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Gene Report Form

Gene name: bip2

Gene Symbol: bip?2
Approximate location in project: 2296-8928

Number of isoforms in D. Melongaster: 1
Number of isoforms In this project: 1

Gene Model Checker Checklist
**Regarding the warning/fail, see the “gain of intron” note at the end of the bip2 report**
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Alignment between model and D. melanogaster

Alignment of bip2-PA vs. Submitted_Seq

View plain fext version

Identity: 807/1430 (56.4%), Similarity: 980/1430 (68.5%), Gaps: 130/1430 ( 2.1%)
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Gene model dot plot

Dot plot of bip2-PA vs. Submitted_Sequence
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**Gain of intron in D. biarmipes**

The gene has in intron (coordinates 7375 and 7324 on contig28) that is not present in D. melanogaster.
There is various evidence to support this claim: for CDS 6 is in two different reading frames, which is
of course not possible. There is also an appropriate splice donor and splice acceptor site at the 5' and 3'
ends of the (two) exons. The intron is above the minimum 40 nucleotides.



The exon spans two reading frames (-3 and -2, respectively), as shown below:
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Using the EMBOSS tookit (showorf), I highlighted the peptide sequence in D. biarmipes to show the

intron and splice sites:
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Here is the same span of sequence in D. biarmipes- note that there is no intron
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Gene Report Form

Gene name: Asator

Gene Symbol: 4sator

Approximate location in project: 2296-8928
Number of isoforms in D. Melongaster: 8
Number of isoforms In this project: 8

**Regarding the warnings in the gene model checklists, see the “loss of intron” note at the end**

Name of unique isoform based on coding List of isoforms with identical coding sequences
sequence

Asator-PD

Asator-PE

Asator-PF

Asator-PG

Asator-PH

Asator-PI

Asator-PJ

Asator-PK




**In case the gene model checklist screenshots are too small, I have included the individual exon
coordinates and the isoform coordinates below:

19) 34873-34851

17) 31050-30529

16_1) 31027-30529

16_0) 30582-30529

15) 28535-28170

14) 28057-27668

13) 27605-27402

12) 26948-26880

11) 26822-26511

10) 26460-25657

9) 25433-25294

8) 22001-21857

7) 22001-21764

6) 21680-21287

5) 20894-20316

4) 20894-20290

3) 18880-18781

1) 18717-18486

STOP (exon 1): 18485-18483
STOP (exon 7): 21763-21761
STOP (exon 4): 20289-20287

I:
34873-34851, 31027-30529, 28535-28170, 28057-27668, 27605-27402, 26948-26880, 26822-26511, 26460-
25657, 25433-25294, 22001-21857, 21680-21287, 20894-20316, 18880-18781, 18717-18486

H:
30582-30529, 28535-28170, 28057-27668, 27605-27402, 26948-26880, 26822-26511, 26460-25657, 25433-
25294, 22001-21857, 21680-21287, 20894-20316, 18880-18781, 18717-18486

F:
30582-30529, 28535-28170, 28057-27668, 27605-27402, 26948-26880, 26822-26511, 26460-25657, 25433-
25294, 22001-21764

D:
31050-30529, 28535-28170, 28057-27668, 27605-27402, 26948-26880, 26822-26511, 26460-25657, 25433-
25294, 22001-21857, 21680-21287, 20894-20316, 18880-18781, 18717-18486

J:
34873-34851, 31027-30529, 28535-28170, 28057-27668, 27605-27402, 26948-26880, 26822-26511, 26460-
25657, 25433-25294, 22001-21857, 21680-21287, 20894-20290

K:
30582-30529, 28535-28170, 28057-27668, 27605-27402, 26948-26880, 26822-26511, 26460-25657, 25433-
25294, 22001-21857, 21680-21287, 20894-20290

G:
31050-30529, 28535-28170, 28057-27668, 27605-27402, 26822-26511, 26460-25657, 21680-21287, 20894-
20290

E:
31050-30529, 28535-28170, 28057-27668, 27605-27402, 26948-26880, 26822-26511, 26460-25657, 25433-
25294, 22001-21857, 21680-21287, 20894-20290



