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Project Details

Project name: Dbiarmipes dot Aug2012 contig34
Project species: Drosophila biarmipes

Date of submission: 07/23/13

Size of project in base pairs: 50,000
Number of genes in project: 5

Does this report cover all genes and all isoforms or is it a partial report?
All five genes are covered and all isoforms are covered by this report. Genes are Pur-alpha,
CG1970, Ephrin, CG1909, and onecut.

The region of the project covered by this report:
from base _1_to base 50,000

Gene report form

Gene name (i.e. D. mojavensis eyeless): __D. biarmipes Pur-alpha
Gene symbol (i.e. dmoj ey):  dbia Pur-a
Approximate location in project (from 5’ end to 3’ end): ~ 230-5377
Number of isoforms in D. melanogaster: 6
Number of isoforms in this project: 6

Complete the following table for all the isoforms in this project:
If you are annotating untranslated regions then all isoforms are unique (by definition)

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

Pur-alpha-PA Pur-alpha-PC, Pur-alpha-PE

Pur-alpha-PB Pur-alpha-PF

Pur-alpha-PD

Pur-alpha-PG




Isoform report form

Complete this report form for each unique isoform listed in the table above (copy and paste to create as many
copies of this Isoform Report Form as needed):

Gene-isoform name (i.e. dmoj ey-PA):  dbia Pur-o-PA

Names of the isoforms with identical coding sequences as this isoform

___dbia Pur-a-PC, dbia Pur-o-PE

Is the 5’ end of this isoform missing from the end of project:  No
If so, how many exons are missing from the 5’ end: NA

Is the 3’ end of this isoform missing from the end of the project:  No
If so, how many exons are missing from the 3’ end: ~ NA

1. Gene Model Checker checklist

Enter the coordinates of your final gene model for this isoform into the Gene Model Checker and paste a
screenshot of the checklist results below:

ene Model Checker

“onfigure Gene Model 4 Checklist | DotPlot || Transcript Sequence Peptide Sequence Extracted Coding Exons Downloads
e [<z] Expand Al | [i=] Collapse Al
Fosmid Sequence File: C:\fakepath'\contig34.fasta |Browse... View Criteria Status Wessage
@ @ Check for Start Codon @ Pass
Ortholog in D. melanogaster: Pur-alpha-PA =
2] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 230-272, 322-384, 448-560, 908-1010, 1946- € o for COS 1 p
2064, 2129-2250, 5061-5166, 5222-5374 g nonIs ©Pass
E O Acceptor for CDS 2 @Pass
@ O Donor for COS 2 @PFass
H| @ Acceptor for CDS 3 @®Pass
(3 b
Annotated Untranskated @ Yes @ No g - Donvar o C05.3 OFass
Regions? H | € Acceptor for CDS 4 @Pass
Orientation of Gene Relative to @) Plus © Minus @ € Donor for CDS 4 ®Pass
Query Sequence:
@ € Acceptor for CDS 5 @ Pass
Completeness of Gene Model @ Complete () Partial
Translation: | ¢ Dener for CDS 5 ©Pazs
Stop Codon Coordinates: 5375-5377 E Syt S0 ©Pass
| € Donor for COS 6 @ Pass
Project Details 3| € Acceptor for CDS 7 @ Pass
§ €
Project Group: D. biarmipes Dot - 4 Doner for COS 7 ©Pass
= Acceptor for CDS 8 @ Pass
Project Name: contig34 5 .
=) Donor for COS & Skip Already checked for Stop Codon
o Check for Stop Codon @ Pass
A € Additional Checks @ Pass
@ € Mumber ¢f coding exons matched D. melanogaster ort... @ Pass



2. View the gene model on the Genome Browser

Using the custom track feature from the Gene Model Checker, capture a screenshot of your gene model shown
on the Genome

Paste the screenshot of your gene model as shown on the Genome Browser below:

GEP UCSC Genome Browser on 1. biarmipes Aug. 2012 (GEP / Dot) Assembly (Dbia2)
move [<<< (<< [ < ][> [[>> ][22>] zoomin [1.5x] [ 8 | [10x] [ base ] zoom out [15x] [ 3x ] [10x]

position/search contig34:229-5.377 size 5.149 bp.
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3. Alignment between the submitted model and the D. melanogaster ortholog

Show an alignment between the protein sequence for your gene model and the protein sequence from the
putative D. melanogaster ortholog. You can use the protein alignment generated by the Gene Model Checker or
you can generate a new alignment using BLAST 2 Sequences (bl2seq).

