/e/2PACX-1vToasuRfxx_yfLa9ECFN4_6okwNI_5AJGWZ3NCy53Gz0QfoNrhAQ48HnBuSD1hsrY0zUTTn6EP3MGK_/pubhtml?gid=0&single=true


 

c. SIF: HHPred 

 

 

d. SIF: Synteny-Phamerator (three genomes) 

Shows synteny with JengoPhett, Jimmy, Kailash, etc. 

  

7. Any other important information. 

Transmembrane prediction 

# WEBSEQUENCE Length: 118 

# WEBSEQUENCE Number of predicted TMHs:  0 

# WEBSEQUENCE Exp number of AAs in TMHs: 0.0001 

# WEBSEQUENCE Exp number, first 60 AAs:  3e-05 

# WEBSEQUENCE Total prob of N-in:        0.12876 

WEBSEQUENCE TMHMM2.0 outside      1   118 

 



CURATOR NAME: WEI 

 

GENE NAME: EUGENIA-DRAFT_99 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

2. GeneMark coding potential 

 

3. Glimmer and GeneMark agreement 

YES 



Glimmer Start:  67564 

Glimmer Score:  14.65 

GeneMark Start:  67564 

Glimmer call @bp 67564 has strength 14.65; Genemark calls start at 67564 

 

 

 

4. Longest open reading frame (ORF) without excessive gap 

YES 

 

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6. Start site similar to others in GenBank and PhagesDB 

Charles1, Usavi, Waterdiva 

  

7. Function (F) 

unknown 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

N/A 

 

9. b. SIF-HHPred 



N/A 

 

 

9. c. SIF-Synteny 

Aligns with Waterdiva, ABU, Adriana, Buckeye, CamL, Chah,  

 

10. Any other important information. 

 

 

 

 

 

 

 

 

  



GENE NAME: EUGENIA-DRAFT_100 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 



2. GeneMark coding potential 

67,740 – 67,561 

 

 

3. Glimmer and GeneMark agreement 

YES 

Glimmer Start: 67740; Glimmer Score: 8.45; GeneMark Start: 67740 

Glimmer call @bp 67740 has strength 8.45; Genemark calls start at 67740 

 

4. Longest open reading frame (ORF) without excessive gap 

YES

 

 



5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

membrane protein; contain at least two transmembrane domains found 

using DeepTmHmm 

 

 

6. Start site similar to others in GenBank and PhagesDB 

Lasso, Usavi, Waterdiva 

  



7. Function (F) 

Unknown. It may be membrane protein since contain at least two 

transmembrane domains found using DeepTmHmm. 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

N/A 

 

9. b. SIF-HHPred 

N/A 

 

9. c. SIF-Synteny 

Aligns with Waterdiva, ABU, Adriana, Buckeye, CamL, Chah,  

 

10. Any other important information. 



CURATOR NAME: WEI 

 

GENE NAME: EUGENIA-DRAFT_101 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

YES 

Glimmer Start: 67973 

Glimmer Score: 17.57 

GeneMark Start: 67973 

Glimmer call @bp 67973 has strength 17.57; Genemark calls start at 67973 

 

4. Longest open reading frame (ORF) without excessive gap 

No 

 



 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6. Start site similar to others in GenBank and PhagesDB 

MRabcd, MrPhizzler_Draft, Mulan 

  

7. Function (F) 

unknown 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

N/A 

 

9. b. SIF-HHPred 

N/A 

 

9. c. SIF-Synteny 

Aligns with Waterdiva, ABU, Adriana, Buckeye, CamL, Chah,  



 

10. Any other important information. 

 

 

 

  



CURATOR NAME: WEI 

 

GENE NAME: EUGENIA-DRAFT_102 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

YES 

Glimmer Start: 68427 

Glimmer Score: 11.68 

GeneMark Start: 68427 

Glimmer call @bp 68427 has strength 11.68; Genemark calls start at 68427 

 

4. Longest open reading frame (ORF) without excessive gap 

No 

 

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 



Hypothetical protein 

 

6. Start site similar to others in GenBank and PhagesDB 

Jillium, Kahve, Katniss 

  

7. Function (F) 

unknown 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

 

N/A 

 

9. b. SIF-HHPred 

N/A 

 

 

9. c. SIF-Synteny 

Aligns with Waterdiva, ABU, Adriana, Buckeye, CamL, Chah,  



 

10. Any other important information. 

 

 

 

  



CURATOR NAME: WEI 

 

GENE NAME: EUGENIA-DRAFT_103 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

2. GeneMark coding potential 

 



3. Glimmer and GeneMark agreement 

YES 

Glimmer Start: 68768 

Glimmer Score: 16.74 

GeneMark Start: 68768 

Glimmer call @bp 68768 has strength 16.74; Genemark calls start at 68768 

 

4. Longest open reading frame (ORF) without excessive gap 

No

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6. Start site similar to others in GenBank and PhagesDB 

Kikipoo, KingTut, Kloppinator 

  

7. Function (F) 

Unknown 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

N/A 

 



9. b. SIF-HHPred 

N/A 

 

9. c. SIF-Synteny 

Aligns with Waterdiva, ABU, Adriana, Buckeye, CamL, Chah,  

 

10. Any other important information. 

 

 

 

  



CURATOR NAME: WEI 

 

GENE NAME: EUGENIA-DRAFT_104 

 

START POSITION EVALUATION (IN ORDER): 

1. Starterator 

 

 

2. GeneMark coding potential 



 

3. Glimmer and GeneMark agreement 

YES 

Glimmer Start: 69030 

Glimmer Score: 14.05 

GeneMark Start: 69030 

Glimmer call @bp 69030  has strength 14.05; Genemark calls start at 69030 

 

4. Longest open reading frame (ORF) without excessive gap 

No 

 

5. If functional prediction, start include full length protein. If no 

functional prediction is present, write “Hypothetical protein”. 

Hypothetical protein 

 

6. Start site similar to others in GenBank and PhagesDB 



KingTut, Kloppinator, Kwadwo 

  

7. Function (F) 

unknown 

 

9. Supporting Information for Function (SIF) 

9. a. SIF-BLAST 

N/A 

 

9. b. SIF-HHPred 

N/A 

 

9. c. SIF-Synteny 

Aligns with Waterdiva, ABU, Adriana, Buckeye, CamL, Chah,  

 

10. Any other important information. 
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