Isoform Report Form

Gene-

isoform name: Asator-PD

Names of isoforms with identical coding sequences: none
Is the 5' end of this isoform missing from the end of the project: no
Is the 5' end of this isoform missing from the end of the project: no

Gene Model Checker Checklist:

Gene Model Checker

Configure Gene Model «| Checklist | DotPlot || Transcript Sequence || Peptide Sequence | Extracted Coding Exons || Downloads
Model Details | Expand All | Collapse All
Fosmid Sequence Fie: C:\fakepath'contig28. fasta Browse... iy Criteria Status Messsge
B« Chedk for Stert Cedon © Pass
Ortholog in D. melanogaster: AsatorPD d
E] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 31050-30529, 28535-28170, 28057-27668, @ -
27605-27402, 26043-26880, 2682226511, b Dener for GBS 1 © Pass
26460-25657, 25433-25294, 22001-21857, ol . Accsptor for COS 2 © Pass
21680-21287, 20894-20316, 18380-15781,
18717-18486 W Doner for COS 2 @ Pass
@ Acosptor for DS 3 © Pass
Annotated Untranslated Sk Donor for COS 2 © Pass
Regions? R Acceptor for CDS 4 © Pass
Orientation of Gene Relative to (@) Minus @ Donor for CDS 4 @ Pass
Query Sequence:
_ @ Acoeptor for GDS 5 © Pass
Completeness of Gene Model Partial
Translation: W Donor for DS 6 & Pass
Stop Codon Coordinates: 18485-18483 g Acceptar for COS 6 @ Pass
W Doner for CDS 8 @ Pass
Project Details =R Acosptor for DS 7 © Pass
Project Group: D. biarmipes Dot v B Donor for COS 7 © Pass
Project Mame: contig28 i Acosptor for CDS 8 © Pass
W Doner for CDS & @ Pass
@ Acosptor for DS 8 © Pass
CRN Donor for CDS 8 © Pass
I Acoeptor for CDS 10 © Pass
W Doner for COS 10 @ Pass
@ Acoeptor for GDS 11 © Pass
o e Donaor for CDS 11 © Pass
I Acoeptor for CDS 12 © Pass
W Doner for CDS 12 @ Pass
Verify Gene Model | Reset Form @ 9 Acoeptor for DS 12 © Pass
Configure Gene Model %l || Checldist | DotPlot | TrenscriptSequence || Peptide Sequence | Extracted Coding Exons | Dovmloads
T x| Expand All (=] Collapse All
Fosmid Sequence File: C:\fakepathicontig28. fasta Browse. i i S pisezag)
o Denor for CDS 2 @ Pass
Crtholog in D. melanogaster: Asator-PD
R Acceptor for CDS 2 © Pass
Coding Exon Coordinates: 31050-30529, 28535-28170, 28057-27568, = ~
27505-27402, 26945-26830, 26822-26511, b Denerfer €08 2 © Pass
26460-25657, 25433-25294, 22001-21857, o Acosptor for CDS 4 © Pass
21680-21287, 20894-20315, 1838018781,
18717-18486 EREL Donor for COS 4 & Pass
R Acceptor for CDS 5 © Pass
Annotated Untranslated ) ¥es o Denerfer C0S 3 © Pass
Regions? o Acceptor for CDS & & Pass
Orientation of Gene Relative to (1 Plus o Danorfor COS & © Pass
Query Sequence:
o Acceptor for CDS 7 & Pass
Completeness of Gene Model @) Complete
Translation: CHE Donor for COS 7 & Pass
Stop Codon Coordinates: 13435-15433 CHE Aceepter for CDS 8 © Pass
CR Denor for CDS 8 © Pass
Project Details | Acceptor for CDS 9 © Pass
Project Group: D. biarmipes Dot &5 o) Denerter CDS 2 © Pass
Project Name: contiozs CR Acesptor for CDS 10 © Pass
CR Denor for CDS 10 © Pass
CR Accsptor for CDS 11 © Pass
CR Denor for CDS 11 © Pass
CR Acosptor for CDS 12 © Pass
CR Denor for CDS 12 © Pass
CR Acosptor for CDS 13 © Pass
] Denor for CDS 13 Stip Already checked for Stop Codon
R Chedk for Stop Codon © Pass
R Additisnal Checks @ Pass
Verify Gene Model | | Reset Form @ Mumber of coding exons matched D. melanogaster orthalog Gene model has 12 CDS's, orthalog has 14 CDS's
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Dotplot

