1*' Annotator: 2" Anpnotator: Function:
5’ end: 3’ end: Length:
Is it a gene? Function?
Likely function from
Phamerator (Answer)

Is there codin H\(T)tential based on
Genemarks? & and description).

Are there homologous genes based on
a Blast search? (Answer

Is it longer than 120 bp (Y/N)

Do other related Rhages agree
(Phamerator) (Y/N)

Direction: (Fwd/Rev)

Notes:

Likely function from Blastp?
(Answer using phagesDB, NCBI,
or both)

Blast:

Phages DB:

Likely Function from HHpred?
conserved domains and
unctional regions)

NKF

Membrane binding domain?

tRNA?

oooo

(
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Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1t Annotator:
Gisselle Trejo

5’ end: 3’ end:

Is it a gene?

a Is there codln &)tentlal based on
Genemarks? & description).
No because there wasn’t another EG cluster
that matched up with Rowlf.

Are there homologous genes based on a Blast
search? (Answer)

@ Isitlonger than 120 bp (Y/N)

Q Do other related RThages agree
(Phamerator) (Y/N)

@  Direction: (Fwd/Rev)

Notes:

d Annotator:

Function:
Not a Gene

Length:

Function?

Likely function from

Phamerator (Answer)

Likely function from Blastp?

(Answer using phagesDB, CBI

or both)

Blast:

Phages DB:

Likely Function from HHpred?
conserved domains and
unctional regions)

NKF

Membrane binding domain?

tRNA?

oooo

(

O O O OO

Feature X Annotation

Start position?
Glimmer: 12
Glimmer Score: 1.71
GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1* Annotator: 2"d Annotator: Function:
Daniel Nina
5’ end: 3’ end: Length:
1040 672 369
Is it a gene? Function?
Is there coding potential based on - H}{ely funCti(Kl from
Genemarks? & H\T and description). ameraior (Answer)
@  Likely function from Blastp?
Answer using phagesDB, NCBI,
Are there h()%nologous genes based on a or both)
Blast search? (Answer) O Blast:
Is it longer than 120 bp (Y/N) QO Phages DB:
Q  Likely Function from HHpred?
Do other related RThages agree conserved domains and
(Phamerator) (Y/N) unctional regions)
O NKF
Direction: (Fwd/Rev . e .
irection: (Fwd/Rev) Qd Membrane binding domain?
O tRNA?

Notes:

oooo

(

O O O OO

Feature 1 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




O . O
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1"t Annotator:
Trenton Shappee

2" Apnotator:

Function:
hypothetical protein

3’ end:
1037

5’ end:
1225

Length:

189

Is it a gene?

Is there codin H\(I)tential based on
Genemarks? & and description).

Are there homologous genes based on
a Blast search? (Answer) Y

Is it longer than 120 bp (Y/N)

Do other related Rhages agree
(Phamerator) (Y/N)

Direction: (Fwd/Rev)

Notes:

Function?

Q  Likely function from Phamerator
(Answer) No

O  Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth) No
O  Blast: Function unknown

O  Phages DB: merr-like hth dna binding
protein

O  Likely Function from HIpred?
(conserved domains and functional
regions)

Q  NKF there is no known function

Q Mlsmbrane binding domain?
0

Q  tRNA?

Feature 2 Annotation

Start position?

Glimmer: 1225
Glimmer Score: 5.91
GeneMarkiz25
Starterator MAs for selected and for alt
options (number, number alt MAs)
(Start: 13 @1225 has 6 MA'S)
Does it include all of the coding potential and
do Genemark and Glimmer agree? (Y/N, Y/N)
NY
@ Isitthe longest ORF? (Y/N)
N it is the second longest
Alignment agreement from Blast? (Y/N,
Source) Y
YDoes it include all of the functional region
(HHpred)? No
SD Score? Is there one higher? (number,
Y/N)-2.845N
Gap, overlap, and spacing? (description)

oood

0o O O O




Q

Q

Q
YES

Q

1’ Annotator: 2" Apnotator: Function:

Aisley Allen Phoenix larsen
Hypothetical protein
5’ end: 3’ end: Length:
1704 1225 480

Is it a gene?

Is there codin H\(T)tential based on
SGenemarks? & and description).

Are there homologous genes based on
Sa Blast search? (Answer

Is it longer than 120 bp (Y/N)

Do other related R%lages agree

(Phamerator) (Y/
YES

Q

Direction: (Fwd/Rev)

REV

Notes:

O o

O oo

Function?

Likely function from Phamerator
(Answer) UNKNOWN
Likely function from Blastp?
Answer using tphagesl)li, CBI, or

oth) Hypothetical protein
Blast:
Phages DB: Function Unknown
Likely Function from HHpred?
(conserved domains and functional
regions) Zinc-binding domain of
translation initiation factor 2 beta
NKF YES
Membrane binding domain? NO

tRNA? NO

0O 0000

O 0 O OO

Feature 3 Annotation

Start position?

Glimmer: 1704

Glimmer Score: 10.99

GeneMark 1704

Starterator MAs for selected and for alt
options (number, number alt MAS) 1
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N) YES, YES

Is it the longest ORF? (Y/N) NO
Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)? 18.239

SD ?core? Is there one higher? (number,
Y/N

Gap, overlap, and spacing? (description)
gap: -4 spacer: 12




1t Annotator: 2"d Apnotator: Function: Fe ature 4 Annotation
Phoenix Aisley Allen PnuC-like
 end end Length Nicotinamide
5 end: 3’ end: ength: o .
riboside transporter Start pOSlthIl?
2408 1701 708
Q Glimmer: 2408
. . Q@ Glimmer Score: 8.17
Isita g‘ene? FllIlCtl()Il? Qd GeneMark 2408
[ Starterator MAs for selected and for alt
Likely function from options (number, number alt MAs)
Q Isthere codj)n& H\(T)tential based_on Phamerator (Answer)
Genemarks? and description). Likely function from Blastp? O  Does itinclude all of the coding potential
Answer using phagesDB, NCBI, and do Genemark and Glimmer agree?
0 Are there homologous genes based on or both) (Y/N, Y/N)
Yes * Blast search” (Answer Blast: @ Isitthe longest ORF? (Y/N) yes
Ph DB: Q Alignment agreement from Blast? (Y/N,
@ Isitlonger than 120 bp (Y/N) ases Db: Source)
yes Lci(l)(%% f‘}élac(tii(())lllll gggnagglpred?  Does itinclude all of the functional region
@ Do other related phages agree : : (HHpred)?
o (Phamerator) (Y/ K ) unctional regions) @ SD Score? Is there one higher? (number,
V NKF Y/N)
Q  Direction: (Fwd/Rev) Membrane binding domain? @  Gap, overlap, and spacing? (description)
- 4,12

Notes:

Reverse

tRNA? no




1*' Annotator: 2" Annotator: Function:
Nina Madalyne Membrane Protein
5 end: 3’ end: Length:
2647 2405 242
Is it a gene? Function?
QO Likely function from
m} IGSI there Cﬂdj)n& H\?ter}}i&il based_on Plﬁﬁ%lgﬁigl(;lil({l\lgﬁ‘g&%
cnemarks: and description). O  Likely function from Blastp?
(Answer using phagesDB, NCBI,
QO  Are there homologous genes based on or both) ,
a Blast search? (Answer Function unknown
Yes QO Blast: )
a Pll\l/’lembll)'%ne protein
i ages DB:
E\I(CS Is it longer than 120 bp (Y/N) Function Unknown
Q Likely Fur(llc(tilon from Hglpred?
Q Do other related phages agree conserved domains an
(Phamerator) (Y/ R) sesas unctional regions)
Yes Function Unknown
a N{§F
irection: es
Q Direction: (Fwd/Rev) Qd Membrane binding domain?
Reverse 0 .
O tRNA? No

Notes:

oooo

Feature 5 Annotation

Start position?

Glimmer: 2647

Glimmer Score: 9.04

GeneMark: 2647

Starterator MAs for selected and for alt
options (number, number alt MAs)

11 MAS

a

Doges it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Yes and Yes

(]

0 o

Is 1\}t the longest ORF? (Y/N)
0

Alignment agreement from Blast? (Y/N,
Source)

yes . .
Does it include all of the functional region
(HHpred)?

es
‘S{}) Score? Is there one higher? (number,

Gap, overlap, and spacing? (description)
Gap= -10, Space= 10




Q

1*' Annotator: 2"d Apnotator: Function:
Madison Renn Unknown
, . (Hypothetical
5’ end: 3’ end: Length: Protein)
2832 26044 189
Is it a gene? L
@  Likely function from Phamerator
(Answer):
Is there coding potential based on — - .
Genemarks? & H\T and description).: s ﬁ;‘;ﬁ%ﬂgg@g‘}gﬁ}‘g‘&ﬁ{%} ':,%ﬁ)‘}swer
ad  Blast:
Are there homologous genes based on )
a Blast search? (Answer): Q@ Phages DB:
@  Likely Function from HHPred'.?
(copserved domains and functional
Is it longer than 120 bp (Y/N): regions):
Q NKF:
Do other related phages agree @ Membrane binding domain?:
(Phamerator) (Y/N): O (RNA”:

Direction: (Fwd/Rev):

Notes: Start Codon ATG

0 dooQo

O 0 0 o0

Feature 6 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs):

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N):

Is it the longest ORF? (Y/N):

Alignment agreement from Blast? (Y/N,
Source):

Does it include all of the functional region
(HHpred)?:

SD Score? Is there one higher? (number,
Y/N): Shine Delgarno Score

Gap, overlap, and spacing? (description):




1’ Annotator: 2" Annotator: Function:
Madalyne DprA-like DNA
\ processing chain
5" end: 3’ end: Length:
3344 2829 516
Is it a gene? Function?
@  Likely function from Phamerator

Is there codin H\(I)tential based_on
& and description).

Genemarks?
yes

Are there homologous genes based on

a Blast search? (Answer) Yes
Is it longer than 120 bp (Y/N) Yes

Do other related Rhil(ges agree
(Phamerator) (Y/N) Yes

Direction: (Fwd/Rev)

- Reverse

Notes:

C

(Answer) DprA-like ssDNA binding
protein

Likely function from Blastp? (Answer
using phagesDB, NCBI, or both)

Blast: DprA-like DNA processing chain

Phages DB: DprA-like DNA processing
chain

Likely Function from HHFred?

(conserved domains and functional
regions) Hypothetical Protein or DNA
processing Protein

NKF ???

Membrane binding domain?

tRNA? No

(] oood

O O OO0

Feature 7 Annotation

Start position?

Glimmer: 3344
Glimmer Score: 13.43
GeneMark: 3353
Starterator MAs for selected and for alt
options (number, number alt MAs)
Alt start: 3353 both starts have 1 MA

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N) Yes it includes all coding potential
but genemark and glimmer do not agree
Is it the longest ORF? (Y/N) No
Alignment agreement from Blast? (Y/N,
Source) Yes 100%
SD ?core? Is there one higher? (number,
Y/N
Gap, overlap, and spacing? (description)
-4 gap, 13 space




1*' Annotator: 2"d Annotator: Function:
Madison
5’ end: 3’ end: Length:
3583 3341
Is it a gene? Function?
Q  Likely function from Phamerator
. . Answer
Is there codin H\(T)tentlal based on . .
Genemarks? & and description). Q  Likely function from Blastp?
Al%lssver using phagesDB, NCBI, or
0
Are there homologous genes based on .
a Blast search? (A%lswei' Q  Blast:
O Phages DB:

Is it longer than 120 bp (Y/N) O Likely Function from HHpred?
(conserved domains and functional
regions

[{)(l)1 other relate‘(fi Rhages agree

(Phamerator) (Y/N) O NKF

Direction: (Fwd/Rev) @ Membrane binding domain?

Qd tRNA?

Notes:

(] oooo

oo

Feature 8 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

SD Score? Is there one higher? (number,
Y/N)
Gap, overlap, and spacing? (description)




1*' Annotator: 2"d Annotator: Function:
Daniel
5’ end: 3’ end: Length:
Is it a gene? Function?
QO  Likely function from Phamerator
. . Answer
Is there codin H\(T)tentlal based_on
Genemarks? & and description). [ . )
O  Likely function from Blastp?
Answer using phagesDB, NCBI, or
Are there homologous genes based on o B(l)th .
a Blast search? (Answer ast.
Is it longer than 120 bp (Y/N) Q@ Phages DB:
QO  Likely Function from HHpred?
Do other related phages agree (conserved domains and functional
(Phamerator) (Y/ R ) regions)
Direction: (Fwd/Rev) QO NKF
O Membrane binding domain?
O tRNA?

Notes:

oooo

(

O O O OO

Feature 9 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1* Annotator: 2" Annotator: Functlion:
Trenton helix-turn-helix DNA
binding domain
. . protein
5’ end: 3’ end: Length:
4144 3929 216
Is it a gene? Function?
. . . O  Likely function from Phamerator
@  Is there coding potential based on Genemarks? Answer,
___(Y/N and description). i . . helix-turn-helix DNA binding domain protein
YES on DNA master it says that it contains all coding
potential O  Likely function from Blastpb? (Answer
using phagesDB, NCBI, or both)
O  Are there homologous genes based on a Blast Q@  Blast: helix-turn-helix DNA binding domain
search? (Answer) protein
Yes O  Phages DB: helix-turn-helix dna binding
domain
O  Isitlonger than 120 bp (Y/N) O  Likely Function from HHpred?
(conserved domains and functional
Yes regions) helix-turn-helix DNA binding domain
* protein
, NKF
E\! Do other related phages agree (Phamerator) (Y/N) No
es
) .. . o
O Dircction: (Fwd/Rev) Mr%nbrane binding domain?
D)
Rev Q tR&\g\.

Notes:

O oo

[ M S N Ry | N

Feature 10 Annotation

Start position?

Glimmer: 4144
Glimmer Score: 7.44
GeneMarkPeccan said 4144 DNA master
siad 4087
Starterator MAs for selected and for alt
options (number, number alt MAs)
Start: 50 @4144 has 28 MA's
That's the only one

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N,YN) Y. N

Is it the longest ORF? (Y/N)Y

Alignment agreement from Blast? (Y/N,

Source)Y

Does it include all of the functional region

(HHpred)?yes

SD Score? Is there one higher? (number,

Y/N) N SD is the best score

GaR, overlap, and spacing? (description)
There is some overlap between gene 10 on
the 5’ end.

SF—




3

5’ end:

1’ Annotator: 2nd

Aisley Allen
3’ end:

Is it a gene?

Is there coding potential based on

Genemarks? (Y/N and
description).

Are there homologous genes based =

on a Blast search? (Answer)
Is it longer than 120 bp (Y/N)

Do other related phages agree
(Phamerator) (Y/N)

Direction: (Fwd/Rev)

Annotator: Function:
Length:
113
Function?

@  Likely function from Phamerator
Answer)

0  Likely function from Blastp? (Answer
using phagesDB, NCBI, or both)

Q Blast:
Phages DB:

O  Likely Function from HHpred?
(conserved domains and functional

regions)
Q NKF
O  Membrane binding domain?
O tRNA?

Notes: Check start position! There are more MASs for 4206

O o000

O 0 O OO0

Feature 11 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1*' Annotator: 2" Anpnotator: Function:
Phoenix helix-turn-helix DNA
binding domain

5’ end: 3’ end: Length:
[N |
. e 9 [N |
Is it a gene? Function: Q
[N |
QO  Likely function from Phamerator
. . (Answer) terminase small subunit
Q Is there codin H\(T)tentlal based on . .
Genemarks? & and description). Q  Likely function from Blastp? 0
yes Answer using phagesDB, NCBI, or
oth) helix-turn-helix DNA bindin
0 Are there homologous genes based on domain (both NCBI and phagesD
ves a Blast search? (Answer O  Blast: small subunit terminase |
. @  Phages DB: small subunit Q
QO Isitlonger than 120 bp (Y/N) tern%inase
es
y Q  Likely Function from HHpred? Q
@ Do other related phages agree (conseryed domains and functional
(Phamerator) (Y /R) regions) not informative 0
yes @ NKF
Q  Direction: (Fwd/Rev) O Membrane binding domain? no 0
O tRNA?no

Notes: changed from terminase, small subunit; see pecaan for notes

Feature 12 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark

Starterator MAs for selected and for alt
options (number, number alt MAS) 23,0

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N) yes
Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? -4 gap




1t Annotator: 2" Annotator: Function: Fe ature 13 Annotation
Gigi Trejo Josh B. Unknown function
5" end: 3’ end: Length: Start position?
5118 5279 162 .
’ ’ ’ d  Glimmer:
O  Glimmer Score:
3 Soteratos MAs for selected and for alt
. . arterator MAs for selected and for a
Isita gene? Function? op}igrlli (number, number alt MAs)
2 / L’ S
@  Likely function from Phamerator ’
) ) (Answen) . on 0  Does it include all of the coding potential
Is there COdlIl /[ﬁ)tentlal bas.ed.OIl a Like]y function from Blastp? (Ans“rer and dO Genemal'k and Gllmmel’ agree?
Genemarks? & and description). using phagesDB, NCBI, or%oth) (Y/N,Y/N)
No coding potential a BI?;(S)ﬁ(IIO\\'ll function No. No
ast: - - 2
AII.ﬁ thtCI'e hmﬁg)lxgous genes based on No known function Q IsYletSthe longest ORF? (Y/N)
a Blast search? (Answer s DB: C 2
Hypothetical protein - Pli%) elsuI))\?n function = é(l)ll%lr.lclg)ent agreement from Blast: (Y/N’
i O  Likely Function from HHpred? Yes, hypothetical protein | .
Is it longer than 120 bp (Y/N) (cloﬁs%w%%cﬁg)ﬁllairgén e onal @ Does it 1%1clude all ([))f the functional region
Ves regions) (HHpred)?
(S No No .
(Ph‘zgmerator) (Y/N) s 5.006. N0
s Q@ Membrane binding domain? a Ga:p, overlap, and spacing? (description)
Direction: (Fwd/Rev) O IRNA? Gap:1
No No overlap

Forward

Notes:

Spacing: 11




st o nd o C . °
1" Annotator: 2"% Annotator: Fungtlon. _ Feature 1 4 Annotation
Daniel Aisley Allen Hypothetical protein
5" end: 3’ end: Length: Start position?
5276 174
527 5449 4 O Gjmmer:
d  Glimmer Score:
3 Sortoratos MAs for selected and for alt
. . arterator MAs for selected and for a
Isita gene? Function? options (number, number alt MAs)
Q (L[{llﬁl%efynction from Phamerator Q Does. it include all of the coding potenf;ial
Is there coding potential based on o L-Iﬁ pofhictical protein, ., (Answ ?‘%NdYo/(l%gnemark and Glimmer agrec:
Genemarks? & H\T and description). uéiﬁg" pﬂgéek%‘s," I%I(EIBI,‘:)Sr%bth)ns“ “r . ’
O Blat @ Isitthe longest ORF? (Y/N)
Q%el;lslteggal}'?:rl{!’o(lx%gasei- enes based on O  Alignment agreement from Blast? (Y/N,
? O  Phages DB: Source)
. , ikely i 2 O Does itinclude all of the functional region
Is it longer than 120 bp (Y/N) - E(l);%}lellg%%c&)%ggén ai-ll({l urlfgtional HHpred)? 5
| @ SD Score? Is there one higher? (number,
Do other related ghages agree O NKF Y/N)
(Phamerator) (Y/N) O | d ine? (d —
Q  Membrane binding domain? Gap, overlap, and spacing? (description)
Direction: (Fwd/Rev) O (RNA?