Copy and paste the alignment below:

Alignment of Pur-alpha-PA vs. Submitted Seq

View plain text version

Tdentity: 268/274 (97.8%). Similarity: 272/274 (99.3%). Gaps: 0/274 ( 0.0%)

Pur-alpha-Pa 1 MSDLGSGDDGISGSERLEA Rt iy d N Rt R e GSGVEQELATKMLOIQSKRFYLDV £0

O R RERERARER R
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a copy of the dot plot of your submitted model against the putative D. melanogaster ortholog (generated

by the Gene Model Checker).
Provide an explanation for any anomalies on the dot plot (e.g. large gaps, regions with no sequence

similarity).

Dot plot of Pur-alpha-PA ws, Submitted Sequence

Submitted_Sequence




Isoform report form

Complete this report form for each unique isoform listed in the table above (copy and paste to create as many
copies of this Isoform Report Form as needed):

Gene-isoform name (i.e. dmoj ey-PA):  dbia Pur-a-PB

Names of the isoforms with identical coding sequences as this isoform

dbia Pur-a-PF

Is the 5’ end of this isoform missing from the end of project:  No
If so, how many exons are missing from the 5’ end: NA

Is the 3’ end of this isoform missing from the end of the project:  No
If so, how many exons are missing from the 3’ end: ~ NA

1. Gene Model Checker checklist

Enter the coordinates of your final gene model for this isoform into the Gene Model Checker and paste a
screenshot of the checklist results below:

Gene Model Checker

Configure Gene Model 4 Checklist | DotPlot || Transcript Sequence Peptide Sequence Extracted Coding Exons Downloads
b |5z Expand All ] Collapse Al
Fosmid Sequence Fle: C:\fakepath\contig34.fasta Browse...| MO Crle Slahus ficssane
) 3| @ Check for Start Codon @ Pass
Ortholog in D. melanogaster: Pur-zlpha-PB -
] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 230-272, 322-384, 448-560, 908-1010, 1946- P D for CDS 1 p
2064, 21292250, 50585166, 52225374 =l 000G ©Pass
m C Acceptor for CDS 2 @ Pass
| € Donor for CDS 2 & Pass
@ « Acceptor for CDS 3 @ Pass
I3 =
Annotated Untranslated ) Yes @ MNo o Do e ©Pass
Regions? [ L Acceptor for CDS 4 ® Pass
Orientation of Gene Relative to @ Plus ) Minus @ € Donor for COS 4 ® Pass
Query Sequence:
[ L Acceptor for CDS 5 @ Pass
Completeness of Gene Model @ Complete () Partial
e e | € Donor for CDS 5 @ Pass
€ pe
Stop Codon Coordinates: 5375-5377 Fl contoGfon(Ten ©Pass
| € Donor for CDS 6 & Pass
Project Details @ C Acceptor for CDS 7 @® Pass
0 € @
Project Group: D. biarmipes Dot v 4 Donor for CDS 7 ©Pass
) m € Acceptor for CDS 8 @ Pass
Project Name: contig34 s
H Donor for CDS 8 Skip Already checked for Stop Codon
m C Check for Stop Codon @ Pass
| € Additional Checks & Pass
@ C Number of coding exens matched D. melancgaster ort.. & Pass



2. View the gene model on the Genome Browser

Using the custom track feature from the Gene Model Checker, capture a screenshot of your gene model shown
on the Genome