View protein alicnment

Dot plot of Asator—-PD vs, Submitted Sedquence

Submitted_Sequence

Reator-PD

Isoform Report Form

Gene--- isoform name: Asator-PE

Names of isoforms with identical coding sequences: none

Is the 5' end of this isoform missing from the end of the project: no
Is the 5' end of this isoform missing from the end of the project: no



Checklist

Configure Gene Model

Model Details

Fosmid Seguence File:
Orthalog in D. melanogaster:
Coding Exon Coordinates:

Annotated Untranslated
Regions?

Orientation of Gene Relative to
Query Sequence:

Completeness of Gene Mode!l
Translation:

Stop Codon Coordinates:

Project Details
Project Group:

Project Mame:

C:\fakepath\rontig23.fasta Browse...

Asator-PE

31050-30529, 28535-28170, 28057-27668,
27605-27402, 26948-26880, 26822-26511,
26460-25657, 25433-25294, 22001-21857,
21680-21287, 20894-20290

) Yes
() Plus
@) Complete

20289-20287

D. biarmipes Dot
contig23

®) Mo
@ Minus

() Partial

| Verity Gene Model | Reset Farm

Checklist | DotPlot || Transcript Sequence || Peptide Sequence | Extracted Coding Exons

2| Expand Al
View

8 g
]

8 g
RN
B @
8 &
RNl
# Q
ERN
B @
8 &
RNl
# Q
ERN
B @
8 &
ERN!
B @
8 &
B @
8 g
RN
]
RN
B Q
8 &

2| Callapse Al
Criteriz
Chedk for Start Codon

Acceptar for CDS 1

Donor for COS 1
Acceptor for CDS 2
Donor for COS 2
Acceptor for CDS 2
Donor for CDS 3
Acceptor for CDS 4
Donor for COS 4
Acceptor for CDS §
Donor for COS 3
Acceptor for CDS 8
Donor for COS €
Acceptor for CDS 7
Donorfor COS 7
Acceptor for CDS 8
Donor for CDS &
Acceptor for CDS 9
Doner for COS 2
Acceptor for CDS 10
Donor for COS 10
Acceptor for CDS 11
Donor for COS 11
Chedk for Stop Codon
Additional Cheds

Number of coding exons matched D. melanogaster ortholog

Status
@ Pass.
Skip

@ Pass.
@ Pass
@ Pass.
@ Pass
@ Pass
@ Pass.
@ Pass
@ Pass
@ Pass
@ Pass
@ Pass.
@ Pass
@ Pass
@ Pass
@ Pass
@ Pass.
@ Pass
@ Pass
@ Pass.
@ Pass
Skip

@ Pass
@ Pass.

Dowinlozds

Message

Already chedked for Start Codon

Already chedved for Stop Codon

Gene model has 11

CDS's, ortholog has 12 CDS's



Asator-FE
Jubmitted Jeq
Asator—-FE
Jubmitted Seqg
Asator-FE
Jubmitted Seq
Asator—-FE
Jubmitted Seqg
Asator-FE
Jubmitted Jeg
Asator-FE
Submitted Seqg
Asator-FE
Jubmitted 3eg
Asator-FE
Jubmitted Jeqg
Asator-FE
Jubmitted 3eqg
Asator-FE
Jubmitcted Jeq
Asator-FE
Jubmitted Seqg
Asator-FE
Jubmitcted Jeq
Asator-FE
Jubmitted Seqg
Asator-FE
Jubmitted Jeq
Asator—-FE
Jubmitted Seqg
Asator-FE
Jubmitted 3eqg
Asator-FE
Submitted Seqg
Asator-FE
Jubmitted 3eg
Asator-FE
Jubmitted Jeqg
Asator-FE
Jubmitted 3eqg
Asator-FE
Jubmitted Jeqg
Asator-FE
Jubmitted 3eqg
Asator-FE

Jubmitcted Jeq
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Dot plot of Asator—PE wva. Submitted Sequence