Notes:




1’ Annotator:
5’ end: 3’ end:
5449 5823

Is it a gene?

2" Apnotator:

3 Isthere codin& H\(T)tential bhased on

~ Genemarks?
Yes

and description).

QO  Are there homologous genes based on

~aBlast search? (Answer
Yes

E\I{ Is it longer than 120 bp (Y/N)
es

Q Do other related R%lages agree

~ (Phamerator) (Y/
Yes

Q Direction: (Fwd/Rev)
Forward

Notes:

Function: Ribbon

Madison Helix-Helix DNA
Binding Domain
Length:
Function?
QO  Likely function from Phamerator
nswer) . o
Ribbon Helix-Helix DNA Binding
Domain | )
O  Likely function from Blastp?
Answer usm% Ipha esDB, NCBI, or
oth) Ribbon Helix DNA Binding
Domain
O  Blast: Ribbon Helix-Helix DNA
Binding Domain
O  Phages DB: Ribbon Helix-Helix
DNA Binding Domain
Q  Likely Function from HHpred?
(conserved domains and functional
regions)
8 NKF No
O  Membrane binding domain? Yes
O tRNA? No

OO0

(

0o OO0 OO0

Feature 15 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
Y/N, Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region

HHpred)? .
YPN) core? Is there one higher? (number,

Gap, overlap, and spacing? (description)




]

Q

Notes: Start Codon ATG; function changed from terminase, large subunit (see pecaan for notes)

1*' Annotator: 2" Annotator: Function:
5" end: 3’ end: Length:
IS it a gene? Function?
@  Likely function from Phamerator
Isth di ol based (Answer):
s there coding potential based on . .
Genemarks? & Rand description).: Q l';;lfﬁg’gﬁggggl[{rgl&ﬁfaggﬁ{ﬁgSWCI‘
QO Blast:
Are there homologous genes based on as
a Blast search? (Answer): Q  Phages DB:
Q  Likely Function from HHpred?
(conserved domains and functional
Is it longer than 120 bp (Y/N): regions):
Qd NKF:
Do other related phages agree
(Phamerator) (Y/N): @  Membrane binding domain? :
O  tRNA?:

Direction: (Fwd/Rev):

o000

(u

0O 0 O OO

Feature 16 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs):

Does it include all of the coding potential
and do Genemark and Glimmer agree?

(Y/N,Y/N):

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source):

Does it include all of the functional region
(HHpred)?:

S}) ?core? Is there one higher? (number,
Y/N):

Gap, overlap, and spacing? (description) :




1 Annotator: 2" Annotator: Function: Feature 17 Ann()tati()n

Madalyne Nina Hypothetical Protein
5 end: 3" end: Length: Start position?
7306 7644 339
O  Glimmer: 7306
O  Glimmer l?core: 8.62
. . d GeneMark 7306
Isita gene? Function? O  Starterator MAs for selected and for alt
L options (number, number alt MAs)
Q  Likely function {]I'Om‘fl’h,amel.'aml‘ 27 MA’s and an alt start of 7315 with 44
@ Isthere cod‘;n&&)tential based_on (Answer) Hypothetical Protein ma’s
Genemarks? and description). O Likely function from Blastp? - . .
Answer using phagesDB, NCBL or [0  Does it include all of the coding potential

Yes .
oth) and do Genemark and Glimmer agree?

Q@ Arcthere homologous genes based on a @ Blast: Hypothetical Protein 5 (Y/ N,ﬁ{/ I?T) Yes they a r(ee )
€ e Is it the longest ORF? (Y/N) Yes
Blast scarch? (Anwer) es Q  Phages DB: @  Alignment ggreement from Blast? (Y/N,
) O Likely Function from HHpred? Source) Yes
Q  Isitlonger than 120 bp (Y/N) Yes (conserved domains and functional 3  Poes it include all of the functional region
regions) Hypothetical Protein (HHpred)? 76.7857%
@ Do other related ghages agree O NKFyes @ SD Score? Is there one higher? (number,
(Phamerator) (Y/N) Yes 3 Membrane bindine domain? Y/N)

cmbrane binding domatn: @  Gap, overlap, and spacing? (description)

@  Direction: (Fwd/Rev) Forward O  tRNA?no -4 gap, 10 space

Notes:




1*' Annotator: 2"! Annotator: Function: Feature 18 Annotation

5" end: 3’ end: Length: cpe
Start position?
Q  Glimmer:
. . Q  Glimmer Score:
Isita gene? Function? O  GeneMark:
) . [ Starterator MAs for selected and for alt
I N ential based = bill‘lgl%ct},‘)ncmn from Phamerator options (number, number alt MAs)
s there coding potential based on
G ks? (YN and deseription).
Vos arks & and description) O  Likely function from Blastp? .. . .
Answer using phagesDB, NCBL or [  Does it include all of the coding potential
0 Are there homologous genes based on oth) and do Genemark and Glimmer agree?
a Blast search? (Answer O Blast: (Y/N.Y/N)
, . @ Isitthe longest ORF? (Y/N)
O Isitlonger than 120 bp (Y/N) o Phages D: 3  Alignment agreement from Blast? (Y/N,
O  Likely Function from HHpred? S )
(conserved domains and functional ource .
O 8)(1)1 other Eela)tg{i/ R&lages agree regions) @ SD Score? Is there one higher? (number,
amerator Y/N)
S ..
O Dircction: (Fwd/Rev) Q  Membrane binding domain? @ Gap, overlap, and spacing? (description)
O IRNA?

Notes:




1*' Annotator: 2" Annotator: Function:
5’ end: 3’ end: Length:
9723 12926
Isita gene? Function?
@  Likely function from Phamerator
. . (Answer
Is there codin &)tentlal based on
Genemarks? & and description). O  Likely function from Blast%? (Answer
using phagesDB, NCBI, or both)

Are there homologous genes based on a

Blast search? (Answer O  Blast
O  Phages DB:

Is it longer than 120 bp (Y/N)
Q  Likely Function from HHpred?

(conserved domains and functional

Do other related 1%hages agree regions)

(Phamerator) (Y/N)
ad NKF

Direction: (Fwd/Rev) @  Membrane binding domain?
O  tRNA?

(] o000

O O o0

Notes: function change from Capsid Maturation Protease; see pecaan for notes

Feature 19 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

SD ?core? Is there one higher? (number,
Y/N

Gap, overlap, and spacing? (description)




1t Annotator:
Phoenix
5’ end: 3’ end:
12930 13112

Is it a gene?

2nd

Annotator: Function:
Trenton Hypothetical Protein
Length:
183

Function?

QO  Likely function from Phamerator
. . Answer .
Q Is there codin H\(T)tentlal based_on - Hypothetical
Genemarks? & and description). . . )
O  Likely function from Blastp?
Answer using phagesDB, NCBI, or
QO  Are there hom)ologous genes based on oth)
a Bﬁsst search? (Answer O Blast: unknown
QO Isitlonger than 120 bp (Y/N) Q@ Phages DB: lerminase
- yes O  Likely Function from HHpred?
(conserved domains and functional
QO Do other related phages agree regions) _ o
(Phamerator) (Y/R) - Uncharacterized protein; ribosome,
- yes o NKBroteln-proteln interaction
Q  Direction: (Fwd/Rev) O Membrane binding domain?
O tRNA?no

Notes:

Forward

oooo

(

O O O OO

Feature 20 Annotation

Start position?

Glimmer: 12930

Glimmer Score: 5.79

GeneMark 12963

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N,Y/N) no

Is it the longest ORF? (Y/N) yes

Alignment agreement from Blast? (Y/N,

Source)

Does it include all of the functional region

(HHpred)?

SD Score? Is there one higher? (number,

Y/N)

Gap, overlap, and spacing? (description)
3,13




3

1’ Annotator: 2" Apnotator: Function:
Gigi Trejo Josh B.
5’ end: 3’ end: Length:
Function?

Is it a gene?

Is there codin &()tential based on
Genemarks? &

Are there homologous genes based
on a Blast search? (Answer)

Is it longer than 120 bp (Y/N)

Do other related ghages agree
(Phamerator) (Y/N)

Direction: (Fwd/Rev)

Notes:

and description).

[ W I

Likely function from Phamerator (Answer)

Likely function from Blastp? (Answer
using phagesDB, NCBI, or both)

Blast:
Phages DB:

Likely Function from HHpred? Sconserved
domains and functional regions

NKF
Membrane binding domain?
LRNA?

0O 0000

0o 0 0 OO0

Feature 21 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark-

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
HHpred)?

‘S{})N§c0re? Is there one higher? (number,

Gap, overlap, and spacing? (description)




1*' Annotator: 2" Annotator: Function:
5’ end: 3’ end: Length:
Is it a gene? L
@  Likely function from Phamerator
(Answer,
Is there codin& H\(T)tential based_on
Genemarks? and description). @  Likely function from Blasul))? (Answer
using phagesDB, NCBI, or both)
Are there homologous genes basedon =~ 9 Blast:
a Blast search? (Answer
QO  Phages DB:
: . @  Likely Function f HHpred?
Is it longer than 120 bp (Y/N) (Cloﬁs%r\%l(llcdl(?rllllagl(l);n and urlfctional
regions)
Do other related Rhages agree O NKF
(Phamerator) (Y/N)
QO  Membrane binding domain?
Direction: (Fwd/Rev)
d  tRNA?

Notes:

0 Qo000

0o O O 00

Feature 22 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Dogs it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
HHpred)?

‘S(})N§c0re? Is there one higher? (number,

Gap, overlap, and spacing? (description)




1t Annotator:
5’ end: 3’ end:
15891 16391

Is it a gene?

2nd

Annotator: Function:
Josh
Hypothetical Protein
Length:
501

Function?

QO  Likely function from Phamerator
. . Answer)
Q Is there codin H\(T)tentlal based_on a ypothetical
Genemarks? & and description). ) . )
Y Likely function from Blastp?
Answer using phagesDB, NCBI, or
QO  Are there hom)ologous genes based on oth)
v a Blast search? (Answer Q  Blast: Hypothetical
Q Isitlonger than 120 bp (Y/N) Q@ Phages DB: Hypothetical
Y Q  Likely Function from HHpred?
(conserved domains and functional
Q [{)(l)1 other relate‘({i/ Rhages agree re (1)(1)11‘138)
v (Phamerator) (Y/N) o N
O  Direction: (Fwd/Rev) @ Membrane binding domain? No
Fwd QO tRNA?No

Notes:

o000

(u

O 0 0 od

Feature 23 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N)

Is it the longest ORF? (Y/N)
Alignment agreement from Blast? (Y/N,
Source)
Does it include all of the functional region
(HHpred)?
‘S{})N§c0re? Is there one higher? (number,
Gap, overlap, and spacing? (description)

9




1"t Annotator: 2" Annotator: Function: Major

Madison Tail Protein
5’ end: 3’ end: Length:
16422 17369
Is it a gene? Function?
Likely function from
Q Isthere coding potential based on ]
~ Genemarks? & H\T and description). Phamerator (Answer)
Yes IAikely function iill'om %%Stp?
Q  Are there homologous genes based on NSwer using phagesbb,
a Blast search? (A%lswei' CBI, or bOtlﬁ
Yes
. Blast:
l:{(es Is it longer than 120 bp (Y/N) Phages DB:
Likely Function from

Q Do other related ghages agree
y (Phamerator) (Y/N)
‘es

Q Direction: (Fwd/Rev)
Forwar

Notes:

HHpred? (conserved domains
and functional regions)

Membrane binding domain?
tRNA?

o000

(u

0 0 0 od

Feature 24 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

‘S{})N§c0re? Is there one higher? (number,
Gap, overlap, and spacing? (description)




1t Annotator: 2"d Apnotator: Function: Feature 2 5 Ann()tati()n

Aisley Allen
 end end Length Hypothetical protein
5 ena: 3 enas: cn . o e
Start position?
17495 18358 864
Q  Glimmer: 17495
. . 3 Glimmer Score: 9.56
Isita gene? Function? O  GeneMark 17495
[ Starterator MAs for selected and for alt
_ 4 &E‘;‘V’Vgl‘,‘)“ﬁ:}[kon from Phamerator options (number, number alt MAs) 25
QO Isthere codm& H\?tentlal based on Q Does itinclude all of the coding potential
SGenemarks and description). 4 ]gill‘l‘;lv‘v’(f}}ggfll{’gn frg“ég‘}ft CBL or and do Genemark and Glimmer agree?
oth) Function Unknown (Y/N,Y/N) YES YES
QO  Arethere homolog‘ous enes based on @ Isitthe longest ORF? (Y/N) YES
O Blast:
N Blast search? (Answer . . 3  Alignment agreement from Blast? (Y/N,
O  Phages DB: Hypothetical Protein Source) YES
Q Isitlonger than 120 bp (Y/N) O Likely l«unctmn from H Prcd 2 @ Does it include all of the functional region
YES (conserved domains and functional (HHpred)? %
regions) Phage Tail Repeat pred). 12.2/o .
O Do other related Rhages agree @  SD Score? Is there one higher? (number,
. (Phamerator) (Y/N) O NKF Y/N)
S Q@  Membrane binding domain? NO @ Gap, overlap, and spacing? (description)
Q  Direction: (Fwd/Rev) O tRNA? NO Gap: 125 space: 10

FORWARD

Notes:




1’ Annotator:
Phoenix
5’ end: 3’ end:
18355 20409

Is it a gene?

Q Is there codin H\(T)tential based_on
& and description). Q

Genemarks?
yes

QO  Are there homologous genes based on

a Blast search? (Answer
yes

Q Isitlonger than 120 bp (Y/N)
Yes

Q Do other related Rhages agree
(Phamerator) (Y/N) Possibly
yes

Q Direction: (Fwd/Rev)
Forward

Notes:

2nd

Annotator: Function:
Nina purple acid phosphatase
Length:
2055

Function?

QO  Likely function from Phamerator
(Answer) phosphoesterase

Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth) purple acid phosphotase

C

Blast: purple acid phosphotase

C

Phages DB: pap
O  Likely Function from HHpred?

(conserved domains and functional
regions) alkaline phospholase

O NKF

O Membrane binding domain? no

O tRNA?no

oooo

(

o0 O O OO

Feature 26 Annotation

Start position?

Glimmer: 18355

Glimmer Score: 7.1

GeneMark: 18355

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N) yes and yes

Is it the longest ORF? (Y/N) yes
Alignment agreement from Blast? (Y/N,
Source) no

Does it include all of the functional region
(HHpred)? yes

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)
4,13




1* Annotator: 2"d Annotator: Function:
Daniel Madison
5" end: 3’ end: Length:
20430 21278 849
Is it a gene? Function?
QO Likely function from
Is there Cﬂdj)n& H\?tel}iﬁgl based on Phamerator (Answer)
Genemarks: and description). Q  Likely function from Blastp?
Answer using phagesDB, NCBI,
Are there hom)ologous genes based on or both)
a Blast search? (Answer O  Blast:
Is it longer than 120 bp (Y/N) Q  Phages DB:
Q Likely FllI(lic(tliOIl from Hglpred?
conserved domains an
%{)(l)lgltllllgl{'aligllz.a)t&(}&%lages agree unctional regions)
O NKF
Direction: (Fwd/Rev) @ Membrane binding domain?
O tRNA?

Notes:

oooo

(

O O O OO

Feature 27 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1’ Annotator: 2" Apnotator: Function:

Trenton Madalyne Hypothetical Protein
5’ end: 3’ end: Length:
21278 21808 531

Is it a gene?

Q Is there codin H\(I)tential based on
Genemarks? & and description).
Y there is not dip on the Graph

QO  Are there homologous genes based on
~aBlast search? (Answer
No
E{ Is it longer than 120 bp (Y/N)

7

es

Q Do other related Rhages agree
v (Phamerator) (Y/N)

Q  Direction: (Fwd/Rev)

Fwd

Notes:

O o

O o

Function?
Likely function from Phamerator
Answer

0
Likely function from Blastp?
Anlslwer using phagesDB, NCBI, or

ot
Hypothetical Protien _
Blast: Hypothetical Protien

Phages DB: None
Likely Function from HHpred?
(conserved domains and functional
regions

No
NKF

Yes Lo ..
Membrane binding domain? No
tRNA?

No

oood

Feature 28 Annotation

Start position?