Paste the screenshot of your gene model as shown on the Genome Browser below:
GEP UCSC Genome Browser on D. biarmipes Aug. 2012 (GEP / Dot) Assembly (Dbia2)
move [<<<J [ <<][ < ][> | [>> ][>»>] zoomin [1.6x] [ 3x ] [10x] [base ] zoom out [ 1.6 [ 3x ] [10x]

5149 bp.
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3. Alignment between the submitted model and the D. melanogaster ortholog

Copy and paste the alignment below:

Alignment of Pur-alpha-PB vs. Submitted Seq

View plain text version

Identity: 269/275 (97.8%), Similarity: 273/275 (99.3%), Gaps: 0/275 ( 0.0%)

Pur-alpha-PBE 1

Submicted Seq
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a copy of the dot plot of your submitted model against the putative D. melanogaster ortholog (generated
by the Gene Model Checker).

Provide an explanation for any anomalies on the dot plot (e.g. large gaps, regions with no sequence
similarity).

Dot plot of Pur—-alpha-PE ws. Submitted Sequence

SEULARL & RTW_ SETAT eT




Isoform report form

Complete this report form for each unique isoform listed in the table above (copy and paste to create as many
copies of this Isoform Report Form as needed):

Gene-isoform name (i.e. dmoj_ey-PA): dbia Pur-a-PD
Names of the isoforms with identical coding sequences as this isoform

NA
Is the 5’ end of this isoform missing from the end of project:  No
If so, how many exons are missing from the 5’ end: NA

Is the 3’ end of this isoform missing from the end of the project:  No
If so, how many exons are missing from the 3’ end: ~ NA
1. Gene Model Checker checklist

Enter the coordinates of your final gene model for this isoform into the Gene Model Checker and paste a
screenshot of the checklist results below:

Gene Model Checker

Configure Gene Model 4 Checklist | DotPlot || Transcript Sequence Peptide Sequence Extracted Coding Exons Downloads
e 2] Expand Al | [i=] Collapse All
Fosmid Sequence File: C:\fakepath\contig34.fasta |Browse...| Mo Siien Sl flossane
] ® @ Check for Start Codon @ Pass
Ortholog in D. melanogaster: Pur-aglphz-PD
) Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 252-272, 345-384, 448-560, 908-1010, 1946- =N e SR P
2064, 2129-2250, 5058-5166, 5222-5374 ! B bkt @58
M| € Acceptor for CDS 2 @ Pass
m € Denor for COS 2 @Pass
| € Acceptor for CDS 3 @® Pass
Annotated Untranslated ©) Yes @ Mo | @ o O 5ass
Regions? @ O Acceptor for CDS 4 @Pass
Orientation of Gene Relative to @ Plus () Minus m @ Donor for COS 4 @ Pass
Query Sequence:
@ € Acceptor for CDS 5 @ Pass
Completeness of Gene Model @ Complete (©) Partial
Ferrrin > P : M € Donor for CDS 5 @Pass
) &
Stop Codon Coordinates: 5375-5377 £l Soceplon oS 6 ©Pass
m € Donor for COS 6 @Pass
Project Details 3| € Acceptor for CDS 7 @Pass
[ &
Project Group: D. biarmipes Dot s o anar fr (O L Dkzss
| € Acceptor for CDS 8 @Pass
Project Mame: contig34
H Donor for COS 8 Skip Already checked for Stop Codon
@ € Check for Stop Coden ® Pass
B/ € Additional Checks ® Pass
@ € Mumber of coding exons matched D. melanogaster ort... & Pass



2. View the gene model on the Genome Browser

Using the custom track feature from the Gene Model Checker, capture a screenshot of your gene model shown
on the Genome

Paste the screenshot of your gene model as shown on the Genome Browser below:

GEP UCSC Genome Browser on D. biarmipes Aug. 2012 (GEP / Dot) Assembly (Dbia2)
move [<<<] [ «<J[ < ][> ][>> ] [5>>] zo0min [15¢] [ 3x ] [10¢] [base | z00m out

position/search contig3d:251-5.377 size 5,127 bp.
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3. Alignment between the submitted model and the D. melanogaster ortholog
Copy and paste the alignment below:

Alignment of Pur-alpha-PD vs. Submitted Seq

View plain text version

Tdentity: 256/260 (98.5%), Similarity: 258/260 (99.2%). Gaps: 0/260 ( 0.0%)

Pur-alpha-FD i HHESQEGSG\TQELPJMQIQSKRFYLDVKQHRRGRFIK\@EE 60
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a copy of the dot plot of your submitted model against the putative D. melanogaster ortholog (generated

by the Gene Model Checker).
Provide an explanation for any anomalies on the dot plot (e.g. large gaps, regions with no sequence

similarity).