Reator-PE



Isoform Report Form

Gene--- isoform name: Asator-PF

Names of isoforms with identical coding sequences: none

Is the 5' end of this isoform missing from the end of the project: no
Is the 5' end of this isoform missing from the end of the project: no

Checklist

Configure Gene Model « Chechdist Dot Plot || Transcript Sequence Peptide Sequence | Extracted Coding Exons Dov
Model Details &/ Expend All |- | Collspse All
Fosmid Sequence File: C View Criteria Status Message
] Ched for Start Ceden © Pass

Ortholog in D. melanogaster: Asator-PF

] Skip Already checked for Start C
Coding Exon Coordinates: 30582-30529, 23535-28170, 28057-27568, 8
27605-27402, 26945-26880, 26822-26511, © Pass
26460-25657, 25433-25254, 22001-21764 ] & Pass
o 2 Pass
o ) Pass
Annotated Untranslated () Yes @ MNo & ) Pass
Regions? @ ) Pass
Orientation of Gene Relative to () Plus @ Minus & ) Pass
Query Sequence:
= - El J Pass
Completeness of Gene Model @ Complete () Partial
Translation: El ) Pass
Stop Codan Coordinates: 21763-21761 o J Pass
o @ Pass
Project Details el & Pass
Project Group: D. biarmipes Dot 7 o © Pass
Project Name: contig28 @ & Pass
] @ Pass
& ) Pass
@ Skip
& ) Pass
& ) Pass
] ) Pass

Verify Gene Model | Reset Form



Identity: 651/863 (73.4%), Similarity: 701/363 (§1.2%), Gaps: 36/363 ( 6.3%
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Dotplot

View protein ali ent

Dot plot of Asator-PF ws, Submitted Sedquence
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Isoform Report Form

Gene--- isoform name: Asator-PG

Names of isoforms with identical coding sequences: none

Is the 5' end of this isoform missing from the end of the project: no
Is the 5' end of this isoform missing from the end of the project: no

Checklist

Gene Model .

Configure Gene Model “l || Checklist || DotPlot || Transcript Sequence || Peptide Sequence || Extracted Coding Exons || Downloads
Model Details %/ Expand All | Collapse All
Fosmid Sequence File: C:\fakepath\contia28. fasta Browse... View Criteria Status Message
CRR Chec for Start Codon © Pass
Ortholag in D. melanogaster: Asator-PG ?
] Accepter for CDS 1 Skip Already chedied for Stat Codan
Coding Exon Coordinates: 31050-30529, 28535-28170, 28057-27568, 8 -
27605-27402, 26822-26511, 25960-25657, i Danerfor CO 1 © Pass
21630-21287, 20894-20290 I Acceptor for CDS 2 © Pass
CR Denor for CDS 2 © Pass.
M| d Acoeptor for CDS 3 ) Pass.
Annotated Untranslated @ Yes © No IR Daner for CDS 2 © Pass
Regions? ® Azoeptor for COS 4 @ Pass.
Orientation of Gene Relative to () Plus @) Minus CR Danar for CDS 4 © Pass
Query Sequence:
- B d Acceptor for CDS 5 @ Pass.
Completeness of Gene Model omplete () Partial
Translation: g ¢ Danor for CDS 5 © Pass
Stop Codon Coordinates: 2023%-20237 B Aceeptor for CDS 8 © Pass
| Daner for CDS € @ Pass
Project Datails CR Acoeptor for CDS 7 @ Pass
Project Group: D, biarmipes Dot » 5| Denorfar CDS 7 O Pass
Praject Name: contig2s CR Acoeptor for CDS § © Pass
® Donor for CDS 8 Skip Already checked for Stop Caden
B d Chedk for Stop Coden @ Pass.
CAR Additionsl Cheos © Pass
CR Number of coding exons matched D. melanogaster ortholog & Warn Gene model has 8 CDS's, ortholog hes 8 CDS%s
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Dotplot

Dot plot of Asator-PG ws. Submitted Sequence
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Isoform Report Form

Gene--- isoform name: Asator-PH
Names of isoforms with identical coding sequences: none
Is the 5' end of this isoform missing from the end of the project: no

Is the 5' end of this isoform missing from the end of the project:

Checklist

no

Gene Model Checker
Configure Gene Model «)) || checkdist || DotPlot || Transcript Sequence || Peptide Sequence | Extracted Goding Exons || Dovinloads
Hodel Details %:|Expend All =] Collapse All
Fosmid Sequence File: C:\fakepathlcontia2s. fasta Browss... View Criteris Z20 Message:
N Chedk for Start Cadon © Pass
Orthelog inD. melanogaster: | Asator-PH ’
] Acceptor for DS 1 Stip Alresdy chedked for Start Codon
Coding Exon Coordinates: 30582-30529, 28535-28170, 28057-27688, o - .
27505-27402, 26945-25650, 25322-26511, Penarfar CDS 1 © Pass
26460-25657, 25433-25294, 22001-21857, 4 Acceptor for CDS 2 © Pass
21680-21287, 20834-20316, 18380-18781,
18717-18486 E Doner for CDS 2 © Pass
@ Agceptor for CDS 2 © Pass
Annotated Untransiated @ No o) & Dener far G0S 2 © Pass
Regions? @ Acceptor for CDS 4 @ Pass
Orientation of Gene Relative to @ Q Donor for COS 4 @ Pass
Query Sequence:
E Accepter for CDS & © Pass
Completeness of Gene Model
Translation: R Doner for CDS 5 © Pass
Stop Codan Coardinates: 18485-18483 ¥« Acceptar for CDS 6 © Pass
N Doner for CDS & © Pass
Project Details ERRL Acceptor for CDS 7 @ Pass
Project Group: D. bizrmipes Dot - @) Dener for COS 7 © Pass
Project Name: contig2s i B Acceptor for C0S 8 © Pass
R Doner for COS 8 @ Pass
E Accepter for CDS 9 © Pass
B € Donr for CDS 8 © Pass
N Accepter for COS 10 © Pass
B ¢ Doner for CDS 10 @ Pass
B o Acceptor for CDS 11 © Pass
E Doner for CDS 11 © Pass
@ Acceptor for CDS 12 © Pass
8| @ Donor for GDS 12 © Pass
Verify Gene Model | Reset Form
EI Accepter for CDS 13 © Pass
Configure Gene Model «| Checklist | DotPlot || Transcript Sequence || Peptide Sequence | Extracted Coding Exons || Downloads
Model Details | Expand All =] Collapse All
Fosmid Sequence File: C:\fakepath\contig28. fasta Browze.. View Criteria Bt n=sns
[ I ] Denor for CDS 2 & Pass
Ortholog in D. melanogaster: | Asator-PH 8l JS— & rase
Coding Exon Coordinates: 30582-30529, 28535-28170, 28057-27668, @l € - p
27605-27402, 2694526380, 26822-26511, Fenerfarces 2 @ Fass
26460-25657, 25433-25294, 22001-21857, Ea Acceptor for CDS 4 © Pass
21680-21287, 20894-20315, 13550-18781, p
E717 18436 8|« Donor for GDS 4 @ Pass
@ @ Acceptor for DS 5 © Pass
Annotated Untranslated 7 Yes i Denarforchs & © Pass
Regions? o | Acceptor for CDS & @ Pass
Orientation of Gene Relative to Plus © Minus E Denor for CDS & © Pass
Query Sequence: -
B @ Acceptor for CDS 7 & Pass
Campleteness of Gene Model Complete Partial . -
Translation: B @ Donor for CDS 7 © Pass
Stop Codon Coordinates: 18485-18483 o) Acespter for COS 8 © Pass
@ Donor for CDS 8 © Pass
Project Details 8|« Aceeptor for CDS 8 @ Pass
@ @ el ®
Project Group: D. biarmipes Dot & Denorfer2D2 8 © Pass
S —— R Acceptor for COS 10 © Pass
Ea Donor for CDS 10 © Pass
@ Acceptor for CDS 11 @ Pass
® @ Dener for COS 11 © Pass
@ @ Acceptor for CDS 12 © Pass
@ @ Doner for CDS 12 © Pass
@ Acceptor for CDS 13 © Pass
r] Donor for CDS 12 Skip Alresdy checked for Stop Coden
@ Ched for Stop Codon @ Pass
® @ Additional Cheds © Pass
esifiGepe Model | JZecelioun B @ Number of coding exons metched 0. melsnogaster arthalog & Pass