Glimmer: 21278

Glimmer Score: 8.83

GeneMark21278

Starterator MAs for selected and for alt
options (number, number alt MAs)

(Start: 20 @21278 has 36 MA'S),

(]

o 0 O O 0O

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)N.Y
Is it the longest ORF? (Y/N)
N second longest
Alignment agreement from Blast? (Y/N,
Source) Y
Does it include all of the functional region
(HHpred)? No
SD Score? Is there one higher? (number,
Y/N)-5.541 N
Gap, overlap, and spacing? (description)
No




1t Annotator: 2"d Apnotator: Function: Feature 20 Ann()tati()n

Madalyne Madison
5" end: 3’ end: Length: cpe
Start position?
21810 22223 414
Q  Glimmer: 21810
. . Q  Glimmer Score: 4.81
Isita gene? Function? O  GeneMark: 21810
O Likelv function from Phamerator [ Starterator MAs for selected and for alt
O Is there Cﬂdj)ll& H\?telhﬁ(zill based on) (Ansvzcr) Hypothetical Protein Opztéol\l}s\ Snumber, number alt MAs)
Genemarks? and description). Yes aor . ) . .
- ';;‘,‘,‘;‘&ef}‘{,‘g}}{g“pfﬁgg;s‘%ﬁt ?CBI, or @ Does itinclude all of the coding potential
@  Are there homologous genes based on a oth) and do Genyemark and Glimmer agree?
Blast search? (Answer) Yes @  Blast: Hypothetical Protein (Y/N, Y/N) Yes and yes
O Phases DB: tail assembly 0 Isitthe longest ORF? (Y/N) No
Q@ Isitlonger than 120 bp (Y/N) Yes chaperone. T ASSCIDR @  Alignment agreement from Blast? (Y/N,
. . Source) Yes
@ LikelyF t f HHpred? . .
Q Do other related Ehages agree (clor_?s)érvl}:?fdlgllrlla{g? and urlfctional SD Score? Is there one higher? (number,
(Phamerator) (Y/N) regions) Minor Capsid/ Unknown Y/N)
O NKF @ Gap, overlap, and spacing? (description)
Direction: (Fwd/R -56 @ \
Forwzllllz‘(glc fon: (Fwd/Rev) @ Membrane binding domain? 56 gap. 9 space
- O tRNA?no

Notes:




1*' Annotator: 2"d Annotator: Function:
Gigi Trejo tail assembly
chaperone
5’ end: 3’ end: Length:
22,265 22,723 459
Is ita gene? Eumction::
@  Likely function from Phamerator
(Atns"fer bly chaperone
Is there coding potential based on Jalt aSSEmbLy Che !
Genemarks? & H\T and description). s ﬁ;lfﬁl‘ gﬂg&g‘s‘ﬁlgf?&%}fﬁ%s}%ﬁﬁ?s“ cer
Yes tail assembly chaperone
Are there homologous genes based on O Blast
a Blast search? (Answer tail assembly chaperone
Yes @  Phages DB: blv ¢h
Is it longer than 120 bp (Y/N) tail assembly chaperone
Yes O  Likely Function from HHpred?
(conserved domains and functional
Do other related Rhages agree regions)
(Ph%gs}el‘ator) (Y/N) O  NKF: There is no known function
. k . Q M%mbranc binding domain?
Direction: (Fwd/Rev) O m\lﬁ)A?
NO

-  Forward

Notes:

0 Qo000

0o O O 00

Feature 30 Annotation

Start position?

Glimmer: 22,265

Glimmer Score: 12.02

GeneMark: 22,27?

Starterator MAs for selected and for alt
optll(\)qns’ (number, number alt MAs)

25 Ma's . .
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(31(\/IN, Y/N)

0, No
Is ﬁt the longest ORF? (Y/N)
0

Alignment agreement from Blast? (Y/N,
Source)

es
Does it include all of the functional region
HHpred)?

es
‘S{})N§c0re? Is there one higher? (number,

No. 5.3 . L.
Gép, ())wrlap, and spacing? (description)
ap: 41
Ovle)rlap:
Spacing: 10




1’ Annotator: 2" Annotator: Function:
Trenton Shappee Tail Chaperone
i : Protein
5" end: 3’ end: Length:
22265 22917 654
. Function?
Is it a gene?
@  Likely function from Phamerator (Answer)
Tail assembly Chaperone
@ Is there coding potential based on O Likely function from Blastp? (Answer
Genemarks? & H\I and description). | Ei’;‘éﬁﬁ&:ﬁﬁ%‘c‘f&%’?’ Ogh)
Yes e Tl oo e .
DI:I Blast: Tail assembly Chaperone
QO  Are there hom)ologous genes based on m}
Yes a Blast search? (AIISWCI‘ @ Phages DB: Tail assembly Chaperone
m}
Q Isitlonger than 120 bp (Y/N) a

Yes

Q Do other related R%lages agree

~ (Phamerator) (Y/
Yes

Q Direction: (Fwd/Rev)

- Fwd

o

Likely, Function from HHpred? Sconserved
domains and functional regions
Tail assembly Chaperone

NKF no
Ml%ml)ranc binding domain?
0

LRNA? no

Notes: There was a programmed translational frameshift

oooo

Feature 31 Annotation

Start position?

Glimmer: None

Glimmer Score: None

GeneMark None

Starterator MAs for selected and for alt
options (number, number alt MAs)

There is none

a

a
a

(W]

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/NNN
Is‘ it the longest ORF? (Y/N)
es

Alignment agreement from Blast? (Y/N,
Source)

There is none
Does it include all of the functional region
(HHpred)?Yes
SD Score? Is there one higher? (number,
Y/N) -2.224 N
Gap, overlap, and spacing? (description)

It overlaps with 31




Answer)

] Is it longer than 120 bp (Y/N)

Yes
Yes
] Direction: (Fwd/Rev)

Fwd

Notes:

Are ther;e homologous genes based on a Blast search?

Function:

t a
1** Annotator: nd .
Trenton 2"% Annotator: Tape measure
Protein
5’ end: 3’ end: Length:
22926 26219 3294
. 0’) .
Isita gene: Function?
Q@ Isthere coding potential based on Genemarks? (Y/Nand @ Likely function from Phamerator (Answer)
description). I'ape measure Protien
Likely function from Blastp? (Answer
Yes us\ipg phagesDB, NCBI, 0r]i))0th)
O Blag';: Tape measure protien

Phages DB: Tape measure protien

oo oo

Likely Function from HHpred? gconscrv ed
domains and functional regions
O Tape measure protien

Do other related phages agree (Phamerator) (Y/N)

| NKF
No

@  Membrane binding domain?
No

] tRNA?
No

oooo

Slar

0o 0Od

0o

Feature 32 Annotation

Start position?

Glimmer: 22926
Glimmer Score: 9.1/
GeneMark22926

Starterator MAs for selected and for alt
options (number, number alt MAs)

2 @22926 has 28 MA'S),

Does it include all of the coding potential
Y/NdYo/G():nemark and Glimmer agree?

is it the longest ORF? ?{ /N)Y

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
Hpred)?
Coverage is i;)%)
SD Score? Is t ere one higher? (number,
Y/N) SD is the best
GaH overlap, and spacmg" (description)
ere

There is a small gap on both ends




1* Annotator: 2"d Annotator: Function:
5’ end: 3’ end: Length:
Is it a gene? Function?
O Likely function from
IGSI there Cﬂdj)n& H\?tel}iﬁgl based on Phamerator (Answer)
cnemarks: and description). O  Likely function from Blastp?
(Answer using phagesDB, NCBI,
Are there homologous genes based on or both)
a Blast search? (Answer
O Blast:
Is it longer than 120 bp (Y/N) O Phages DB:
0  Likely Function from HHpred?
Do other related ghages agree conserved domains and
(Phamerator) (Y/N) unctional regions)
O NKF
Direction: (Fwd/Rev) O Membrane binding domain?
 tRNA?

Notes:

o000

(]

(m/

Feature 33 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential

and do Genemark and Glimmer agree?
Y/N, Y/N)

Is it the longest ORF? (Y/N)
Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
HHpred)?

‘S{}) Score? Is there one higher? (number,

Gap, overlap, and spacing? (description)




3

1’ Annotator: 2" Apnotator: Function:

Madison Renn Trenton Minor Tail Protein
5’ end: 3’ end: Length:
27588 30500 2022

Is it a gene?

Is there coding potential based on

Genemarks? (Y/N and description).:

Yes

Are there homologous genes based
on a Blast search? (Answer): Yes

Is it longer than 120 bp (Y/N): Yes

Do other related phages agree
(Phamerator) (Y/N): Yes

Direction: (Fwd/Rev): Forward

Notes: Start Codon ATG

O o

O oo

Function?
Likely function from Phamerator
(Answer): Minor Tail Protein
leely function from Blastp?
Answer usln% phagesDB, CBI or
oth): Minor Tail Protein
Blast: Minor Tail Protein
Phages DB: Minor Tail Protein
Likely Punctlon from H Prcd"
(conserved omains and functional
Iglons Titin Myosin/Muscle
ament
NKF: No
Membrane binding domain?: No

tRNA?: No

0O 0000

O 0 O OO

Feature 34 Annotation

Start position?

Glimmer: 27588

Glimmer Score: 7.28

GeneMark: 27588

Starterator MAs for selected and for alt
options (number, number alt MAs): 33 MA’s
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N): Yes, Yes

Is it the longest ORF? (Y/N): No

Alignment agreement from Blast? (Y/N,
Source): Yes

Does it include all of the functional region
(HHpred)?: No - HHpred says Titin

SD Score? Is there one higher? (number,
Y/N): DNA Master

Gap, overlap, and spacing? (description):
Gap: 19, Overlap: DNA Master, Spacing: 12,




1*' Annotator: 2"d Annotator: Function:
Phoenix
5’ end: 3’ end: Length:
30509 31660
Is it a gene? Function?
Q  Likely function from Phamerator
. . Answer
Is there codin H\(T)tentlal based on . .
Genemarks? & and description). Q  Likely function from Blastp?
Al%lssver using phagesDB, NCBI, or
0

Are there homologous genes based on .

a Blast search? (A%lswei' Q  Blast:
O Phages DB:

Is it longer than 120 bp (Y/N) O Likely Function from HHpred?

(conserved domains and functional
Do oth lated phages agree FESIONS
o other re s

(Phamerator) (Y/ R ) O  NKF

Direction: (Fwd/Rev) @ Membrane binding domain?
O tRNA?

Notes:

(] oooo

oo

Feature 35 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

SD Score? Is there one higher? (number,
Y/N)
Gap, overlap, and spacing? (description)




1t Annotator:

Aisley Allen
5’ end: 3’ end:
31660 32421

Is it a gene?

Q Is there codin H\(T)tential based_on
& and description). Q

SGenemarks?

QO  Are there homologous genes based on

a Blast search? (Answer
Q Isitlonger than 120 bp (Y/N
VEs g p (Y/N)

Q Do other related Rhages agree
YES(Phamerator) (Y/N)

Q Direction: (Fwd/Rev)
FORWARD

Notes:

2nd

Annotator: Function:
Hypothetical protein
Length:
762
Function?
Q  Likely function from Phamerator
(Answer) N/A
Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth) hypothetical protein
O Blast:
QO  Phages DB: function unknown
O  Likely Function from HHpred?
(conserved domains and functional
regions) Leucine zipper Dimerization
domain of transcription factor
Q NKF
O Membrane binding domain? NO
O tRNA?NO

0 O000oo

0O O O OO0

Feature 36 Annotation

Start position?

Glimmer: 31660

Glimmer Score: 6.35

GeneMark 31660

Starterator MAs for selected and for alt
options (number, number alt MAs) 33
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N) YES YES

Is it the longest ORF? (Y/N) YES
Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)? 5.93%

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)
Gap: -1 space: 12




1’ Annotator: 2" Apnotator: Function:

Phoenix Nina Hypothetical Protein
5’ end: 3’ end: Length:
32370 32693 324
Is it a gene? Function?
QO  Likely function from Phamerator
@  Is there coding potential based on Genemarks? Answer . .
(Y/N and description). - Hypothetical protein
ves Q  Likely function {from Blastp?
Altllslwer using phagesDB, NCBI, or
0 . .
Q  Are there homologous genes based on a Blast - ypothetical protein
search? (Answer)
yes O  Blast: unknown
@  Isitlonger than 120 bp (Y/N) O  Phages DB: unknown
ves QO  Likely Function from HHpred?
(conserved domains and functional
regions) . .
@ Do other related phages agree (Phamerator) (Y/N) o - NKFYDOthetlcal protein
O  Direction: (Fwd/Rev) Q  Membrane binding domain?
O tRNA?no
Forward

Notes:

oooo

(

O O O OO

Feature 37 Annotation

Start position?

Glimmer: 32433

Glimmer Score: 11.05

GeneMark: 32433

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N, Y/N)yes

Is it the longest ORF? (Y/N) yes

Alignment agreement from Blast? (Y/N,

Source)yes

Does it include all of the functional region

(HHpred)?yes

SD Score? Is there one higher? (number,

Y/N)

Gap, overlap, and spacing? (description)
-52,10




' Annotator: 2" Anpnotator: Function: Fe ature 38 Annotation
Aisley Allen
5" end: 3’ end: Length: Start position?
32698 33081 °
O  Glimmer:
. . Q  Glimmer Score:
Isita gene? Function? O  GeneMark
o . ‘ [ Starterator MAs for selected and for alt
] _ = ';{l,gg‘&cf;,mct"’n from Phamerator options (number, number alt MAs)
Is there codin H\(T)tentlal based on I X
Genemarks? & and description). 4 ';ilgglﬁ’efygg};;m ﬁg‘g“;ﬁ{agt ?CBI or 2 Doesitinclude all of the coding potential
y Wi § B . o
here homol based oth) 5 DS and do Genemark and Glimmer agree?
Are there homologous genes based on )
a Blast scarch? (Answer 9 st O g/lltwtl?é 1;Bmgest ORF? (Y/N)
] 9 Phages DB; @  Alignment agreement from Blast? (Y/N,
Is it longer than 120 bp (Y/N) O Likely Function from HHpred? Source)
(conserved domains and functional
regions
Do other related phages agree @ SD Score? Is there one higher? (number,
(Phamerator) (Y/ R ) sesas O  NKF Y/N) 5 (
o . .
Direction: (Fwd/Rey Q  Membrane binding domain? @ Gap, overlap, and spacing? (description)
O tRNA?

Notes:




1’ Annotator:
Trenton
5’ end: 3’ end:
33081 33272

Is it a gene?

O  Is there codin h)\?tcntial based on
. Genemarks? &
Kinda Theres just not alot of activity

@  Arethere homolo%lous genes based on a Blast
0

search? (Answer)
@ Isitlonger than 120 bp (Y/N)
Yes

Q Do o)ther related phages agree (Phamerator)

(Y/N
.

Q@  Direction: (Fwd/Rev)
Fwd

Notes:

2nd

and description).

Annotator: Function:
Hypothetical Protien
Length:
192

Function?

QO  Likely function from Phamerator
Al\l;swcr
0

O  Likely function from Blastp?
Altllssver using phagesDB, NCBI, or
0

0
Blast: Hypothetical protein

|
Q  Phages DB: Hypothetical protein
Q  Likely Function from HHPI'ed?
(conserved domains and functional
regions)
Q NKF Yes
Q Mlsmbrane binding domain?
0
Q tRNA?
No

oood

Feature 39 Annotation

Start position?

Glimmer: 33081

Glimmer Score: 8.73

GeneMark33081

Starterator MAs for selected and for alt
options (number, number alt MAs)

(Start: 5 @33081 has 4 MA's),

a

o 0 O O 0O

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)YY
Is it the longest ORF? (Y/N)
Y
Alignment agreement from Blast? (Y/N,
Source)Yes
Does it include all of the functional region
(HHpred)? No
SD Score? Is there one higher? (number,
Y/N)-2.828Y
Gap, overlap, and spacing? (description)
No




1*' Annotator: 2"d Annotator: Function:
Phoenix
5" end: 3’ end: Length:
Is it a gene? Function?
O Likely function from
IGSI there Cﬂdj)n& H\?tel}iﬁgl based on Phamerator (Answer)
cnemarks: and description). O  Likely function from Blastp?
(Answer using phagesDB, NCBI,
Are there homologous genes based on or both)
a Blast search? (Answer
O Blast:
Is it longer than 120 bp (Y/N) 0  Phages DB:
O  Likely Function from HHpred?
Do other related ghages agree conserved domains and
(Phamerator) (Y/N) unctional regions)
O NKF
Direction: (Fwd/R
irection: (Fwd/Rev) O Membrane binding domain?
 tRNA?

Notes:

O 0000

(M

Feature 40 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
Y/N, Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

DOﬁS it idI;‘C?IUde all of the functional region
red)’
P core? Is there one higher? (number,

Gap, overlap, and spacing? (description)




O Isthere Cﬂdj)n& H\?telﬁ[i&ll based.on Phanierator (Answer) endolysin
SGenemar S and description). Q Likely function from Blastp?
Answer using phagesDB,
QO  Are there homologous genes based on or ba’ﬂll) .
a Blast search? (Answer o Bfn olysm
S
@ Isitlonger than 120 bp (Y/N) Q  Phages DB: endolysin
YES QO Likely FllI(lic(tliOIl from Hglpred?
conserved domains an
9 Djother related phages agree unctional regions)Protein
NO, there is a dip 87) Structure Initiative

Q

Forward

1’ Annotator: 2" Annotator:
Aisley Allen
5’ end: 3’ end: Length:
34067 34855 789

Is it a gene?

Function:
endolysin

Function?

QO Likely function from

Direction: (Fwd/Rev)

O NKF
Q@ Membrane binding domain? NO

O tRNA?NO

Notes:

0O 0000

o0 O O OO0

Feature 41 Annotation

Start position?