Dot plot of Pur-alpha-PD wvs. Submitted Sequence

Submitted_Seguence




Isoform report form

Complete this report form for each unique isoform listed in the table above (copy and paste to create as many
copies of this Isoform Report Form as needed):

Gene-isoform name (i.e. dmoj_ey-PA): dbia Pur-a-PG
Names of the isoforms with identical coding sequences as this isoform

NA
Is the 5’ end of this isoform missing from the end of project:  No
If so, how many exons are missing from the 5’ end: NA

Is the 3’ end of this isoform missing from the end of the project:  No
If so, how many exons are missing from the 3’ end: ~ NA

1. Gene Model Checker checklist

Enter the coordinates of your final gene model for this isoform into the Gene Model Checker and paste a
screenshot of the checklist results below:

Gene Model Checker

Configure Gene Model « Checklist || DotPlot || Transcript Sequence || Peptide Sequence || Extracted Coding Exons || Downloads
Model Details 52| Expand All | |iE] Collapse Al
Fosmid Sequence File: C:\fakepath\contig34.fasta |Browse...| e Criteria Status Message
: @ € Check for Start Codon ® Pass
Ortholog in D. melanogaster: Pur-zlpha-PG .
E] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 252-272, 345-384, 448-560, 908-1010, 1946- € = e =
2064, 2129-2250, 5061-5166, 5222-5374 = oo ©Pass
@ @ Acceptor for CDS 2 ® Pass
@ @ Denor for CDS 2 @ Pass
T Acceptor for CDS 3 ® Pass
Annotated Untranslzted © Yes @ MNo B € Donor for COS 3 ©Pass
Regions? @ © Acceptor for CDS 4 @ Pass
Orientation of Gene Refative to @ Plus ) Minus @ « Donor for CDS 4 @ Pass
Query Seguence:
W C Acceptor for CDS & ©® Pass
Completeness of Gene Model @ Complete () Partial :
Transfation: @ € Doner for CDS 5 ® Pass
€ €
Stop Codon Coordinates: 5375-3377 d@| € Acceptor for CDS 6 ® Pass
@ @ Denor for CDS & © Pass
Project Details @ Acceptor for CDS 7 ® Pass
Q &
Project Group: D. biarmipes Dot v £ Donarfor S 1. © Pass
. @ Acceptor for CDS 8 © Pass
Project Mame: contig34 =
[E2] Donor for COS & Skip Already checked for Stop Codon
@ € Check for Stop Codon ® Pass
| € Additional Checks @ Pass
@ € Number of coding exens matched D. melancgasterort... @ Pass



2. View the gene model on the Genome Browser

Using the custom track feature from the Gene Model Checker, capture a screenshot of your gene model shown
on the Genome

Paste the screenshot of your gene model as shown on the Genome Browser below:

GEP UCSC Genome Browser on D. biarmipes Aug. 2012 (GEP / Dot) Assembly (Dbia2)
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zcale 2 K} | Doiaz
) cont g4 soel 1, easl 1,508 2, 880] 2,508| =, 000 3,508| 4, 008| 4,508
Custon Gens Mode
Fur-s1pha-FG o ik I TN - . RSSOt He e
Gap Locations
Gap
ELASTX Alignment to D. melanogaster Froteins
Pur-z1pha—F C - - - ]
Fur-aloha—PC K- I | ]
Fur-s1nha—E O - - ] |
Fur-31nha—FE L - - - -
Fur—z1eha—F L - - - -
Pur-alpha—PG [ —& | ]
Pur-alpha-PD - L -
Genscan Gene Predictions
Genscan Genes §— [N _—
Geneid Gene Fredictions
Gene id Genes
N-3CAN Gene Fredictions
H-SCAN | | i = -
SGP Gene Predictions
FGF Genes
AUZUSTUS Gene Predictions
AugusTUS I - -
SHAF Gehne Fredicrions
SHAF - L -
G1inmerHii Bene Predict ions
Gl I L - -
34 _ RMNA-Seq Alighment Summary for Wixed Embryos (Ezgs)
Mixed Embryos ENA-
0 | e amien h——-—-—‘_‘
a5 _ RNA-3eq A1ignment Summary for Adult Females
AdUIE Females RNA
| o | | Ll _ha .l alllio ] L
131 _ FEMA-2ed A1ignment Summary for AQUIT Males
AAUIE Males RHA-S:
o W ™ o —
B FhastCons Conserved Elements (7 Drosophila Species)
Most conserved I N NN | ]
Repeating E1enents by RepeatMasker
Repeathasker il b i ] N || T

3. Alignment between the submitted model and the D. melanogaster ortholog

Copy and paste the alignment below:
Alignment of Pur-alpha-PG vs. Submitted Seq

View plain text version

Tdentity: 255/259 (98.5%). Similarity: 257/259 (99.2%). Gaps: 0/259 { 0.0%)
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Submitted Seg 181 ERHMEVDNENFYFDIGQNNRGVYMRISE FRTSITIFEKCWIRFRDIFNDYCEEM 240
PFur-alpha-PG LN S SDEITAETNLEPT S SHSLERGE]

RERERERE s RERERARER R

Submitted Segq EEN S SDSITAEMNLPTSSHS 258



4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a copy of the dot plot of your submitted model against the putative D. melanogaster ortholog (generated

by the Gene Model Checker).
Provide an explanation for any anomalies on the dot plot (e.g. large gaps, regions with no sequence

similarity).

Dot plot of Pur-alpha-PG vs. Submitted_Sequence

Submitted_Sequence




Gene report form

Gene name (i.e. D. mojavensis eyeless): _D. biarmipes CG1970
Gene symbol (i.e. dmoj_ey): dbia CG1970
Approximate location in project (from 5’ end to 3’ end):  12260-8439
Number of isoforms in D. melanogaster: 2
Number of isoforms in this project: 2

Complete the following table for all the isoforms in this project:
If you are annotating untranslated regions then all isoforms are unique (by definition)

Name of unique isoform List of isoforms with identical coding sequences
based on coding sequence
CG1970-PA CG1970-PB

Isoform report form

Complete this report form for each unique isoform listed in the table above (copy and paste to create as many
copies of this Isoform Report Form as needed):

Gene-isoform name (i.e. dmoj_ey-PA):  dbia CG1970-PA
Names of the isoforms with identical coding sequences as this isoform

_dbia CG1970-PB
Is the 5’ end of this isoform missing from the end of project:  No
If so, how many exons are missing from the 5’ end: NA

Is the 3’ end of this isoform missing from the end of the project:  No
If so, how many exons are missing from the 3’ end: ~ NA

1. Gene Model Checker checklist

Enter the coordinates of your final gene model for this isoform into the Gene Model Checker and paste a
screenshot of the checklist results below:

Gene Model Checker

Configure Gene Model < Checklist | DotPlot Transcript Sequence Peptide Sequence Extracted Coding Exons Downloads
Model Details %= Expand All | =] Collapse Al
Fosmid Sequence File: C:\fakepath\contig34.fasta Browse... View Criteria Status Wessage
@ € Check for Start Codon & Pass
Ortholog in D. melanogaster: CG1970-PA -
E] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 12266-12169, 12076-11952, 11889-11780, P D for CDS 1
11718-11517, 5372-9185, 9128-8442 F bl P kass
| Acceptor for CDS 2 © Pass
@ | € Donor for CDS 2 & Pass
A € Acceptor for CDS 3 @ Pass
Annotated Untransfated @ Yes @ No ) ¢ Donerin D33 ©Pass
Regions? E | ¢ Acceptor for CDS 4 ©Pass
Orientation of Gene Relative to ) Plus @ Minus = Donor for CDS 4 © Pass
Query Seguence:
@ | € Accepter for CDS 5 © Pass
Completeness of Gene Model @ Complete () Partial
Translation: o | Donor for CDS § & Pass
Stop Codon Coordinates: 8441-8439 2 Acceplonior 050 ©Pass
= Donor for CDS 6 Skip Already checked for Stop Codon
Project Details m| Check for Stop Codon ®Pass
Additional Check: &
Project Group: D. biarmipes Dot - i boreal Chects ©Pass
@ | € Number of ceding exons matched D. melancgaster orth... & Pass

Project Mame: contig34



2. View the gene model on the Genome Browser

Using the custom track feature from the Gene Model Checker, capture a screenshot of your gene model shown
on the Genome

Paste the screenshot of your gene model as shown on the Genome Browser below:

position/search contig34:8,438-12 266

Foale 1 kb} | Obiaz
cont igs4: | 2, aeal ER-LL) 18, 808| 1a,508| 11, aaal 11,508| 12, 808|

Custom Gene Model
£6170-Fr - S . b
$3LETI-T T .~

e 000 e
CG170-Fr N -

ELASTH Alignment to D. melahozaster Proteins

Spaln Alighment of D, melanogaster Transcripts

0. melanoagster Froteins Mapped by Chained TBLASTH

Genscan Gene Predictions

Geneid Gene Predictions

H-3CAN Gene Fredictions

SGF Gene Fredictions

AUQUSTUS Gehe Fredicriohs

SHAF Gene Fredictions

G1imMerHMM Gene Fredictions

med_Rcceptor| | | | | (il !
Med_Doner| | | | | | | | | | 1|

L] i 11 | | | | | |

512 _ RHA-Seq ATignment Summary for Mixed Embruos (Eogs)
Mixed Embryos RHA:
g
546 _ RNA-Z29 Alighment Sunmary for AGUTE Females
AGUIT Females RMA: v
o _
1345 _ RMA-Seq ATighment Summary For AUt Males

modENCODE RNA-Seq TopHat Splice $ite Predictions
=d Embruos TopHat

1T Females TopHaT =
a1t Mates TooHat - -

Conservat ion

8 _
R T
| == N = |

7 Orosophila Species MUTEiz Alignments & phastoons Scores
FhastCons Conserved Elements (7 Drosophila Species)
Most Conserved
Fepeating Elencnts by Repeathasker

Repeathasker I I I I .




3. Alignment between the submitted model and the D. melanogaster ortholog

Show an alignment between the protein sequence for your gene model and the protein sequence from the
putative D. melanogaster ortholog. You can use the protein alignment generated by the Gene Model Checker or
you can generate a new alignment using BLAST 2 Sequences (bl2seq).

Copy and paste the alignment below:

Alignment of CG1970-PA vs. Submitted Seq

View plain text version

Identity: 450/470 (95.7%), Similarity: 460/470 (97.9%). Gaps: 2/470 ( 0.4%)