Identity: 894/1281 (69.8%%), Similarity: 235/1281 (76.9%%), Gaps: 106/1281 ( 8.3%3
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Isoform Report Form

Gene--- isoform name: Asator-Pl

Names of isoforms with identical coding sequences: none

Is the 5' end of this isoform missing from the end of the project: no
Is the 5' end of this isoform missing from the end of the project: no

Checklist

Configure Gene Model «}| || Checklist | DotPlot || TranscriptSequence || Peptide Sequence | Extracted Coding Exons || Downloads
Model Details &2 Expand All | i) Collapse All
Fosmid Sequence File: C:\fakepath\contig28.fasta |Browse Views Criteria Status. Message
Q Check for Start Cod ¢
Ortholag in D. melanogaster: Asator-P1 E eck for Start Loden @©Pass
=] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 34873-34851, 31027-30529, 28535-28170, .
2805727668, 27605-27402, 2604826880, 6) & Donar for C0Z 1 ©OPass
26822-26511, 26460-25657, 25433-25294, | € Acceptor for CDS 2 ©Pass
22001-21857, 21680-21287, 20894-20316, :
18880-18781, 18717-18486 = (.-_ Donor for COS 2 ©Pass
] (.._ Acceptor for CDS 3 @ Pass
Annotated Untranslated @ Yes @ No @ Donor for CDS 3 @ Pass
Regions? =] (_,_ Acceptor for CDS 4 @ Pass
Orientation of Gene Relative to () Plus @ Minus =R Donor for COS 4 @ Pass
Query Sequence:
=R Acceptor for CDS § ©Pass
Completeness of Gene Model @ Complete () Partial
Translation: [ Donor for CDS 5 @®Pass
Stop Codon Coordinates: 18485-18483 8 Q Acceptor for CDS & @Pass
E @ Donor for CDS 6 ®Pass
Project Details =R Acceptor for CDS 7 @ Pass
Project Group: 0. bizrmipes Dot o @ Donor for CDS 7 ©Pass
3| @ Acceptor for CDS 8 ¢
Project Name: contig28 El . P @ Pass
[V Donor for CDS & @Pass
=R Acceptor for CDS 9 ©Pass
(=L 0 Donor for CDS § @®Pass
# @ Acceptor for CDS 10 @ Pass
E @ Donor for COS 10 ®Pass
E Q Acceptor for CDS 11 @Pass
| Verify Gene Model| | ResetForm | @ (_,_ Donor for CO3 11 ©Pass
Gene Model Checker
Configure Gene Model < Checklist || DotPlot || TranscriptSequence || Peptide Sequence || Extracted Coding Exons || Downloads
Model Details %] Expand All | E] Collapse Al
Fosmid Sequence File: C:\fakepath\contig28.fasta |Browse...| = CLEr] SED esang
Q 5 @
Ortholog in D. melanogaster: Asator-P1  ® Aceeptor for COS ©Fass
B O Donor for COS 5 ©Pass
Coding Exon Coordinates: 34873-34851, 31027-30529, 28535-28170,
28057-27668, 27605-27402, 26948-26880, g @ Acceptor for COS 6 ©Pass
26822-26511, 26460-25657, 25433-25294, -
22001-21857, 2168021287, 20894-20316, @ Q Lol ©Fass
18880-18781, 18717-18486 B O Acceptor for COS 7 ©Pass
@ @ Doner for COS 7 ©Pass
Annetated Untransiated @ No B € Acceptor for CDS 8 ©Pass
7
Regions: B @ Donor for COS & @Pass
Orientation of Gene Relative to Minus € a
Query Sequence: B g Acceptor for COS 8 @Pass
B @ Donor for CDS 9 ¢
Completeness of Gene Model @ Partial E ©Pass
Translation: [ Acceptor for CDS 10 ©Pass
Stop Codon Coordinates: 18485-18483 B @ Doner for CDS 10 ©Pass
B € Acceptor for COS 11 ©Pass
Project Details B @ Doner for CDS 11 @Pass
Project Group: D. biarmipes Dot v @ @ Acceptor for C0Z 12 ©Pass
Project Name: contig28 8 @ Doner for CDS 12 ©Pass
B @ Acceptor for COS 13 @Pass
(= Donor for CDS 13 @Pass
B @ Acceptor for COS 14 @Pass
] Donor for CDS 14 Skip Already checked for Stop Codon
B @ Check for Stop Codon ©Pass
B @ Additional Checks ©Pass

|Verify Gene Model| | ResetForm | B @ Humber of coding exons matched D. melancgaster ortholog @ Pass