Glimmer: 34067

Glimmer Score: 10.47

GeneMark34034

Starterator MAs for selected and for alt
options (number, number alt MAS) 32
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N) NO

Is it the longest ORF? (Y/N) NO
Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)? 29.771%

SD ?core? Is there one higher? (number,
Y/N

Gap, overlap, and spacing? (description)
Gap: 102 spacer: 7




1t Annotator: 2"d Apnotator: Function: Feature 42 Ann()tati()n

Daniel
5" end: 3’ end: Length: cpe
Start position?
Q  Glimmer:
. . Q  Glimmer Score:
Isita gene? Function? O  GeneMark:
. L 3 Starterator MAs for selected and for alt
Q bikely tu)nctlon from Phamerator options (number, number alt MAs)
QO Isthere codj)n& H\(T)tential based on .nswcr \ )
Genemarks? and description). - 'gﬁg{zgygggh‘gnp%ggﬁgﬁt cBLor 9@ Does itinclude all of the coding potential
oth) and do Genemark and Glimmer agree?
O  Arethere hom)ologous genes based on (Y/N,Y/N)
a Blast scarch? (Answer QO  Blast: O Is it the longest ORF? (Y/N)
. . Q Alignment agreement from Blast? (Y/N,
QO Isitlonger than 120 bp (Y/N) - P?lages DB: I ) Source)
- (Lc‘},‘gg{fv‘g},%‘g’ggg;‘;ﬁ%‘ pred; @ Does itinclude all of the functional region
@ Do other related Rhages agree regions) (HHpred)?
(Phamerator) (Y/N) O  NKF O  SD Score? Is there one higher? (number,
O Memb binding d in? Y/N)
@ Direction: (Fwd/Rev) ¢mbrane binding domain: @ Gap, overlap, and spacing? (description)

QO tRNA?

Notes:




1t Annotator: 2"d Apnotator: Function: Feature 43 Ann()tati()n

Madalyne Aisley Allen Hypothetical Protein
5" end: 3’ end: Length: cpe
Start position?
35708 35406 303
Q  Glimmer: 35708
. Bt F < o 3  Glimmer Score: 5
Is 1t a gene: unction: O  GeneMark: 35708
. ot 3 Starterator MAs for selected and for alt
. _ (Answer) 11y pothetical protein o options (number, number alt MAs) No alt
Q Is there codin H\(I)tentlal based_on start 27 MA’s
Genemarks? & and description). . . )
Yes Q  Likely function {from Blastp? . . .
Answer using phagesDB, NCBL or [  Does it include all of the coding potential
Q  Are there hOm,OIOgOUS genes based on oth) and do Genemark and Glimmer agree?
a Blast scarch? (Answer) Yes O  Blast: Hypothetical Protein (Y/N, Y/N) yes and yes
. , Q  Phages DB: binding protein QO Isitthe longest ORF? (Y/N) Yes
0 Isitlonger than 120 bp (Y/N) Yes s sl O  Alignment agreement from Blast? (Y/N,
Q  Likely Function from HHPred? S ) Yes
(conserved domains and functional ource) xcs . .
O Do other related Rhages agree regions) Hypothetical Protein O Does itinclude all of the functional region
(Phamerator) (Y/N) Yes O NKF (HHpred)?
Memmb binding domain? @ SD Score? Is there one higher? (number,
Q Direction: (Fwd/Rev) Reverse = ¢mbranc biding domarn: Y/N)
O tRNA? @ Gap, overlap, and spacing? (description)

Notes:




1™ Annotator: 2" Annotator: Function: Feature 44 Annotation

Madison Renn Daniel DNAJ Like
s end + end Length Chaperonin
5 ena: 3 enas: cn . o e
o . o Start position?
Q  Glimmer:
. . Glimmer Score:
Isita gene? Function? @  GeneMark:
e . ‘ 3 Starterator MAs for selected and for alt
= bill‘lglv’vctl‘,‘)‘.m“’n from Phamerator options (number, number alt MAs):
3 Is there coding potential based on . L. . .
Genemarks? & Rand description).: 'ﬁhﬁ%}lgg};‘%ﬁg‘gﬁﬁ{ﬁt CBLor 9 Does itinclude all of the coding potential
oth): and do Genemark and Glimmer agree?
[ Are there homologous genes based ] (Y/N, Y/N):
on a Blast search?’ (Answer): Q  Blast L e LORE? (¥/N)
] O  Phages DB: s it the longes ? :
QO Isitlonger than 120 bp (Y/N): Ases Q  Alignment agreement from Blast? (Y/N,
0 %‘lkely FUICIIC(tIIOIl from Hd Pl edt" 1 Source):
conserve omains and functiona N
Do other relate ages agree regions oes 1t Include all of the functional region
h ldghgg ): Q Does itinclude all of the f ional regi
(Phamerator) (Y/N): O NKF: (HHpred)?:
@ SD Score? Is there one higher? (number,
. . @ Membrane binding domain?: .
@ Direction: (Fwd/Rev): ‘ Y/N):
O tRNA: @ Gap, overlap, and spacing? (description):

Notes: *GTG START CODON*




1’ Annotator: 2nd
Phoenix
5’ end: 3’ end:
36548 36360

o

Is it a gene?

Genemarks?

- yes

Q  Are there homologous genes based on a

Is there codin &)tential based on
& and description).

Blast search? (Answer)

a
yes
@ Do other related
(Phamerator) (Y/

Is it longer than 120 bp (Y/N)

R%lages agree

@  Direction: (Fwd/Rev)

Notes:

Reverse

Annotator: Function:
hypothetical protein
Length:
306
Function?
@  Likely function from Phamerator

(Answer . .
- Hypothetical protein

Likely function from Blast]i;)? (Answer
0

using phagesDB, NCBI, or both)
- l% 7poe%het1cal
O  Blast: function unknown
O  Phages DB: no data
O  Likely Function from HHpred?
(conserved domains and functional
regions)
- rotein required for localization of TasA to
extracellular matrix
d NKF
Q@  Membrane binding domain?
O tRNA? no

oooo

(

O O O OO

Feature 45 Annotation

Start position?

Glimmer: 36548

Glimmer Score: 10.15

GeneMark 36548

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N, Y/N)yes

Is it the longest ORF? (Y/N) yes

Alignment agreement from Blast? (Y/N,

Source)yes

Does it include all of the functional region

(HHpred)?yes

SD Score? Is there one higher? (number,

Y/N)

Gap, overlap, and spacing? (description)
-125, 17




1"t Annotator:
Gigi Trejo
5’ end: 3’ end:
36750 36,541

Is it a gene?

2nd

Annotator: Function:
Daniel Unknown function
Length:

210

Function?

QO  Likely function from Phamerator
Answer

Is there codin H\(T)tential based_on unknown function
Genemarks? & and description). Q  Likely function from Blastp?
Yes Alﬁslwer using phagesDB, NCBI, or
0 .
Are there hom)ologous genes based on o Bil;;t,n"“'“ function
a Bﬁgt search? (Answer unknown function
. Q Ph: DB:
Is it longer than 120 bp (Y/N) uﬁ ensown function
Yes Q  Likely Function from HHpred?
(conserved domains and functional
Do other related Rhages agree regions)
(Phamerator) (Y/N)
No Q NKF
Yes
Direction: (Fwd/Rev) O Membrane binding domain?

Notes:

Reverse

No
O tRNA?
No

0 Qo000

0o O O 00

Feature 46 Annotation

Start position?

Glimmer: 36750

Glimmer Score: 6.52

GeneMark: R/?,?S()

Starterator MAs for selected and for alt
options (number, number alt MAs)

4 IMIAS . .
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Yes, Yes
IsY it the longest ORF? (Y/N)

es
Alignment agreement from Blast? (Y/N,
Source)

es
Does it include all of the functional region
HHpred)?

0
‘S(})NScore? Is there one higher? (number,

-4.421, Yes, -1.740 | ..
Gap, overlap, and spacing? (description)

Gap: -55

Overlap:

Spacing: 7




1*' Annotator: 2"d Annotator: Function:
5’ end: 3’ end: Length:
38966 36771
Is it a gene? Function?
QO  Likely function from Phamerator
. . Answer
Is there codin H\(T)tentlal based_on Cas4 exonuclease
Genemarks? & and description). Q  Likely function from Blastp?
Alﬁs;wer using phagesDB, NCBI, or
0
Are there homologous genes basedon | Bfa%% exonuclease
a Blast search? (Answer Chisy exonuclease
Q Pl(;ages DB: le:

Is it longer than 120 bp (Y/N) m leﬁé Funclion from HHpred?
(cor.lser;’ed domains and functional
regions

Do other related phages agree :as4 exonuclease

(Phamerator) (Y/ R ) sesas O KFno

O Membrane binding domain?

Direction: (Fwd/Rev) 1o

Qd tRNA? No

Notes:

(] oooo

oo

Feature 47 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

SD Score? Is there one higher? (number,
Y/N)
Gap, overlap, and spacing? (description)




1t Annotator: 2" Annotator: Function: Fe ature 48 Annotation
Daniel Aisley Allen
5" end: 3’ end: Length: cpe
Start position?
39958 993
O  Glimmer:
. . Q  Glimmer Score:
Isita g‘ene? Function? Q@  GeneMark:
[ Starterator MAs for selected and for alt
@  Likely function from options (number, number alt MAs)
Is there codj)n& H\(T)tential based_on Phamerator (Answer)
Genemarks? and description). @  Likely function from Blastp? O Does itinclude all of the coding potential
Answer using phagesDB, NCBI, and do Genemark and Glimmer agree?
Are there homologous genes based on or both) (Y/N, Y/N)
a Blast search? (Answer O Blast @ Isitthe longest ORF? (Y/N)
I Q Alignment agreement from Blast? (Y/N,
Is it longer than 120 bp (Y/N) Q  Phages DB: Sm%rce) 5
Q Lci(l,(ﬁé% f‘}éﬁc(tli(())lllll gg;nagglpred?  Does itinclude all of the functional region
Do other related phages agree : : (HHpred)?
(Phamerator) (Y/ K ) unctional regions) @ SD Score? Is there one higher? (number,
O NKF Y/N)
Direction: (Fwd/Rev) O Membrane binding domain? @  Gap, overlap, and spacing? (description)
O tRNA?

Notes:




1t Annotator:
Nina
5’ end: 3’ end:
40488 39955

Is it a gene?

Q Is there codin H\(I)tential based_on
& and description).

~ Genemarks?
Yes

QO  Are there homologous g)enes based on
r

~aBlast search? (Answe
Yes

D\' Is it longer than 120 bp (Y/N)
€S

O Do other related phages agree
R (Phamerator) (Y/RT) sesas
es

Q Direction: (Fwd/Rev)
Reverse

Notes:

2nd

Annotator: Function: [ INT]
Endonuclease
Length:
533

Function?

QO Likely function from
Phanierator (Answer)
HNH Endgnuclease
Q Likely function from Blastp?
(Answer using phagesDB, NCBI,
or both
HNH Endonuclease

ast:
HNH Endonuclease
O  Phages DB:
HNH Endonuclease
Q  Likely Function from HHpred?
conserved domains and
unctional regions)

HNH Endonuclease

NKF

NO
2 M\(]:mbrane binding domain?
No
tRNA?

o

oooo

Feature 49 Annotation

Start position?

Glimmer: 10488
Glimmer Score: 0.37
GeneMark: 10488

Starterator MAs for selected and for alt
options (number, number alt MAs)Yes

36 MAS

(]

0o 0 0 oo

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N) .
Y, Y- genemark and glimmer agree
Is it the longest ORF? (Y/N)
Alignment agreement from Blast? (Y/N,
Source) Yes
Does it include all of the functional region
(HHpred)?
‘S{})N§c0re? Is there one higher? (number,
Gap, overlap, and spacing? (description)
Gap= -4, Space=9




1*' Annotator: 2" Anpnotator: Function:
Trenton Shappee Mada]yne ruvc-like resolvase
5’ end: 3’ end: Length:

41057 40485 573

Is it a gene? Function?

QO  Likely function from Phamerator

. . Answer

Q Is there codin H\(I)tentlal based on ruvc-like resolvase
Genemarks? & and description).

Y there is potential for coding QO Likely function from Blastp?

gAnswer using phagesDB, NCBI, or
oth)

QO  Are there homologous genes based on
a Blast search? (Answer

There are O  Blast: ruvc-like resolvase
. O  Phages DB:Jruvc-ik |

Q Isitlonger than 120 bp (Y/N) . 5 Ir_uvc I. ¢ resonvase )

Y O  Likely Function from HIpred?

(conserved domains and functional

Q Do other related Rhages agree regions)

Y (Phamerator) (Y/N) O  NKF there is a known function

) o PN

O  Direction: (Fwd/Rev) Q Mﬁ{)nbrdne binding domain?

@ tRNA? No
- Reverse

Notes:

Feature 50 Annotation

Start position?

Glimmer: 41057
Glimmer Score: 15.27
GeneMark41057
Starterator MAs for selected and for alt
options (number, number alt MAs)
, (Start: 190 @41057 has 30 MA's),
O Does itinclude all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N)YY
Is it the longest ORF? (Y/N)
N i believe it is the second longest reading
frame
Alignment agreement from Blast? (Y/N,
Source) There is an alignment agreement
from blast
Does it include all of the functional region
(HHpred)? Y
SD Score? Is there one higher? (number,
Y/N)-3.976 N
Gap, overlap, and spacing? (description)
No gap

oooo

()

(W]

oQ 0O 0O




1*' Annotator: 4 Annotator: Function:
Madison Renn Phoenix Hypothetical
- Protein
5" end: 3’ end: Length:
41239 41054 186
IS it a gene? Functlon?
QO  Likely function from Phamerator
Answer) ' '
@ Isthere codln& &otentlal based_ on - Function Unknown
Genemarks? and description). g leelv functlon from Blast
- Yes {) nswer using phagesD CBIL or
O Areth h I b d oth): Functlon Unknow n
Olliea B]e;'gt S‘e’g}&{’g&}fﬁggﬁs ase Q  Blast: Hypothetical Protein
- Yes O  Phages DB: No Data Available
Q Isitlonger than 120 bp (Y/N) O Likely Functlon from H Pred‘?
- Yes (conserved domains and functional
regions): Several hits [or different
@ Do other related phages agree functions - look into this
i (Phaerglerator) Y/g O NKF: Ves
. O Membrane binding domain?:
O Direction: (Fwd/Rev) Unknown
- Reverse O (RNA2:No

Notes: ATG Start Codon

0O 0000

O 0 O OO

Feature 51 Annotation

Start position?

Glimmer: 41239

Glimmer Score: 41054

GeneMark: 41239

Starterator MAs for selected and for alt
options (number, number alt MAs): 6 MA’s
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N): Yes

Is it the longest ORF? (Y/N): No

Alignment agreement from Blast? (Y/N,
Source): Yes

Does it include all of the functional region
(HHpred)?: No

SD Score? Is there one higher? (number,
Y/N): DNA Master

Gap, overlap, and spacing? (description):
Gap: -4, Overlap: None, Spacing: 9




1*' Annotator: 4 Annotator: Function:
Trenton Phoenix Hypothetical Protein

5’ end: 3’ end: Length:

41508 41236 273

Is it a gene?

Q  Is there coding potential based on Genemarks?
(Y/N and description).

Y

O  Are there homologous genes based on a Blast
R search? (Answer)
0

O  Isitlonger than 120 bp (Y/N)
yes

O Do other related phages agree (Phamerator) (Y/N)
\7

Q  Direction: (Fwd/Rev)

Rev

Notes:

O o

C

Function?

Likely function from Phamerator
Answer,
None
Likely function from Blastp?
Alﬁsl}ver using phagesDB,
0

CBI or

Blast: hypothetical protein

Phages DB: Function unknown
Likely Function from H Prcd"
(conserved domains and functional
regions

NKF
Yes

Membrane binding domain?
tRNA?
No

oooo

o000 OO0 O

Feature 52 Annotation

Start position?

Glimmer: 41508
Glimmer Score: 171.977
GeneMark4 1508

Starterator MAs for selected and for alt
0 tlons (number, number alt MA
Start: g(ﬁ @41511 has 18 MA's), (Slarl 40
a 41508 has 13 MA's)

Does it include all of the coding potentlal
do Genemark and Glimmer agree?

%Y/ N. Y/N)YY

ls it the longest ORF? (Y/N)N it is the second

onges

Ahg‘f’nment agreement from Blast? (Y/N,

Source)

Does it include all of the functional region
HHpred)? No
D Score? Is there one higher? (number,
Y/ N)Y yes but the startera lor dosnt agree
, overl aP and spacmg (descrlptlon)
Llllle overlap on both end




1 Annotator: 2"d Apnotator: Function: Feature 53 Ann()tati()n

Madalyne MazG-like nucleotide
pyrophosphohydrolas
5’ end: 3’ end: Length: e e o
Start position:
41900 41508 393
Q Glimmer: 41903
. . Q  Glimmer Score: 12.84
Is it a gene? Function? O  GeneMark: 41900
. 3 Starterator MAs for selected and for alt
v ion fr amer :
@ Is there coding potential based on (Answer) Maz(-like nucleotide O.Iﬂ,:l? ns (’n‘umber, nun_lber Elt MAs) 41903
Genemarks? && and description). Yes pyrophosphohydrolase has 7 MA’s 41900 has 15 MA’s
O  Likely function from Blastp? .. . .
Answer using phagesDB, NCBL or [  Does it include all of the coding potential

@  Are there homologous genes based on a oth)

Blast search? (Answer and do Genemark and Glimmer agree?

O  Blast: MazG-like nucleotide (Y/N,Y/N) No and No
pyrophosphohydrolase

@ Isitlonger than 120 bp (Y/N) Yes O Isit the longest ORF? (Y/N) No
O  Phages DB: MazG-like nucleotide @ Alignment agreement from Blast? (Y/N,
pyrophosphohydrolase S )
O Do other related Rhages agree ) ] ) ource) . .
(Phamerator) (Y/N) O  Likely Function from HHpred? d Does itinclude all of the functional region
(conserved domains and functional (HHpred)?
.. regions) N/A pred): ]
@ Direction: (Fwd/Rev) Reverse @ SD Score? Is there one higher? (number,
- @ Membrane binding domain? @ Gap, overlap, and spacing? (description)
O tRNA?