CG1970-PR 1 MA—-NIMRRTLIPGLSHLRLRPQLVAAGSAALTER oy er vy g i ha T e elers 58
" " L ###H’:H’R’#:#H’.R’H’:.:#H’:H’R’:.:R’:#R’##############R’#####H
Submitted Seq 1 MAFANISRRFLIPGVSHLKLRTQLIPTGSSALSEEUIE NNt et 50
CG1970-FA 59 BN C i ey T BVER SVRNLT LNFGEQHPARHGVLALVLELDGE gy IrANEi 112
!’!’x’x’i!’!’!’.!’x’K!’!’!’!’!’x’x’!’!’!’!’!’x’x’!’!’!’!’!’!’x’i!’!’!’!’!’x’x’!’!’!’!’!’x’x’i!’!’!’!’!’x’!’!’!’!’!
Submitted Seq 61 AR AT PVEKSVRNLT LNFGPQHPARHGVLRLVLE LDGE YN8 120
CG1370-PA A8E:-1.1.HRGTEKL IE YETYTQALPYFDRLDYVSMMCNEQCY SLAVERLLNIDVPLRAEY IRT) ANed
:l(:l(:l(:l(:l(:l(:l(:l(:l(ﬁ######ﬁ##############ﬁ######ﬁ#########:####ﬁ######
Submitted Seq SFSMCL.LERGTEKLIEYETYTQALPYFDRLDYVSMMCNEQCY SLAVEKLLNIEVPLRAKY I RT)ASED
CG1970-PA 173 FAEITRILNHIMAVGTHALDVGALTFFFWLFEERERMMEFYERVSGARMHAAYIRPGGVS 232
LA S S SRR R R R R EEEEEEEE SRR EEEEEEEEEEERE R R R R R R
Submitted Seq 181 FAEITRILNHIMAVGTHALDVGALTPFFWLFEEREEMMEFYERVSGARMHARYIRPGGVS 240
CG1970-PA PEER /DM PLGLMDDIYE FASKFAERLDEVEDVLT THRIWVQRTEDI GIVTAEEALNY GF SGVMLEPEE
LR R B R A SRR R R R R R R SRS R R REE R R R R R R R R R
Submitted Seq PESRRA DM PL.GLMDD] YEFASKFAERLDEVEDVLT TNRINVQRTEDI GIVIAEEALNY GF SGVMLEER
CG1970-PA PELIR G SGIKWDLREQQPYDAYNLVNFDVP IGTEGDCYDRYLCRVEEMRQS LRI IDQCLNOMP A RELE
#########ﬁ######ﬁ#::l(:l(::l(:l(#######ﬁ######ﬁ##############ﬁ##::l(:l(:l:
Submitted Seq CLSllE G5 GIKWDLREQQPYDAYHLVDFDVEIGTKGDCYDRYLCRVEEMRQSLRIIDQCLNKMEAREED
CG1970-FA LW CF TETDDAKVAPPSRSEMETSMERLTHEFELFTQGYQVPPGATYTATEA PRGE FGVYL SRR
LR R A S A SRR R EE R R R EEEEE R R EEEEEEEEEE Rl EEEE SRR
Submitted Seq <YSMCE TKTDDAKVEAPPSRSEMETSMEALTHEFKLFTQGYQVPPGATYTATEAPKGEFGVYLI SR
CG1970-PA ESE-WNG S SREYRCK KA PGFAHLAALERIGRQHMLADVVAT IGTLDVVFGE IDRIEEE

LR R R SRR R R RS EEEEEERE R R EEEEEEEEREREREEEEEEEEEEEE]

Submitted Seq N GS SREYRCEIFAPGEFAHLAATLEKT GEQHAMLANVVAT IGTLDVVEGE I DEEC-3E



4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a copy of the dot plot of your submitted model against the putative D. melanogaster ortholog (generated

by the Gene Model Checker).
Provide an explanation for any anomalies on the dot plot (e.g. large gaps, regions with no sequence

similarity).

Dot plot of CG1970-PA wvs., Submitted _Sequence

Submitted_Seguence

CG197T0-Ph



Gene report form

Gene name (i.e. D. mojavensis eyeless): _D. biarmipes Ephrin
Gene symbol (i.e. dmoj ey):  dbia Ephrin
Approximate location in project (from 5’ end to 3’ end):  17540-21945
Number of isoforms in D. melanogaster: 3
Number of isoforms in this project: 3

Complete the following table for all the isoforms in this project:
If you are annotating untranslated regions then all isoforms are unique (by definition)

Name of unique isoform List of isoforms with identical coding sequences
based on coding sequence
CG1970-PA CG1970-PB

Isoform report form

Complete this report form for each unique isoform listed in the table above (copy and paste to create as many
copies of this Isoform Report Form as needed):

Gene-isoform name (i.e. dmoj_ey-PA):  dbia Ephrin-PA

Names of the isoforms with identical coding sequences as this isoform
_dbia Ephrin-PB, dbia Ephrin-PC
Is the 5’ end of this isoform missing from the end of project:  No