Identity: 997/1440 (69.2%%), Similarity: 1105/1440 (76.7%), Gaps: 113/1440 ( 7.8%)

A=sator-FI
Submitted Seg
A=sator-FPI
Submitted Seg
A=sator-PI
Submitted Seg
Asator-PI
Submitted Jeg
Asator-PI
Submitted 3eg
Asator-PI
Submitted 3eg
Asator-PI
Submitted_3eg
Asator-FI
Submitted_3eg
Asator-FI
Submitted_3eg
Asator-FI
Submitted_3eg
Asator-FI
Submitted_Seg
Asator-FI
Submitted_Seg
Asator-FI
Submitted_Seqg
Asator-FI
Submitted_Seqg
Asator-FI
Submitted_Seqg
A=sator-FI
Submitted Jeqg
A=sator-FI
Jubmitted Jeg
A=sator-FI
Jubmitted Jeqg
A=sator-FI
Submitted Seg
A=sator-FPI
Submitted Seg
A=sator-PI
Submitted Seg
Asator-PI
Submitted Jeg
Asator-PI
Submitted 3eg
Asator-PI

Submitted 3eg

1
1
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Dotplot

View protein alisnment

Dot plot of Asator-PI wvs. Submitted Sequence
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Isoform Report Form

Gene--- isoform name: Asator-PJ

Names of isoforms with identical coding sequences: none

Is the 5' end of this isoform missing from the end of the project: no
Is the 5' end of this isoform missing from the end of the project: no

Checklist

Gene Model Checker

Configuné Gen Model @) | Checklist | 0ot Mot | Tramcrit Smumce || Peptide Sequence | Sinected Coting Bone | Dowriasds
Model Details | Egand All = | Collagse All
Fosmid Sequence File: Cifzkepat! Sz e Crieria Staws Message
Ortholog in D, melanogasten: | Asztor-P) = Grecar S oo G Fas
@ Agoegior for G051 s Az chesked o SRR Coon
(Coding Exon Coordinztes: 34873-34851, 31027-30529, 28535-28170,
28057-27668, 27605-27402, 26648-26880, @] ¢ Denartor L3 1 §Pass
26822-26511, 26460-25657, 25433-25254, @l Agnzmmr @Pass
22001-21857, 21680-21287, 20854-20250
@l Donar for ©Fxs
@ ¢ Acoagiorfor CO5 3 & Faz
Annotzted Untransizted O ves @ No @ Doror Br COS 3 gPass
Regiore? 3| € Asoaoiorfor COSL & Pass
gr‘j:!‘w:!%o:gne Relztivato [ Plus al e N -
Complateness of Gene Model @) Complete ) partial I AooRgior or G055 @ Fass
Translation: @l e Donat for COS 5 &Pass
Stop Cadon Coordinztes: 20289-20287 @l e AcoeTI B COS 6 @Pass
@l Darar o COS6 §Pass
Project Details FIN Agoadior o COST @ Paz
Project Group: D. biarmipss Dot v @l Donar fr COS T BFsss
Project Name: contig28 I Ao o CDSE GFase
@ e Donor for COS 8 GFass
@l Agtazorfor C0S9 & Pass
@ ¢ Dot far D59 ©Pass
3| Agtegor for CO5 10 ©Fss
I Donar for COS 10 9Pz
@ ¢ Acoagiorfor COS 11 @ Pass
@ e Domr for COE 11 @Pass
@ ¢ Acoagiorfor CO5 12 & Faz
4 St L5 1 Sip Alreay Creoked T 5100 Codon
@l Chesk for 509 Codon §Pass
I AgtinEl Coecks ©Fass
I WMDEI 0 GOIng ex0ns Mained . Melsnogaser ool @ Fass