Notes:




1*' Annotator: pas Annotator: ~Function: Feature 54 Ann()tati()n

Gisselle Trejo Phoenix Single-stranded
DNA-binding protein
. o . . )
5" end: 3’ end: Length: Start position?
42,772 42,059 714
. ’ / Q  Glimmer: 42,772
3 Glimmer Score: 7 73
3 Sommioraior AT for selected and for alt
. . arterator MAs for selected and for a
Isita gene? Function? Optlmll\sl number, number alt MAs)
22 M
O Likely function from Phamerator = Does it 1nclude all of the coding potential
. (Answer and do Genemdrk and Glimmer agree?
Q Isthere codln H\(T)tentlal based_on ssdna binding pr oleln (Y/ N, Y
Genemarks? & and description). QO Likely functlon(i’ rom Blastp?
Yes g})ltlﬁwer using phagesDB, NCBL or [0 s it the longest ORF? (Y/N
Q Q‘iﬁ;lsltegg;},‘gﬁlo(lx%‘;userenes basedon | pssnabinding protein O Alignment agreement from Blast? (Y/N,
Yes W a Plslsdnall))]lsndlng protein Source)
ages - . .
O  Isitlonger than 120 bp (Y/N) N ;'/1% lll)lllrclggh 5.2}%‘;‘1 red? a I%JOPGI% i'te $glude all of the functional region
Yes (conserved domains and functional
O Do other related phages agree regions) QO  SD Score? Is there one higher? (number,
(Ph%merator) (Y/ R) O NKF Y/N)
s O Membrane binding domain? @  Gap, overlap, and spacing? (description)
Q  Direction: (Fwd/Rev) No.., Gap: -1
Q tRNNA. Spacer: 9
Reverse 0 verlap:

Notes:




1*' Annotator: 2" Annotator: Function: Feature 55 Annotation
Aisley Allen
5" end: 3’ end: Length: Start position?
42906 42772 ’
O  Glimmer:
. . Q  Glimmer Score:
Isita gene? Function? O  GeneMark:
o . [ Starterator MAs for selected and for alt
] _ = ';{l,gg‘&cf;,mct"’n from Phamerator options (number, number alt MAs)
Is there codin H\(T)tentlal based on 1 1
Genemarks? & and description). 4 ';ilgglﬁ’efygg};;m ﬁg‘g“;ﬁ{agt ?CBI or 2 Doesitinclude all of the coding potential
y Wi h B . o
here homol based oth) 5 PS and do Genemark and Glimmer agree?
Are there homologous genes based on !
a Blast search? (Answer 2 Blast O g/lltwtl?é 1;Bmgest ORF? (Y/N)
] 9 Phages DB: @  Alignment agreement from Blast? (Y/N,
Is it longer than 120 bp (Y/N) O Likely Function from HHpred? Source)
(conserved domains and functional 0
regions
Do other related Rhages agree 5 @  SD Score? Is there one higher? (number,
(Phamerator) (Y/N) O  NKF Y/N)
) ) o . .
Direction: (Fwd/Re) Q  Membrane binding domain? @ Gap, overlap, and spacing? (description)
d tRNA?

Notes:




W]

Q

1’ Annotator: 2" Apnotator: Function:

5’ end: 3’ end: Length:

Is it a gene?

Is there coding potential based on

Genemarks? (Y/N and description).

Are there homologous genes based
on a Blast search? (Answer)

Is it longer than 120 bp (Y/N)
Do other related phages agree

(Phamerator) (Y/N)

Direction: (Fwd/Rev)

Notes:

186

O o

O o

Function?

Likely function from Phamerator
(Answer

Likely function from Blastp?

Answer using phagesDB, NCBI, or
oth)

Blast:

Phages DB:

Likely Function from HHpred?

(conserved domains and functional

regions)

NKF Yes

Membrane binding domain?

tRNA? No

0O 0000

O 0 OO0

Feature 56 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1 Annotator: 2"d Apnotator: Function: Feature 57 Ann()tati()n

Madalyne Madison Hypothetical Protein
5" end: 3’ end: Length: cpe
Start position?
43338 43102 237
Q Glimmer: 43338
. . Q  Glimmer Score: 12.42
Is it a gene? Function? O GeneMark 43338
. 3 Starterator MAs for selected and for alt
; ATer . .
Q@ Isthere codin& &)tential based on (AHS%CI‘) Hypothetical Protein (Z)E'f\lloas (number, number alt MAs) 43338 has
Genemarks? and description). yes O Likely function from Blastp? A28
Answer using phagesDB, NCBI, or .. . .
Q  Are there homologous genes based on a oth) @ Does itinclude all of the godlng potential
Blast search? (Answer) yes Q@  Blast: Hypothetical Protein and do Genemark and Glimmer agree?
O Ph: i)B- Hypothetical Proteir (Y/N. Y/N) yes and yes
@ Isitlonger than 120 bp (Y/N) Yes ages Db: tiypothetical Frotem @ Isitthe longest ORF? (Y/N) No
@ Likely Function from HHpred? @ Alignment agreement from Blast? (Y/N,
(conserved domains and functional S ) Yes
O Do other related Ehz\l(ges agree regions) ource) Yes ] ]
(Phamerator) (Y/N) Yes Q  NKF d Does itinclude all of the functional region
(HHpred)?
O  Direction: (Fwd/Rev) Reverse O Membrane binding domain? @ SD Score? Is there one higher? (number,
O (RNA? Y/N) . -
- @ Gap, overlap, and spacing? (description)

Notes:




1’ Annotator: 2nd

Aisley Allen
5’ end: 3’ end:
43416 43547

Is it a gene?

Annotator: Function:
Nina Unknown function
Length:
132
Function?

QO  Likely function from Phamerator
Answer

3 Isthere codin& H\(T)tential bhased on

SGenemarks?

one
and description). Q  Likely function from Blastp?

Al%ﬁwer using phagesDB, NCBI, or
0

QO  Are there homologous genes based on [:I; ““(ﬁt{on unknown

a Blast search? (Answer) YES
Q Isitlonger than 120 bp (Y/N
VEs g p (Y/N)

Q Do other related Rhages agree
NO (Phamerator) (Y/N)

Q Direction: (Fwd/Rev)
Forward

Notes:

ast:

Function unknown
O  Phages DB: function unknown
O  Likely Function from HHpred?
(conserved domains and functional
regions)Protein of unknown function
O NKF
none

@ Membrane binding domain? NO
Qd tRNA?NO

Feature 58 Annotation

Start position?

Glimmer: 43416
Glimmer Score: 3.57
GeneMark N/A
Starterator MAs for selected and for alt
options (number, number alt MAs)

/A
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N) no genemark available.
Is it the longest ORF? (Y/N) NO
Alignment agreement from Blast? (Y/N,
Source) YES
Does it include all of the functional region
(HHpred)? 41.86%
SD Score? Is there one higher? (number,
Y/N)
Gap, overlap, and spacing? (description)
gap: 77 space: 18

oooo

oy

O O O OO




1’ Annotator: 2" Apnotator: Function:

Phoenix Hypothetical protein
5’ end: 3’ end: Length:
43520 43410 111
Is it a gene? Function?
QO  Likely function from Phamerator
Q  Is there coding potential based on - Anlsivgrf)l;)thetical protein
Genemarks? & H\T and description).

O  Likely function from Blastp?
Anlslwer using phagesDB, NCBI, or

X X ot . .
3 psthere homolexous genes based on PO e protein
O  Blast: function unknown
Q Isitlonger than 120 bp (Y/N) @  Phages DB: no data
- no
QO  Likely Function from HHpred?
QO Do other related phages agree (conserved domains and functional
(Phamerator) (Y/ R ) regions) .
- yes - unknown function
Q Direction: (Fwd/Rev) QO  NKF
Qd Membrane binding domain?
- Reverse O tRNA?no

Notes:

oooo

(

O O O OO

Feature 59 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark 43520

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,

Source)

Does it include all of the functional region

(HHpred)?

SD Score? Is there one higher? (number,

Y/N)

Gap, overlap, and spacing? (description)
-4,18




1*' Annotator: 2"d Annotator: Function:
Gigi Trejo Daniel Hypothetical
: protein
5" end: 3’ end: Length:
43,771 43,517 417
Is it a gene? Function?
QO  Likely function from Phamerator
. . Answer

Is there codin H\(T)tentlal based_on unknown function
Genemarks? & and description). Q  Likely function from Blastp?

No Alﬁslwer using phagesDB, NCBI, or

0 .
Are there hom)ologous genes based on o Bil;;t,n(’“'n function
a B%?st search? (Answer unknown function
€s Q  Phages DB:f "

Is it longer than 120 bp (Y/N) O  Likely Function from HHpred?

Yes (cor.ls'er;red domains and functional

regions

Do other related phages agree unknown function
(Phamerator) (Y/ R) sesas O  NKF

Yes Yes
Direction: (Fwd/Rev) a Mﬁombrane binding domain?

| tRNNA?
0

- Reverse

Notes:

0 Qo000

(.

Feature 60 Annotation

Start position?

Glimmer: 43771

Glimmer Score: 6.65

GeneMark: ﬁz\n

Starterator MAs for selected and for alt
options (number, number alt MAs)

13 MA’s . .
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Yes, Yes
Is ﬁt the longest ORF? (Y/N)

0

Alignment agreement from Blast? (Y/N,
Source)

es
Does it include all of the functional region
%Hpred)?
0

‘S{})NScore? Is there one higher? (number,

-5.421, YesS, -4.141 . ..
Gap, overlap, and spacing? (description)
Gap: -166

Overlap:

Spacing: 14




1* Annotator: 2" Annotator: Function:
5’ end: 3’ end: Length:
44046
Is it a gene? Function?
QO  Likely function from Phamerator
. . Answer
Is there codin H\(T)tentlal based_on Unknown function
Genemarks? & and description). Q  Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth) hypothétical protein
Qll‘selétllslteggal}.(érl{;?o(lx%gasei.enes based on Q  Blast: hypothetical protein
O  Phages DB: hypothetical protein
Is it longer than 120 bp (Y/N) O Likely Function from HHpred?
(cor.lser;’ed domains and functional
regions
[%)(l)1 other relate‘(fi Rhages agree Transcription regulator
(Phamerator) (Y/N) O NKFVes
Direction: (Fwd/Rev) o Mfglbrane binding domain?
O tRNA? No

Notes:

(] oooo

oo

Feature 62 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

SD Score? Is there one higher? (number,
Y/N)
Gap, overlap, and spacing? (description)




1’ Annotator:
Nina
5’ end: 3’ end:
44135 44043

Is it a gene?

Q Is there codin H\(T)tential based_on
& and description). o

Genemarks?

QO  Are there homologous genes based on

~aBlast search? (Answer
Yes

E]I\I Is it longer than 120 bp (Y/N)
0

Q Do other related Rhages agree
~ (Phamerator) (Y/N)
Yes

Q Direction: (Fwd/Rev)

Reverse

Notes:

2nd

Annotator: Function:
Hypothetical
Protein
Length:
02
Function?

QO Likely function from
Phamnierator (Answer)
Function Unknpown
Likely function from Blastp?
(Answer using phagesDB, NCBI,
or both)
Function Unknown
Q Blast:
FFunction Unknown
Q Phages DB:
Function Unkngwn
Q  Likely Function from HHpred?
conserved domains and
unctional regions)

O NKF
S
Q Membrane binding domain?
0
Q tRNA? No

o000

10 NV

o0 O OO0

Feature 62 Annotation

Start position?

Glimmer: N/A

Glimmer Score: N/A

GeneMark: 44135

Starterator MAs for selected and for alt
(I)Btlons (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(3{%, Y/N)

Is l\gt the longest ORF? (Y/N)

0
Alignment agreement from Blast? (Y/N,
Source)

es
Does it include all of the functional region
(I\{;Hpred)?

es
SS(}) Score? Is there one higher? (number,

Gap, overlap, and spacing? (description)
Gap = -1, space = 13




1’ Annotator: 2" Apnotator: Function:

Madison Renn Gigi Hypothetical
- Protein
5" end: 3’ end: Length:
44419 44135 285
Q  Likely function from Phamerator
(Answer): [Function Unknown
[ Is there coding potential based on .
Genemarks? (V)N and description). = @ Lkely fu ﬁﬁfh%npfﬁgnés%%st CBI, or

- Yes oth): Function Unknown

d Are there homologous genes based O  Blast: Function Unknown
_ on %elzl{s;lls\el? rch? (Answer) O  Phages DB: Function Unknown
O  Likely Function from HHpred?
Q Isitlonger than 120 bp (Y/N) (consverved domains and Rlnctlonal
- Yes regions):Domain of Unknown
Function
3 Do other related phages agree . Ve
(Phamerator) (Y/ § Q2 NKF: Yes
- Yes O Membrane binding domain?:
. Unknown
@ Direction: (Fwd/Rev)
- Reverse Q tRNA?: No

Notes: Start Codon GTG

0O 0000

O 0 O OO

Feature 63 Annotation

Start position?

Glimmer: 44419

Glimmer Score: 10.77

GeneMark: 44419

Starterator MAs for selected and for alt
options (number, number alt MASs): 26 MA’s
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N): Yes

Is it the longest ORF? (Y/N): No

Alignment agreement from Blast? (Y/N,
Source): Yes

Does it include all of the functional region
(HHpred)? 34% Coverage

SD Score? Is there one higher? (number,
Y/N): DNA Master

Gap, overlap, and spacing? (description):
Gap: -4, Overlap: None, Spacing: 10




1t Annotator:
Aisley Allen
5’ end: 3’ end:
44865 44416

Is it a gene?

Q  Is there codin H\(T)tential based on
& N and descn](])tlon). m

Genemarks?
Yes, it is a little suspicious thoug

QO  Are there homologous genes based on o

a Blast search? (Answer
Yes

Q Isitlonger than 120 bp (Y/N)
Yes

Q Do other related Rhages agree
N (Phamerator) (Y/N)
0

Q Direction: (Fwd/Rev)
Reverse

Notes:

2nd

Annotator: Function:
Phoenix
Hypothetical Protein
Length:
450

Function?
Q  Likely function from Phamerator
(Answer) N/A, no synteny
Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth) hypothetical protein
Blast: function unknown
QO  Phages DB: function unknown
O  Likely Function from HHpred?

(conserved domains and functional
regions) Quinohemoprotein amine

dehydrogenase
O NKFYES
O Membrane binding domain? NO
O tRNA?NO

0 O000oo

0O O O OO0

Feature 64 Annotation

Start position?

Glimmer: N/A

Glimmer Score: N/A

GeneMark 44865

Starterator MAs for selected and for alt
options (number, number alt MAs) 1 MA
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N) Yes

Is it the longest ORF? (Y/N) Yes
Alignment agreement from Blast? (Y/N,
Source) Yes

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)
gap: -4 spacer: 11




Function:
Membrane Protein

1’ Annotator: 2" Apnotator:

Madison Renn

Feature 65 Annotation

5" end: 3’ end: Length: cpe
o 60 Ny Start position?
D
Q  Glimmer:
CPRY) 0O  Glimmer Score:
IS it a gene‘) Function: @ GeneMark:
° Q  Likely function from Phamerator O Starterator MAs for selected and for alt
(Answer): options (number, number alt MAs):
) ) Likely function from Blastp? (Answer = Does it include all of the goding potential
0  Is there coding potential based on using phagesDB, NCBI, or both): and do Genemark and Glimmer agree?
Genemarks? (Y/N and description).: (Y/N, Y/N):
O Blast: Q Isitthe longest ORF? (Y/N):
. o
Q Are there homologous genes based | @  Phages DB: 2 ‘g})‘ﬂggﬁm agreement from Blast? (Y/N,
. D] . oo : > :
on a Blast search® (Answer): - (Lclgﬁﬁbeg%%cﬁg)llﬁz{irgén hd Bansetional 3  Does it include all of the functional region
regions): (HHpred)?:
3 Isitlonger than 120 bp (Y/N): SD Score? Is there one higher? (number,
O  NKF: Y/N):

= g,?lggl‘gl‘i;;g‘gtf{}/g‘;ag“ agree Q  Mecmbrane binding domain?; O  Gap, overlap, and spacing? (description):
O Direction: (Fwd/Rev): J IRNA:

Notes: Start Codon ATG




1*' Annotator: 2"d Apnotator: Function:
Madalyne Nina Hypothetical Protein
5’ end: 3’ end: Length:
45079 44972 108

Is it a gene?

Is there codin H\(I)tential based on
Genemarks? & and description).

Are there homologous genes based on
a\ Blast search? (Answer
es

Is it longer than 120 bp (Y/N)
no

Do other related Rhages agree
(Phamerator) (Y/N)

Yes
Direction: (Fwd/Rev)

- Reverse

Notes:

C

O o

Function?

Likely function from Phamerator
(Answer) Hypothetical Protein

Likely function from Blastp?

Answer using phagesDB, NCBI, or
oth)

Blast: Hypothetical Protein

Phages DB: ITypothetical Protein

Likely Function from HHpred?

(conserved domains and functional

regions) [ypothetical Protein

NKF Yes

Membrane binding domain?

tRNA? No

oood

(]

oo

Feature 66 Annotation

Start position?

Glimmer: N/A
Glimmer Score: N/A
GeneMark 45079
Starterator MAs for selected and for alt
options (number, number alt MAs)

7 MA’S
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N) There is no Glimmer but
Genemark does include all the coding
potential.
Is it the longest ORF? (Y/N) True
Alignment agreement from Blast? (Y/N,
Source) Yes 100%

SD Score? Is there one higher? (number,

Y/N)

Gap, overlap, and spacing? (description)
n




1*' Annotator: d Annotator: Function:
Phoenix helix-turn-helix DNA
binding domain protein
5’ end: 3’ end: Length:
45300 45076 225
- 2 Function?
Is 1t a gene:
@  Likely functlon from Phamerator

Is there codln H\(T)tential based on
Ger‘lgemar s? & and description).

Are there homolog‘ous enes based on
a Blast search? (Answer

Yes
Is it longer than 120 bp (Y/N)

Yes
Do other related Rhages agree
(Phamerator) (Y/

Yes

Direction: (Fwd/Rev)

- Reverse

Notes:

oo

(Answe
helix- lu1 n helix DNA binding domain
protein

Likely function from Blast% (Ans“ er
using phagesDB., NCBI, or

helix-turn-felix DNA binding domam
Blas protein

hellx—turn helix DNA binding domain
protein
Phages D

helix-turn- hellx DN \ I)1nd1ng domain

Likely Functlon irom HIpred?
(conscrwcd omains and functional
region

hCllg turn helix DNA binding domain

protein
NKF

No
Membrane binding domain?
tR\lI\TA?

No

0 Qo000

0o O O 00

Feature 67 Annotation

Start position?

Glimmer: None

Glimmer Score None

GeneMark: 00

Starterator s for selected and for alt
options (number number alt MAs)

7MA’s
Does it include all of the coding potential

do Genemdrk and Glimmer agree?
(\%N

Is ﬁt the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

es
Does it include all of the functional region
HHpred)?

es
‘S{})NScore? Is there one higher? (number,

-1.748, No
Gap, overlap, and spacing? (description)
Gap: 522
Spacing: 10
verlap:




1’ Annotator:
Gigi Trejo
5’ end: 3’ end:
45,300 45,076

Is it a gene?

Is there codin H\(T)tential based on
Genemarks? & and description).

Are there homologous genes based on
a Blast search? (Answer

Is it longer than 120 bp (Y/N)

Do other related Rhages agree
(Phamerator) (Y/N)

Direction: (Fwd/Rev)

- Reverse

Notes:

2" Apnotator:

Function:
helix-turn-helix DNA
binding domain

Length:

Function?

Likely function from Phamerator
(Answer)

Likely function from Blastp? (Answer
using phagesDB, NCBI, or both)

Blast:

Phages DB:

Likely Function from HHpred?
(conserved domains and functional
regions)

NKF

Membrane binding domain?

RNA?

oooo

(

O O O OO

Feature 68 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1* Annotator: 2"d Annotator: Function: DNA
Daniel Madison primase/helicase
5’ end: 3’ end: Length:
47691 45823 1869
Is it a gene? Function?
O Likely function from
Is there Cﬂdj)n& H\?tel}iﬁgl based on Phamerator (Answer)
Genemarks: and description). O  Likely function from Blastp?
Answer using phagesDB, NCBI,
Are there hom)ologous genes based on or both)
a Blast search? (Answer O  Blast:
Is it longer than 120 bp (Y/N) 0 Phages DB:
QO Likely FllI(lic(tliOIl from Hglpred?
conserved domains an
&%gg}gﬁg%%{}&%‘ages agree unctional regions)
O NKF
Direction: (Fwd/Rev) @ Membrane binding domain?
O tRNA?

Notes:

o000

(]

O 0 O OO0

Feature 69 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




' Annotator: 2" Anpnotator: Function: Fe ature 70 Annotation
Madison
5" end: 3’ end: Length: cpe
Start position?
49363 47870
Q2 Glimmer:
. . @ Glimmer Score:

. ot 3 Starterator MAs for selected and for alt
Is there codin })b?tcntial based on Angy%fc:} reton trom Fhamerator options (number, number alt MAs)
Genemarks? (% and description).

O Likely function from Blastp? O Does itinclude all of the coding potential
Are there homologous genes based on a Blast Answer using phagesDB, NCBI, or and do Genemark and Glimmer agree?
search? (Answer) oth) (Y/N.Y/N) £

_ O Blast @ Isitthe longest ORF? (Y/N)
Is itlonger than 120 bp (Y/N) Q  Phages DB: O  Alignment agreement from Blast? (Y/N,
. . Source)
Do other related phages agree (Phamerator) O  Likely Function from HHPI'ed?
(Y/N) (conserved domains and functional .
regions) @ SD Score? Is there one higher? (number,
. Y/N)

Direction: (Fwd/Rev) Q NKF @  Gap, overlap, and spacing? (description)

O Membrane binding domain?

0
O tRNA?

Notes:




1t Annotator:
Nina
5’ end: 3’ end:
49755 49497

Is it a gene?

3 Isthere codin H\(I)tentlal bhased on
& and description).

Genemarks?

QO  Are there homolog‘ous enes based on

a Blast search? (Answer
yes

Q Isitlonger than 120 bp (Y/N)
yes
Q Do other related Rhages agree
(Phamerator) (Y/N)
yes
Q Direction: (Fwd/Rev)
Reverse

Notes:

d Annotator:

Function:

Ribbon-Helix-Helix

DNA Binding
Length: Protein Domain

258

Function?

Q leely functlon from Phamerator

Rlbl)()n Helix-Helix Binding
Domain

O  Likely functlon from Blast%" (Answer
usm phagesDB, NCBI
Ribbon-Helix-Helix DN/ \I)ln(hng
I)()llhllll

1I)I)()n Helix-Helix DNA Binding
I omain
Phages DB:

Q  Likely Function from HHPred"
(conserved domains and functional

]

re§ ns)
ibbon-Helix-Helix DN: A Binding

Domain
a NI§F
0
O  Membrane binding domain? yes
O tRNA?

Feature 71 Annotation

oooo

o

o000 oOoQ0

3 M
O

Start position?

Glimmer: 49724
Glimmer Score: 15.08
GeneMark: ﬁfl

Starterator As for selected and for alt
OI{UOIIS (number, number alt MAs)

.—.—-

Does it include all of the coding potential
do Genemark and Glimmer agree?

(Y/
Y.N- (;enemfnk does not agree with
(’llmmel
Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)
Does it include all of the functional region
HHpred)?

P core? Is there one higher? (number,

Gap, overlap, and spacing? (description)
Gap= 4, Space=9




1’ Annotator: 2" Apnotator: Function:

5’ end: 3’ end: Length:

Is it a gene?

Is there codin H\(T)tential based on
v Genemarks? & and description).

QO  Are there homologous genes based on
a Blast search? (Answer

Yes

E{ Is it longer than 120 bp (Y/N)

7

es

Q Do other related Rhages agree
v (Phamerator) (Y/N)

Q Direction: (Fwd/Rev)

- Reverse

Notes:

O o

C

Function?

Likely function from Phamerator
Answer

Likely function from Blastp?
Altllssver using phagesDB, NCBI, or
0

Blast: Hypothetical protein

Phages DB: Hypothetical protein
Likely Function from HHpred?
(conserved domains and functional
regions)

NKF Yes

Mﬁmbrane binding domain?
0

RNA?
NO

oooo

Feature 72 Annotation

Start position?

Glimmer: 49942

Glimmer Score: 15.59

GeneMark49942

Starterator MAs for selected and for alt
options (number, number alt MAs)

(Start: 10 @50044 has 15 MA's),

(

O O O OO

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N,Y/N)YY

Is it the longest ORF? (Y/N)Y

Alignment agreement from Blast? (Y/N,

Source)Y

Does it include all of the functional region

(HHpred)? Yes

SD Score? Is there one higher? (number,

Y/N)Y-7.830

Gap, overlap, and spacing? (description)
No




1’ Annotator: 4 Annotator: Function:
i j ) mbr: i
Gisselle Trejo osh B Membrane Protein
5’ end: 3’ end: Length:
50,207 50,028 180
. Function?
Is it a gene?
@  Likely function from Phamerator
(A\ng‘lvﬁl(-)\\ m function
@ Is there coding potential based on a leel§\ ' function from Blastp? (Answer
e%emarks &HV and description). using phagesDB, NCBI, orboth)
es
O h h o b d  Blast: No known function
Are there homologous genes base ‘N —
on a Blast search’g(Ans%ver Q@  Phages DB: No known [unction
- Yes Likely Function from H Pred ?
(conserved domains and functional
Q Is i;[{ longer than 120 bp (Y/N) r e§{:‘1“s)
- >S Q NK
u her related ph o
Do other relate ages agree e .
(Pham erator) Y /g Q M\Q&ybrane binding domain?
Yes LRNA?
No

@ Direction: (Fwd/Rev)
-  Reverse

Notes:

l:l (m/m

o O 0 00

Feature 73 Annotation

Start position?

Glimmer: 50.207
Glimmer Score: 4.78
GeneMark: 50, 20f7

Starterator or selected and for alt
optlons (number, number alt MAs)

Does it include all of the ¢oding potential
(Y/Ndo Genemark and Glimmer agree?

Is 1{{ the longest ORF? (Y/N)

Allgnment agreement from Blast? (Y/N,
Sourc

100%
Does it include all of the functional region
(P{Hpred)?

No
‘S{})N§c0re? Is there one higher? (number,

Yes
Gap, overlap, and spacing? (description)
Gap: -17
Spacer: 12
No overlap




1*' Annotator: 2"d Apnotator: Function: Feature 74 Ann()tati()n

Madison Renn

s end + end Length Hypothetical
5 ena: 3 ena: cn . 1 o e
Protein Start position?
50532 501901 516
Q  Glimmer: 50532
. F < o Glimmer Score: 17.06
Isita gene? unction: O  GeneMark: 50532
[ Starterator MAs for selected and for alt
= iﬁ%ﬁ%gﬁ“ﬂ?\?‘g?{f‘ Phamerator options (number, number alt MAs): 36
O Is there coding potential based on unction/Hypothetical Protein @  Does itinclude all of the coding potential
Genemarks? & H\T and description).: leelv function fmm Blast and do Genemark and Glimmer agree?
e [ansyver ustng phagesDBs, RCBI. or (VIN. /N): Vs
Loy i ? (Y/N): No
Are there h lo O Isit the longest ORF? ( :
- Oﬁeatge;'gt s‘e’g}fé ﬁ%gs%ve&es\b Lassed Q Blast: Function unknown @ Alignment agreement from Blast? (Y/N,
SallyK, \lunnnum]csus [)dl)\ Dotz Q@  Phages DB: Unknown function Source): Yes ] ]
Q  Likely Functlon from HiIpred? d Does itinclude all of the functional region
O Isitlonger than 120 bp (Y/N): Yes (conserved domains and Rmctmnal (HHpred)?: 27% coverage
regions): ITypothetical protein @ SD Score? Is there one higher? (number,
. Voo Y/N): DNA Master
QDo other related phages agree 9 NKF:ves o G P c Eon)-
ap, overlap, and spacing? (description):
(Phamerator) (Y&) e 4 Mfﬂf?,‘;f‘f}e binding domain?: Gap: -8, Overlap: None , Spacing: 8
O Direction: (Fwd/Rev): Reverse O tRNA?: No

Notes: Start Codon ATG




1’ Annotator:
Madison Renn

3’ end:

50525

5’ end:
50836

Is it a gene?

0  Is there codin H\(T)tential based_on
& and description).: Q

Genemarks?

QO  Are there homologous g)enes based on
r):

a Blast search? (Answe
QO Isitlonger than 120 bp (Y/N):

O Do other related ghages agree
(Phamerator) (Y/N):

O Direction: (Fwd/Rev):

Notes: Start Codon ATG

2nd

Annotator: Function:
Hypothetical
Protein
Length:
312
Function?

Q  Likely function from Phamerator
(Answer):

Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth):
O Blast:
O Phages DB:
O  Likely Function from HHpred?

(conserved domains and functional

regions):

O NKEF:

O Membrane binding domain?:
O tRNAY:

(] o000

o

Feature 75 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs):

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N):

Is it the longest ORF? (Y/N):

Alignment agreement from Blast? (Y/N,
Source):

Does it include all of the functional region
(HHpred)?:

SD Score? Is there one higher? (number,
Y/N):
Gap, overlap, and spacing? (description):




1t Annotator: 2"d Apnotator: Function: Feature 76 Ann()tati()n

Nina Aisley Allen Hypothetical
s end + end 5 h Function
5 il BRENd: Sl Start position?
51092 50829 200
O  Glimmer:
O Glimmer Score:
- . 9 Q@ GeneMark: 51002
Isita gene? Function: O  Starterator MAs for selected and for alt
options (number, number alt MAs)
Q Iﬁ%}(ely fllltlcti?An from)
Q Is there coding potential based on Amerator (ANSwer @ Does it include all of the coding potential
Genemarks? &H\T and description). Q Lﬁ?gf;‘%ﬁﬁc{ﬁl{l}g&(}‘g& Blastp? and do Genemark and Glimmer agree?
(Alf,sv}’ﬁ{ using phagesDB, NCBI, (Y/N,Y/N)
QO  Are there homologous genes based on or both)
a Blast search? (A%lswei' O B%* mtl,Ctlon Unknown @ Isitthe longest ORF? (Y/N)
nhction Unknown Q 1S&lignm)ent agreement from Blast? (Y/N,
: Q Ph DB: ource) . .
Q Isitlonger than 120 bp (Y/N) F%%ecs tion Unknown  Does itinclude all of the functional region
@ Likely Fu1(1ic(tii0n from H&{pred? (HHpred))? . higher? ( b
Q@ Do other related phages agree conserved domains an @ SD Score? Is there one higher? (number,
(Phameraton) (/8 iR YN
o NK}:D @  Gap, overlap, and spacing? (description)
. A Yes
Q  Direction: (Fwd/Rev) @ Membrane binding domain?
0
QO tRNA?

Notes:




1 Annotator: 2"d Apnotator: Function: Feature 77 Ann()tati()n

5" end: 3’ end: Length: cpe
Start position?
51553 51089
Q  Glimmer:
. . Q  Glimmer Score:
Isita gene? Function? O  GeneMark:
e . ‘ 3 Starterator MAs for selected and for alt
. _ = {;{l,gg{zggnct"’n from Phamerator options (number, number alt MAs)
QO Isthere COd‘l)Il& H\(T)tentlal based on
Genemarks? and description). Q  Likely function from Blastp? O Does itinclude all of the coding potential
g\nswer using phagesDB, NCBI, or and do Genemark and Glimmer agree?
O  Arethere hom)ologous genes based on oth) (Y/N,Y/N)
a Blast scarch? (Answer QO  Blast: O Is it the longest ORF? (Y/N)
, . Q Alignment agreement from Blast? (Y/N,
QO Isitlonger than 120 bp (Y/N) - P?lages DB: ) ) Source)
- (Lc‘},‘gg{fv‘g},%‘g’ggg;‘;ﬁ%‘ pred; @ Does itinclude all of the functional region
@ Do other related Rhages agree regions) (HHpred)?
(Phamerator) (Y/N) @  SD Score? Is there one higher? (number,
O NKF Y/N)
@ Direction: (Fwd/Rev) O  Membrane binding domain? @  Gap, overlap, and spacing? (description)
- O tRNA?

Notes:




Q

3

1*' Annotator: d Annotator: Function:
Madison Renn Trenton Hypothetical
Protein
5’ end: 3’ end: Length:
51825 51553 273
IS it a gene? Function?
Q b{kely function from Phamerator
nswer):
Is there coding potential based on .
Genemarks? & HV and description).: " ';;{i,%‘vef}}gg}}{g“pff;gg“es‘i@t CBL or
0
Are there homologous genes based O Blast
on a Blast search? (Answer): Q  Phages DB:
a (leClV Pur(lic(tllon from Hd Pert 2 1
conserve omains and functiona
Is it longer than 120 bp (Y/N): regions):
O NKF:
Do other related phages agree , s i,
(Phamerator) (Y /g); Qd Membrane binding domain?:
O tRNA:

Direction: (Fwd/Rev):

Notes: Start Codon GTG

0O 0000

0 0O O OO0

Feature 78 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs):

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N):

Is it the longest ORF? (Y/N):

Alignment agreement from Blast? (Y/N,
Source):

Does it include all of the functional region
(HHpred)?:

SD ?core? Is there one higher? (number,
Y/N):

Gap, overlap, and spacing? (description) :




1"t Annotator:
Madalyne Sisk

3’ end:
51825

5’ end:
52154

Is it a gene?

Q Is there codin H\(I)tential based_on
& and description). Q

Genemarks?
Yes

QO  Are there homologous genes based on

a Blast search? (Answer
Yes

':{, Is it longer than 120 bp (Y/N)
es

3@ Do other related Rhages agree
v (Phamerator) (Y/N)
es

Q Direction: (Fwd/Rev)
Reverse

Notes:

2nd

Annotator: Function:
Phoenix Hypothetical Protein
Length:
330

Function?

QO  Likely function from Phamerator
(Answer) Hypothetical Protein

Likely function from Blastp?
Alﬁsl}ver using phagesDB, NCBI, or
0

C

Blast: Hypothetical Protein

C

Phages DB: Hypothetical Protein

O  Likely Function from HHpred?
(conserved domains and functional
regions) Hypothelical Protein

O NKFyes
Q Membrane binding domain? no
O tRNA?no

oood

(]

0o O O OO0

Feature 79 Annotation

Start position?

Glimmer: 52154

Glimmer Score: 12.95

GeneMark 52154

Starterator MAs for selected and for alt
options (number, number alt MAs) 36 MA’s

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N) Yes

Is it the longest ORF? (Y/N) Yes
Alignment agreement from Blast? (Y/N,
Source) Yes

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1™ Annotator: 2" Annotator: SO Feature 8o Annotation

Gigi Trejo Madalyne hypothetical
. . protein .
5" end: 3’ end: Length: Start position?
52,43 52,179 255 .
243 7 d  Glimmer: 52433
H g 1mﬁer core: 12.44
eneMark
. O O  Starterator f\/lﬁs for selected and for alt
Isita gene? Function: optlorﬁ A(number number alt MAs)
21
0 (Likely fu)nction from Phamerator = Dogilg &g{gﬂ& ﬁl(l ;’ﬁ ﬁhélf&%%% ggg)ltgg,;lal
Q Isthere codln& H\(T)tential based_on Answer othetical proteln (YN, Y
Genemarks? and description). | leePngunctlon from Blastp? ch
Yes nlslwcr using phagesDB, NCBLor O Isit the longest ORF? (Y/N)
O  Arethere homolog‘ous enes based on hvpothetlcal protein O  Alignment agreement from Blast? (Y/N
a Blast search? (Answer Q S ) ’
Yes a hypothetlcal protein "};;' ce
ages D o . o ;
QO Isit longer than 120 bp (Y/N) oo kg; l%othetlctal p‘}&’te‘“da a Iﬁ)ﬁ% i.t&ﬁglude all of the functional region
S t
(clogserv%lcllcdlgllllla{'g;n and urrfctlonal O Sch 2 1s th hizher? b
] D(l)1 other related Rhages agree regions) YN) core? Is there one higher? (number,
(P agslerator) (Y/ O NKF a ] ...
Yes O Gap, overlap, and spacing? (description)
QO Direction: (Fwd/Rev) O Membrane binding domain? ap: -4

NoO Spacing: 12
9
- Reverse - ‘“Nl‘i;“-

Notes:




1’ Annotator: 2" Apnotator: Function:

Daniel Madalyne hypothetical
protein
5’ end: 3’ end: Length:
52930 52430 501
Is it a gene? Function?