Vertty Gene Mogel | | Reset Form

Towtsemat Tintes: A Fizns Chartar



Identity: 924/1332 (68.3%5), Similarity: 1025/1352 (75.8%), Gaps: 126/1332 ( &3%;
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Isoform Report Form

Gene--- isoform name: Asator-PK

Names of isoforms with identical coding sequences: none

Is the 5' end of this isoform missing from the end of the project: no
Is the 5' end of this isoform missing from the end of the project: no

Checklist

Configure Gene Model k| || Checklist || DotPlot || Transcript Sequence || Peptide Sequence | Extracted Goding Exons || Downlozds
Model Details 4z Expand All =] Collapse All
Fosmid Sequence File: C:\fakepath\contig23. fasta Browse iy (ETEE FEHS SES
o Chedk for Start Codon & Pass
Ortholog in D. melanogaster: AsatorPk J
-] Acceptor for CDS 1 Skip Already chacked for Start Codon
Coding Exon Coordinates: 30582-30529, 28535-28170, 28057-27668, gl e - .
27605-27402, 26943-26880, 26822-26511, Penerfer CDS 1 © Pass
26460-25557, 25433-25284, 22001-21857, @ e Aceeptor for COS 2 © Pass
21680-21237, 20854-20220
| Donor for CDS 2 © Pass
W e Acceptor for CDS 3 & Pass
Annotated Untranslated () Yes @ No 5| Doner for CDS 3 © Pass
Regions? R Acceptor for CDS 4 @ Pass
Crientation of Gene Relative ta () Plus @ Minus ER Doner for DS 4 @ Pass
Query Sequence:
CRR Acceptor for COS 6 © Pass
Completeness of Gene Model @ Complete () Partial
Translation: CAl Donor for CDS & © Pass
Stop Codon Coordinates: 20239-20287 | Acceptor for CDS & @ Pass
W o Donor for CDS & @ Pass
Project Details =R Aceeptor for CDS 7 @ Pass
Project Group: D. biarmipes Dot v ERl Donar for CDS 7 © Pass
Project Name: contig2s ERl Acceptor for COS 8 © Pass
| Donor for CDS 8 © Pass
o Acceptor for CDS 8 @ Pass
R Donor for CDS & @ Pass
A Acceptor for COS 10 @ Pass
“a Donor for GDS 10 © Pass
W € Acceptor for COS 11 & Pass
e} Donr for CDS 11 Skip Already checked for Stop Codon
o Chedk for Stop Codon @ Pass
B Additional Cheds © Pass

| Verify Gene Model | | Reset Form R Number of coding exons matched D. melancgaster ortholog & Warn Cannct find the D. melanogaster ortholog: Asator-Pe



WView plain text version

Identity: 321/1193 (63.8%), Similarity: 205/1193 (73.9%), Gaps: 1191193 (10.0%
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Custom track(s) viewed on the UCSC Genome Browser

GEP UCSC Genome Browser on D. biarmipes Aug. 2012 (GEP / Dot) Assembly (Dbia2)
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**Loss of intron: The Asator gene in D. biarmipes is missing an intron that is present in D.
melanogaster between the exons 17 and 16 1. Blasting was fairly unhelpful, as exon 17 is too short to
give significant hits. My initial suspicion was due to the fact that when exon 17 is present, it is always
followed by 16 1, and this pair is mutually exclusive to the utilization of exon 16 0. So, using the
genome browser and the EMBOSS toolkit (showorf), I compared the peptide sequences of the relevant
area for D. melanogaster and D. biarmipes and highlighted the surrounding sequence to display the lost
intron.

**This is also why, in the isoform models that have exon 17/16 1, there is a warning in the gene model
checklists about a different number of CDSs than in the D. melanogaster model.

Exon 17/16 1 as shown in the UCSC Genome Browser:
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Peptide sequence (with intron) for exons 17 and 16 _1 in D. melanogaster:
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Peptide sequence (displaying the missing intron between exons 17 and 16 1) in D. biarmipes:

1701 GTGAGAGGTAGACGATGCCTCATAARATCTGTAAGTCTCTCTTAAACCATG 1750
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