Q Is there codin H\(T)tential based on
Genemarks? & and description).

QO  Are there homologous genes based on
a Blast search? (Answer

QO Isitlonger than 120 bp (Y/N)

Q Do other related Rhages agree
(Phamerator) (Y/N)

Q Direction: (Fwd/Rev)

Notes:

C

Likely function from Phamerator
Answer,

Likely function from Blastp?
Artllssvcr using phagesDB, NCBI, or
0

Blast:

Phages DB:

Likely Function from HHpred?
(conserved domains and functional
regions)

NKF

Membrane binding domain?
tRNA?

0 Qo000

0o O O 00

Feature 81 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
HHpred)?

‘S(})N§c0re? Is there one higher? (number,

Gap, overlap, and spacing? (description)




1*' Annotator: 2"! Annotator: Function: Feature 82 Annotation

Madalyne Hypothetical Protein
5" end: 3’ end: Length: cpe
Start position?
53466 52933 534
Q  Glimmer: 53466
. . Q  Glimmer Score: 14.66
Is it a gene? Function? O  GeneMark 5366
. 3 Starterator MAs for selected and for alt
y i m Phamer: ; TA’S
Q@ Isthere codin& &)tential based_ on (Answer) Hypothetical Protein ggt;ﬁlgst ;{};lmber, number alt MAs) 28 MA’s
Genemarks? and description). Yes O Likely function from Blastp?
Answer using phagesDB, NCBI, or .. . .
3 Are there homologous zencs based on a oth) Qd Does itinclude all of the godlng potenglal
Blast search? (Answer) Yes O  Blast: Hypothetical protein and do Genemark and Glimmer agree?
O Phages DB: Maior cansid hexamer (Y/N,Y/N) Yes and Yes
@ Isitlonger than 120 bp (Y/N) Yes ages Db: Major capsid hexamer 3 g jt the longest ORF? (Y/N) No
@ Likely Function from HHpred? @ Alignment agreement from Blast? (Y/N,
(conserved domains and functional S )
@ Do other related Eh:\l(ges agree regions) Hypothetical Protein ource) . .
(Phamerator) (Y/N) Yes Q  NKF d Does itinclude all of the functional region
(HHpred)?
O  Direction: (Fwd/Rev) Reverse O Membrane binding domain? @ SD Score? Is there one higher? (number,
O (RNA? Y/N) . -
- @ Gap, overlap, and spacing? (description)

Notes:




1*' Annotator: 2" Annotator: Function:
Phoenix Hypothetical protein
5’ end: 3’ end: Length:
53765 53463 303
Is it a gene? Function?
QO  Likely function from Phamerator
Is there coding potential based on nswer) .
Genemarks? & H\T and description). - hypothetical
O  Likely function from Blastp?
Are there ho;)nologous genes based on a %glslwer using phagesDB, NCBL or
Blast search? (Answer _ ypothelical
Is it longer than 120 bp (Y/N) O  Blast: function unknown
- yes @  Phages DB: hnh endonuclease
QO  Likely Function from HHpred?
Do other related RThages agree (conserved domains and functional
(Phamerator) (Y/N) regions) | . .
- no - " Transcription repair
Direction: (Fwd/Rev) O NKF
Qd Membrane binding domain?
- Reverse
O tRNA?no

Notes:

oooo

(

O O O OO

Feature 83 Annotation

Start position?

Glimmer: 53651

Glimmer Score: 8.26

GeneMark 53651

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N,Y/N) no

Is it the longest ORF? (Y/N) yes

Alignment agreement from Blast? (Y/N,

Source)

Does it include all of the functional region

(HHpred)?

SD Score? Is there one higher? (number,

Y/N)

Gap, overlap, and spacing? (description)
-118,9




1’ Annotator:
Trenton
5’ end: 3’ end:
53971 53648

Q Isthere codin& H\?

Is it a gene?

Genemarks?
Yes there is coding potential

QO  Are there homologous genes based on 0
a Blast search? (Answer

Yes

Q Is it longer than 120 bp (Y/N)

Yes

3@ Do other related

Yes

~ (Phamerator) (Y/

R%lages agree

Q Direction: (Fwd/Rev)

Notes:

Reversed

2nd

tential based_ on
and description).

Annotator: Function:
Nina Hypothetical protein
Length:
324

Function?

QO  Likely function from Phamerator
Answer,
None

Likely function from Blastp?
Altllssvl%ﬁ using phagesDB, NCBI, or

O Blast: unknown Function

Q  Phages DB: hypothetical protein

Q  Likely Function from HHPI'ed?
(conserved domains and functional
rel\glons)

0

Q  NKF there is no known function

O Membrane binding domain? No

O tRNA? No

oood

Feature 84 Annotation

Start position?

Glimmer: 53971

Glimmer Score: 13.23

GeneMarks3980

Starterator MAs for selected and for alt
options (number, number alt MAs)

(Start: 3 @53971 has 18 MA's

(]

o 0 O O 0O

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N)YN

Is it the longest ORF? (Y/N)

It has the Second longest ORF
Alignment agreement from Blast? (Y/N,
Source) Y
Does it include all of the functional region
(HHpred)? yes
SD Score? Is there one higher? (number,
Y/N)-4.062
Gap, overlap, and spacing? (description)

No significant gaps or overlaps




1’ Annotator: 2nd

Aisley Allen
5’ end: 3’ end:
54288 53968

Is it a gene?

Annotator: Function:
Madison Unknown function
Length:
321
Function?

QO  Likely function from Phamerator

. . Answer)
Q Is there codin H\(T)tentlal based_on No kngwn function
Genemarks? & and description). Q  Likely function from Blastp?

yes

Al%ﬁwer using phagesDB, NCBI, or
0

QO  Are there homologous genes based on [:I; ““(ﬁt{on unknown

a Blast search? (Answer
yes

QO Isitlonger than 120 bp (Y/N)
yes

Q Do other related Rhages agree
(Phamerator) (Y/N)
yes

Q Direction: (Fwd/Rev)
Reverse

Notes:

ast:
Function unknown
O  Phages DB:

Function unknown .
O  Likely Function from HHpred?
(conserved domains and functional
.. regions)
Ribosomal protein
O NKF

no

O Membrane binding domain?
no

O tRNA?

No

Feature 85 Annotation

Start position?

Glimmer: 54288
Glimmer Score: 11.04
GeneMark 54288
Starterator MAs for selected and for alt
options (number, number alt MAs)
3587
@ Does itinclude all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)
Yes, yes
@ Isitthe longest ORF? (Y/N) ves
Q Alignment agreement from Blast? (Y/N,
Source) yes
d Does itinclude all of the functional region
(M
Qa
G

oooo

(HHpred)? yes

SD Score? Is there one higher? (number,

Y/N) no

Gap, overlap, and spacing? (description)
ap: 8, spacer: 8




1t Annotator:
Madalyne Sisk

3’ end:
54297

5’ end:
54869

Is it a gene?

Q Is there codin H\(T)tential based_on
& and description). Q

Genemarks?
Yes

QO  Are there homologous genes based on

a Blast search? (Answer
Yes

':{, Is it longer than 120 bp (Y/N)
es

3@ Do other related Rhages agree
v (Phamerator) (Y/N)
es

Q Direction: (Fwd/Rev)
Reverse

Notes:

2nd

Annotator: Function:
Hypothetical Protein
Length:
573

Function?

QO  Likely function from Phamerator
(Answer) Hypothetical Protein

Likely function from Blastp?
Alﬁssver using phagesDB, NCBI, or
0

O  Blast: Hypothetical Protein

O  Phages DB: Hypothetical Protein

O  Likely Function from HHpred?
(conserved domains and functional
regions

O NKF

O Membrane binding domain?

O tRNA?

oooo

(

O O O OO

Feature 86 Annotation

Start position?

Glimmer: 54869

Glimmer Score: 13.51

GeneMark 54869

Starterator MAs for selected and for alt
options (number, number alt MAs) 15 MA’s

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N) Yes

Is it the longest ORF? (Y/N) Yes
Alignment agreement from Blast? (Y/N,
Source) Yes

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1* Annotator: 2"d Annotator: Function:
5" end: 3’ end: Length:
Is it a gene? Function?
O Likely function from
IGSI there Cﬂdj)n& H\?tel}iﬁgl based on Phamerator (Answer)
Chemarks: and description). O Likely function from Blastp?
(Answer using phagesDB, NCBI,
Are there homologous genes based on or both)
a Blast search? (Answer
O Blast:
Is it longer than 120 bp (Y/N) O Phages DB:
QO Likely FllI(lic(tliOIl from Hglpred?
conserved domains an
&%gg}gﬁg%tg}&?ages agree unctional regions)
O NKF
Direction: (Fwd/Rev) O Membrane binding domain?
O tRNA?

Notes:

o000

(]

O 0 O OO0

Feature 87 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

‘S{})N§core? Is there one higher? (number,
Gap, overlap, and spacing? (description)




1t Annotator:
5’ end: 3’ end:
55728 55460

Is it a gene?

Q Is there codin H\(T)tential based_on
& and description). Q

Genemarks?

a Blast search? (Answer
QO Isitlonger than 120 bp (Y/N)

Q Do other related Rhages agree
(Phamerator) (Y/N)

Q Direction: (Fwd/Rev)

Notes:

2nd

Are there homologous genes based on

Annotator: Function:
Phoenix
Length:
249
Function?

Q  Likely function from Phamerator
(Answer) unknown function

Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth) Hypothetical protein

C

Blast: unknown function

C

Phages DB: Unknown function

O  Likely Function from HHpred?
(conserved domains and functional
regions) Structural and
Functional Protein

Od NKF

o M\merane binding domain?
No

O tRNA? No

oooo

(

O O O OO

Feature 88 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1*' Annotator: 4 Annotator: Function:
Gigi Trejo Madalyne Hypothetical
Protein
5’ end: 3’ end: Length:
560,210 55,728 483
Is it a gene? Function?

|
Is there codln H\otential based_on
Ger‘lgemar s? & and description). Q
Are there homolog‘ous enes based on o
a Blast search? (Answer
Yes Q
Is it longer than 120 bp (Y/N) 0
Do other related phages agree
(Phamerator) (Y/ g sesas O
Yes
Direction: (Fwd/Rev) 4
|

Notes:

Reverse

Likely function from Phamerator
Answer
Hypothetical protein
Likely function from Blastp?
Anlslwer using phagesDB, CBL or

II\ P()thetl(,dl protein

vaolhellcal protein
Phd es D
Pothetlcal protein
Likely Function from HHPrcd"
(conserved domains and functional
regions

NKF
Yes

Mﬁmbrane binding domain?
0
tRNA?

No

0 Qo000

0o O O 00

Feature 89 Annotation

Start position?

Glimmer: 56210
Glimmer Score: 13.35
GeneMark: 56210
Starterator MAs for selected and for alt
optlorﬁ /gnum er, number alt MAs)
23
Does it include all of the coding potential
do Genemdrk and Glimmer agree?
(Y/N
ch
Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

es
Does it include all of the functional region
HHpred)?

es
‘S(})N§core? Is there one higher? (number,

Gap, overlap, and spacing? (description)

-4
Spac1n9; 12




1t Annotator: 2"d Apnotator: Function: Feature 90 Annotati()n

Daniel Hypothetical
’ ’ Protein ere
5" end: 3’ end: Length: Start position?
56773 56207 567 .
50773 50207 50 O Glimmer:
d  Glimmer Score:
3 Sortoratos Mas for selected and for alt
. . arterator MAs for selected and for a
Isita gene? Function? options (number, number alt MAs)
O Likely function from Phamerator =  Does it include all of the coding potential
Q  Is there coding potential based on Answer ?‘I;/NdYo/(l%():nemark and Glimmer agree?
Genemarks? & H\T and description). Q  Likely function from Blastp? ’
%‘,}ﬁ}%r using phagesDB, NCBL or 3 [s it the longest ORF? (Y/N)
Q  Are there homologous genes based on ) i 2
a Blast scareh? ( A%l ous g O Blast Q g(l)ll%lr'lcr‘r;)ent agreement from Blast? (Y/N,
O Phages DB: 10 . .
QO Isitlonger than 120 bp (Y/N) Q Likely Function from HHpred? » I%{Oﬁs i-t&ﬁglmle all of the functional region
(conserved domains and functional b :
regions 2 : 2
O Do other related phages agree 3 SD Score? Is there one higher? (number,
(Phamerator) (Y/ R ) sesas Q  NKF Y/N)
Sl Sall
0 Dircction: (Fwd/Res) Q  Membrane binding domain? @  Gap, overlap, and spacing? (description)
O  tRNA?

Notes:




1t Annotator:
Madalyne
5’ end: 3’ end:
57059 56886

Is it a gene?

Q Is there codin H\(T)tential based_on
& and description). Q

Genemarks?
Yes

QO  Are there homologous genes based on

a Blast search? (Answer
Yes

':{, Is it longer than 120 bp (Y/N)
es

3@ Do other related Rhages agree
v (Phamerator) (Y/N)
es

Q Direction: (Fwd/Rev)
Reverse

Notes:

2nd

Annotator: Function:
Hypothetical Protein
Length:
174

Function?

QO  Likely function from Phamerator
(Answer) Hypothetical Protein

Likely function from Blastp?
Alﬁssver using phagesDB, NCBI, or
0

C

Blast: Hypothetical Protein

C

Phages DB: Hypothetical Protein

O  Likely Function from HHpred?
(conserved domains and functional

regions

O NKF

O Membrane binding domain?
O tRNA?

oooo

(

0o O O OO0

Feature 91 Annotation

Start position?

Glimmer: 57059

Glimmer Score: 7.22

GeneMark 57059

Starterator MAs for selected and for alt
options (number, number alt MAs) 20 MA’s

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N) Yes

Is it the longest ORF? (Y/N) Yes
Alignment agreement from Blast? (Y/N,
Source) Yes

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1*' Annotator: 2" Annotator: Function:
Phoenix Hypothetical protein
5’ end: 3’ end: Length:
57383 57056 228

Is it a gene?

Q Is there codin H\(T)tential based on
Genemarks? & and description).

- yes
QO  Are there homologous genes based on
a Blast search? (Answer
- no

QO Isitlonger than 120 bp (Y/N)

- yes
3@ Do other related Rhages agree
(Phamerator) (Y/N)
- yes

Q Direction: (Fwd/Rev)

- Reverse

Notes:

Function?
QO  Likely function from Phamerator
Answer
O  Likely function from Blastp?
Altllslwer using phagesDB, NCBI, or
0
- ypothetical protein
O  Blast: function unknown
O  Phages DB: tape measure protein
Q  Likely Function from HHpred?
(conserved domains and functional
regions) |
- " hypothetical
Od NKF
O Membrane binding domain?
O tRNA?no

oooo

(

O O O OO

Feature 92 Annotation

Start position?

Glimmer: 57283

Glimmer Score: 12.08

GeneMark: 57283

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N, Y/N)yes

Is it the longest ORF? (Y/N) yes

Alignment agreement from Blast? (Y/N,

Source) yes

Does it include all of the functional region

(HHpred)?

SD Score? Is there one higher? (number,

Y/N)

Gap, overlap, and spacing? (description)
-8. 11




1* Annotator: 2"d Annotator: Function:
5’ end: 3’ end: Length:
57440 57276
Is it a gene? Function?
QO  Likely function from Phamerator
. . Answer
Is there codin H\(T)tentlal based_on Function unknown
Genemarks? & and description). . . )
O  Likely function from Blastp?
Answer using phagesDB, NCBI, or
Are there hom)ologous genes based on oth) hypothetical protein
a Blast search? (Answer @  Blast: hypothetical protein
Is it longer than 120 bp (Y/N) O  Phages DB: unknown function
Q  Likely Function from HHPI'ed?
(conserved domains and functional
Do other related phages agree regions) .
(Phamerator) (Y/R) Ribosomal protein
Q  NKF Yes
Direction: (Fwd/Rev) O Membrane binding domain? No
O tRNA? No

Notes:

(] oooo

oo

Feature 93 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

SD Score? Is there one higher? (number,
Y/N)
Gap, overlap, and spacing? (description)




1’ Annotator: 2" Apnotator: Function:

Alsley Allen Phoenix Hypothetical protein
5’ end: 3’ end: Length:
57851 57492 360

Is it a gene?

Q Is there codin H\(T)tential based on
v Genemarks? & and description).
es

QO  Are there homologous genes based on
v a Blast search? (Answer
es

QO Isitlonger than 120 bp (Y/N)
yes

Q Do other related Rhages agree
(Phamerator) (Y/N)
Yes sallyK o7
Q Direction: (Fwd/Rev)

reverse

Notes:

Function?
QO Likely function from
Phamerator (Answer)
Unknown

O  Likely function from Blastp?
(Answer using phagesDB, NCBI,
Hypotheleal protei
othetical protein
Q ypBlast' P

Unknown function
Phages DB:

Function unknown
Likely Function from HHpred?
conserved domains and
unctional regions)

Hypothetical protein

O NKF

no

Qd Membrane binding domain?
no

O tRNA?no

Feature 94 Annotation

oooo

(

0O OO0 oo,

Start position?

Glimmer: 57852

Glimmer Score: 10.02

GeneMark 57836

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N) yes

Alignment agreement from Blast? (Y/N,
Source) yes

Does it include all of the functional region
(HHpred)? Yes

SD Score? Is there one higher? (number,
Y/N) No

Gap, overlap, and spacing? (description) \

Gap: -19, Spacer: 15




3

1*' Annotator: 2"d Annotator: Function:
Madison Renn
5’ end: 3’ end: Length:
58090 57833 258
Is it a gene? Function?
Q Iﬁﬂiely fultlcti(Kl fyom
Is there codin& &()tential based on amerator (Answer)
Genemarks? and description).: @ Likely function from Blastp?
Yes Answer using phagesDB, NCBI,
or both)
Are there homologous genes based
on a Blast search? (Answer): Q Blast
Q Phages DB:
Is it longer than 120 bp (Y/N): Q  Likely Function from HHpred?
consgrveii domains and
Do other related ghaﬁes agree unctional regions)
(Phamerator) (Y/N): No O NKF
. . Qd Membrane binding domain?
Direction: (Fwd/Rev):
O tRNA?

Notes:

oooo

(

O O O OO

Feature 95 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1’ Annotator: 2" Apnotator: Function:

Nina Aisley Allen Hypothetical
Protein
5’ end: 3’ end: Length:
58224 58087 137
Is it a gene? Function?

Q  Is there codin H\(I)tentlal based on
Genemarks? & and description).

QO  Are there homolog‘ous enes based on
v a Blast search? (Answer
es

Q Isitlonger than 120 bp (Y/N)
Yes
Q Do other related Rhages agree
~ (Phamerator) (Y/N)
Yes
Q Direction: (Fwd/Rev)
Reverse

Notes:

C

O oo

Likely function from Phamerator
(Answer) ['unction Unknown

leely function from Blastp?
{1 nswer using phagesDB, CBI or
oth) F'unction Ln KNOWI
Blast: Function Unknown
Phages DB: Lape measure protein
Likely Functlon from H Pred’
(conserved domains and functional
regions) ['unction Unknown
NKF Yes
Ml{:]mbrane binding domain?
0
tRNA?

Feature 96 Annotation

Start position?

Glimmer: 58224
Glimmer Score: 15.06
GeneMark: 58224
Starterator MAs for selected and for alt
options (number, number alt MAs)
34 MAS
Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N)
Y.Y= Genemakr and Glimmer agree
Is it the longest ORF? (Y/N)
Alignment agreement from Blast? (Y/N,
Source)
Does it include all of the functional region
(HHpred)?
SD Score? Is there one higher? (number,
Y/N)
Gap, overlap, and spacing? (description)
Gap= -4, Space= 13

oood

O

0o O O OO0




1t Annotator: 2"d Apnotator: Function: Feature 07 Ann()tati()n

Gigl
5" end: 3’ end: Length: Start position?
58550 58221 °
O  Glimmer:
. Bt F < o Q  Glimmer Score:
Is 1t a gene: unction: O  GeneMark:
. ot 3 Starterator MAs for selected and for alt
. ) (An‘é%c}«‘)‘{fni"r%\?ﬁ‘}{mcf}g}f rator options (number, number alt MAs)
a IGSI there Cﬂd‘l)n& H\?tel}i“gl base(ti_on) 3 Likelv function from Blastn?
S b . y TuI 1 Irom bla 5 P . 3 P
enemarkes and cescription Answer using phagesDi, NCBL or @ Does itinclude all of the coding potential
oth) unknown function and do Genemark and Glimmer agree?
QO  Are there homologous genes based on e c 1
a Blast search? ( A%swei- O  Blast: hypothetical protein O g/llt\kl? é T(zngest ORF? (Y/N)
] 9 Phages DB: unknown function @  Alignment agreement from Blast? (Y/N,
Q  Isitlonger than 120 bp (Y/N) O Likely Function from HHpred? Source)
(cor.lser;’ed domains and functional
regions
O Do other related Rhages agree Ribosome hibernator @ SD Score? Is there one higher? (number,
(Phamerator) (Y/N) O NKF Yes Y/N)
Q Direction: (Fwd/Rev) 9 Membrane binding domain? No @  Gap, overlap, and spacing? (description)
Q tRNA? No

Notes:




1t Annotator: 2"d Apnotator: Function: Feature 98 Ann()tati()n

Daniel Hypothetical
’ ’ Protein ere
5" end: 3’ end: Length: Start position?
50011 58547 465 .
0 7 ’ d  Glimmer:
d  Glimmer Score:
3 Sortoratos MAs for selected and for alt
. . arterator MAs for selected and for a
Isita gene? Function? options (number, number alt MAs)
O Likely function from Phamerator = Does it include all of the coding potential
Q  Is there coding potential based on Answer ?‘I;/NdYo/(l%():nemark and Glimmer agree?
Genemarks? & H\T and description). Q  Likely function from Blastp? ’
%‘,}ﬁ}%r using phagesDB, NCBL or 3 [s it the longest ORF? (Y/N)
Q  Are there homologous genes based on ) i 2
a Blast scareh? ( A%l ous g O Blast Q g(l)ll%lr'lcr‘r;)ent agreement from Blast? (Y/N,
O Phages DB: 96, . .
QO Isitlonger than 120 bp (Y/N) Q Likely Function from HHpred? » I%{Oﬁs i-t&ﬁglmle all of the functional region
(conserved domains and functional b :
regions 2 : 2
O Do other related phages agree 3 SD Score? Is there one higher? (number,
(Phamerator) (Y/ R ) sesas Q  NKF Y/N)
<o .
0 Dircction: (Fwd/Res) Q  Membrane binding domain? @  Gap, overlap, and spacing? (description)
O  tRNA?

Notes:




1’ Annotator:
Phoenix
5’ end: 3’ end:
59353 59045

Is it a gene?

@ Is there coding po
Genemarks? &HV

tential based on
and description).

d Annotator:

Function:
Hypothetical protein

Length:
309

Function?

QO  Likely function from Phamerator
Answer . .
- Hypothetical protein

Yes O  Likely function flll‘om Blastp?
ad  Arethere ho;)nologous genes based on a /})ltllslwer using phagesDB, NCBI, or
Yes Blast search? (Answer _ ypothetical protein
@ Isitlonger than 120 bp (Y/N) @ Blast: hypothetical
- yes O  Phages DB: Major tail protein
QO  Likely Function from HHpred?
@ Do other related RThages agree (conserved domains and functional
(Phamerator) (Y/N) yes regions) .
- hypothetical
@  Direction: (Fwd/Rev) d NKF
Q  Membrane binding domain? no
- Reverse
O tRNA?no

Notes:

oooo

Feature 99 Annotation

Start position?

Glimmer: 59326

Glimmer Score: 13.77

GeneMark 59326

Starterator MAs for selected and for alt
options (number, number alt MAs)

59326 23 MA’s

(

O O O OO

Does it include all of the coding potential

and do Genemark and Glimmer agree?

(Y/N, Y/N) YES

Is it the longest ORF? (Y/N) YES

Alignment agreement from Blast? (Y/N,

Source) YES

Does it include all of the functional region

(HHpred)?

SD Score? Is there one higher? (number,

Y/N)

Gap, overlap, and spacing? (description)
10, 10




1’ Annotator: 2" Apnotator: Function:

Aisley Allen Madalyne Sisk hypothetical protein
5’ end: 3’ end: Length:
59714 59364 351

Is it a gene?

Q Is there codin H\(T)tential based on
Genemarks? & and description).
yes

QO  Are there homologous genes based on
a Blast search? (Answer
yes

QO Isitlonger than 120 bp (Y/N)
yes

Q Do other related Rhages agree
(Phamerator) (Y/N)
no

Q Direction: (Fwd/Rev)
Reverse

Notes:

Function?

QO  Likely function from Phamerator
Answer

none
O  Likely function from Blastp?
Anﬁwer using phagesDB, NCBI, or

ol
Hypothetical protein
Q ypBlast: P

Function unknown
O Phages DB:
Function unknown .
O  Likely Function from HHpred?
(conserved domains and functional
regions)
ICOTINATE
HOSPHORIBOSYLTRANSFERASE;
RANSFERASE
NKF
n

¢
Membrane binding domain?

ne
LRNA? none

N
=)
no
0

e
o
o

n
0

oooo

(

O O O OO

Annotation

Start position?

Glimmer: 59714

Glimmer Score: 13.37

GeneMark 59714

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N) yes!

Is it the longest ORF? (Y/N) yes
Alignment agreement from Blast? (Y/N,
Source) yes

Does it include all of the functional region
(HHpred)? no

SD Score? Is there one higher? (number,
Y/N) no

Gap, overlap, and spacing? (description)

Gap: -4, spacer: 11




1’ Annotator:

Madison Renn

5’ end: 3’ end:
60142 50711

Is it a gene?

0  Is there codin H\(T)tential based_on
& and description).: Q

Genemarks?

QO  Are there homologous g)enes based on
r):

a Blast search? (Answe

Q Isitlonger than 120 bp (Y/N):

O Do other related ghages agree
(Phamerator) (Y/N):

Q Direction: (Fwd/Rev):

Notes: ATG Start Codon

2nd

Annotator: Function:
Trenton Hypothetical
Protein
Length:
432
Function?

Q  Likely function from Phamerator
(Answer):

Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth):
O Blast:
O Phages DB:

O  Likely Function from HHpred?
(conserved domains and functional

regions):

O NKEF:

O Membrane binding domain?:
O tRNA?:

0O 0000

0 0O O OO0

Feature 101 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs):

(Y/N,
Y/N):
Is it the longest ORF? (Y/N):
Alignment agreement from Blast? (Y/N,
Source):
Does it include all of the functional region
(HHpred)?:
SD ?core? Is there one higher? (number,
Y/N):
Gap, overlap, and spacing? (description):




1* Annotator: 2" Annotator: Function: Feature 102 Annotation

Nina Hypothetical
+ end + end 5 h Protein
ARENU: BEEId: EIEIN: Start position?
60277 60188 89
O  Glimmer: N/A
O  Glimmer Score: N/A
. ion? Q GeneMark: 60277
Isita gene? Function: O  Starterator MAs for selected and for alt
- I/{kely f““ﬁtionﬁi’"{n_,Iihamfr-at"r N N(I)A{):lons (number, number alt MAs)
Q  Isthere codin&}?\?tential based.on ( ,nswer) YPORICHER DIOYEE 37 poes it include all of the coding potential
Genemarks? and description). O Likely function from Blastp? and do Genemark and Glimmer agree?
Answer using ?ha%esDB, NCBI, or (Y /N.Y /N)
a here , based })oth) Hypothetical Protein O Isit Ehe longest ORF? (Y/N)
Qlf-;elgtlste §§ar2‘1¥3°(2§‘§&sefe“es asedon 4 Blast: Function Unknown [ Alignm)ent agreement from Blast? (Y/N,
- et Source
O Isitl he b (Y/N Q Phages DB: Unknown Function iy poeg jt include all of the functional region
N s it longer than 120 bp (Y/N) O  Likely Function from HHpred? (HHpred)?
NO (conserved domains and functional =
O Do other related phages agree regions) [unction unknown O  SD Score? Is there one higher? (number,
~ (Phamerator) (Y/ RT) O NKFyes Y/N)
Yes Lo . @  Gap, overlap, and spacing? (description)
. . Q  Membrane binding domain? no Gap=-104. Space=10
Q Direction: (Fwd/Rev) rd] » O]
d tRNA?
Reverse

Notes:




1*' Annotator: 2" Anpnotator: Function:
5’ end: 3’ end: Length:
Is it a gene? Function?
Likely function from
Phamerator (Answer)

Is there codin H\(T)tential based on
Genemarks? & and description).

Are there homologous genes based on
a Blast search? (Answer

Is it longer than 120 bp (Y/N)

Do other related Rhages agree
(Phamerator) (Y/N)

Direction: (Fwd/Rev)

Notes:

Likely function from Blastp?
(Answer using phagesDB, NCBI,
or both)

Blast:

Phages DB:

Likely Function from HHpred?
conserved domains and
unctional regions)

NKF

Membrane binding domain?

tRNA?

Feature 103 Annotation

oooo

(

O O O OO

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




Notes:

1*' Annotator: 2"d Annotator: Function:
5" end: 3’ end: Length:
60423 60277 146
Is it a gene? Function?
O Likely function from
0  Isthere Cﬂdj)n& H\?tel}iﬁgl based on Phamerator (Answer)
Genemarks: and description). O  Likely function from Blastp?
Answer using phagesDB, NCBI,
0  Are there homologous genes based on or both)
a Blast search? (Answer O  Blast:
Q Isitlonger than 120 bp (Y/N) 0 Phages DB:
QO Likely FllI(lic(tliOIl from Hglpred?
O Do other related phages agree CONSCrved cotnains an
(Phamerator) (Y /R) ges ag unctional regions)
O NKF
Q  Direction: (Fwd/Rev) @ Membrane binding domain?
O tRNA?

o000

(]

0 0O O OO0

Feature 104 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD ?core? Is there one higher? (number,
Y/N

Gap, overlap, and spacing? (description)




1* Annotator: 2" Annotator: Function:
Alex
5’ end: 3’ end: Length:
60762 60460
Is it a gene? Function?
Q  Likely function from Phamerator
. . (Answer) unknown function
Is there codin H\(T)tentlal based on . .
Genemarks? & and description). Q  Likely function from Blastp?
Answer using phagesDB, NCBI, or
oth) unknown function
Qll‘selétllslteggal}.(érl{;?o(lx%gasei_enes based on Q  Blast: hypothetical protein
O  Phages DB: hypothetical function
Is it longer than 120 bp (Y/N) O Likely Function from HHpred?
(conserved domains and functional
Do oth lated bh regions) unknown function
o other relate ages agree
(Phamerator) (Y/ R) sesas O NKFyes
O Membrane binding domain? no
Direction: (Fwd/Rev) O  tRNA? No

Notes:

oooo

(

0o O O O

Feature 105 Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1’ Annotator: 2" Apnotator: Function:
Gigi Unknown function
5’ end: 3’ end: Length:
60974 60759 216

Is it a gene?

Is there codin H\(T)tential based on
Ge‘?emarks? & and description).
es

Are there homologous genes based on
a Blast search? (Answer

Yes
Is it longer than 120 bp (Y/N)

Yes
Do other related Rhages agree
(Ph%merator) (Y/N)

es

Direction: (Fwd/Rev)

- Reverse

Notes:

C

Function?

Likely function from Phamerator
Answer .

unknown function
Likely function from Blastp?
Al%ﬁwer using phagesDB, NCBI, or

0

unknown function
Blast: .

unknown function
Phages DB: ]

unknown function .
Likely Function from HHpred?
(conserved domains and functional
regions

NKF
Yes

Membrane binding domain?
tRNA?

Feature 107 Annotation

oc (] oooQ

(.

Start position?

Glimmer: 60754
Glimmer Score: 9.94
GeneMark:
Starterator MAs for selected and for alt
options (number, number alt MAs)
33 MAS

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N)

Yes
Is it the longest ORF? (Y/N)
Alignment agreement from Blast? (Y/N,
Source)

Yes
Does it include all of the functional region
(HHpred)?
‘S{})N§c0re? Is there one higher? (number,
Gap, overlap, and spacing? (description)

Gap: 186

Overlap:

Spacing: 9




1’ Annotator:

Trenton Shappee

5’ end:

60174

3 Isthere codi
Genemarks?

QO  Are there homologous genes based on

3’ end:
60308

Is it a gene?

neg potential based on
& H\T and description).

a Blast search? (Answer

No

Ye

Q Isitlonger than 120 bp (Y/N)
s

Q Do other related R%lages agree

Yes

(Phamerator) (Y/

Q Direction: (Fwd/Rev)

Notes:

Rev

C C

O o

(W] N

2" Apnotator: Function:

Hypothetical Protein

Length:
135

Function?

Likely function from Phamerator
Answer,
0

Likely function from Blastp?
Answer using phagesDB, NCBI, or

oth)

0

Blast: None
Phages DB: None
Likely Function from HHpred?
(conserved domains and functional
regions) .

K%thlng with enough coverage
Yes

MNembrane binding domain?
0

tRNA? No

oooo

e R W e . A T

Annoteition

Start position?

Glimmer: 60308

Glimmer Score: 3.58

GeneMark:None

Starterator MAs for selected and for alt
options (number, number alt MAs)

Not displayed

(

O O O OO

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N)YY

Is it the longest ORF? (Y/N) Y

Alignment agreement from Blast? (Y/N,
Source)No

Does it include all of the functional region
(HHpred)?Yes

SD Score? Is there one higher? (number,
Y/N)N

Gap, overlap, and spacing? (description)




1’ Annotator:
Daniel
5’ end: 3’ end:
61856 61161

Is it a gene?

0  Is there codin H\(T)tential based_on
& and description). O

Genemarks?

a Blast search? (Answer
O Isitlonger than 120 bp (Y/N)

O Do other related Rhages agree
(Phamerator) (Y/N)

Q Direction: (Fwd/Rev)

Notes:

2nd

Are there homologous genes based on

Function:
Hypothetical protein

Annotator:

Length:
696

Function?

O Likely function from
Phamerator (Answer)

Likely function from Blastp?
Answer using phagesDB, NCBI,
or both)

O Blast:

QO Phages DB:

0  Likely Function from HHpred?
conserved domains and
unctional regions)

O NKF

O Membrane binding domain?

O tRNA?

Feature 107 Annotation

O o000

oo

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N, Y/N)

Is it the longest ORF? (Y/N)
Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




1*' Annotator: 2" Anpnotator: Function:
Madison Renn
5’ end: 3’ end: Length:
61857
. o Function?
Is 1t a gene:
Likely function from
Phamerator (Answer)

[ Is there coding potential based on

Genemarks? (Y/N and description).

[ Are there homologous genes based
on a Blast search? (Answer)

Q Isitlonger than 120 bp (Y/N)

Do other related phages agree
(Phamerator) (Y/N)

@ Direction: (Fwd/Rev)

Notes:

Likely function from Blastp?
(Answer using phagesDB, NCBI,
or both)

Blast:

Phages DB:

Likely Function from HHpred?
conserved domains and
unctional regions)

NKF

Membrane binding domain?

tRNA?

oooo

(

O O O OO

Feature 108
Annotation

Start position?

Glimmer:

Glimmer Score:

GeneMark:

Starterator MAs for selected and for alt
options (number, number alt MAs)

Does it include all of the coding potential
and do Genemark and Glimmer agree?
(Y/N,Y/N)

Is it the longest ORF? (Y/N)

Alignment agreement from Blast? (Y/N,
Source)

Does it include all of the functional region
(HHpred)?

SD Score? Is there one higher? (number,
Y/N)

Gap, overlap, and spacing? (description)