If so, how many exons are missing from the 5’ end: NA
Is the 3’ end of this isoform missing from the end of the project:  No
If so, how many exons are missing from the 3’ end: NA

1. Gene Model Checker checklist

Enter the coordinates of your final gene model for this isoform into the Gene Model Checker and paste a
screenshot of the checklist results below:

Gene Model Checker

Configure Gene Model « Checklist | DotPlot || Transcript Sequence || Peptide Sequence || Extracted Coding Exons || Downloads
Model Details [&z] Expand All | [EE] Collapse Al
Fosmid Sequence File: C:\fakepathcontig34.fasta Browse... T Cisgs Status lessage
" O Check for Start Codon @ Pazs
Ortholog in D. melanogaster: Ephrin-PA .
=] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 17540-18261, 19465-19775, 19846-20472, =
31629.21042 m @ Denor for COS 1 © Pass
== | Acceptor for CDS 2 © Pass
@ Donor for CDS 2 © Pass
m o Acceptor for CDS 3 ©Pass
q &
Annotated Untransiated ) Yes @ Mo 7 DO ©Pass
Regions? =R Acceptor for CDS 4 © Pass
Orientation of Gene Relative to @ Plus ©) Minus | Donor for CDS 4 Skip Already checked for Stop Codon
Query Seguence:
A @ Check for Stop Codon @ Pass
gromrggtlaeg:igg.ess of Gene Model @ Complete () Partial al « G e ©Pass
Stop Codon Coordinates: 21043-71945 =« Number of ceding exons matched D. melancgaster orth ©Pass
Project Details
Project Group: D. biarmipes Dot 25

Project Name: contig34



2. View the gene model on the Genome Browser

Using the custom track feature from the Gene Model Checker, capture a screenshot of your gene model shown

on the Genome

Paste the screenshot of your gene model as shown on the Genome Browser below:
size 4,407 bp.

position/search |contig34:17,539-21 945

scale 1 kbt | Dbiaz
CONT igE4 18, 098 18,500| 19, g00| 19,508| 2e, e90| 20,500 21, ege| 21,508
Custon Gene Model
ERhrin-FA
ELASTX Alignment to D. melanogaster Proteins
Ephr in-rC - - S I
Ephrin-rh - I
Ephrin-F R - - S I
SpaIn Alishment of 0. melanogaster Transcripts
+ mel Transcricts ) I
D. nelanoagster Froteins Mapped by Chained TELASTH
Chained Froteins I I B B L\ |} L
Genscan Gene Fredictions
Genscan Genes I I —
Geneid Gene Predictions
sensid Genes I
H-SCAN Gene Fredictions
HeSEAN L I
SGF Gene Fredictions
SGF Genes L I I I
Ausustus Gene Fredictions
fugustus L I —
SHAF Gene Fredictions
SRR L I I
GLimmerHNN Gene Fredictions
G T i Hr | I —
115 _ RHA-Seq ATishment Summard For Mixed Embruos (Esgs)
Mixed Emoruos RN
- i
T2 _ RMA-S2q Alisrment Summard for Adult Females
Rdult Females RNA
o AR i
155 _ ENA-Seq A1ignment SUMmary For AdUIT Males
AAUTE Males RMA-%)
o ‘
o nodENCODE RHA-Seq TopHat Sklice Site Predictions
ed Embruos TopHat | IEE— | .
1t Females TopHat IR [ 1
L st mates TopHst) EE— I . L I
7 Drosophila Species MUTTiZ ATigNMENnts & PhasTCONS Scores
| Conservation | | W Il IR | (L M I P T mm u
PhastCons Conserved Elements (7 Drosophila Species)
WS EEAEEATE [ ] [ | I N I O . 1
Repeating Elements by RepeatMasker
RepeatHasker I | | |




3. Alignment between the submitted model and the D. melanogaster ortholog
Copy and paste the alignment below:

Alignment of Ephrin-PA vs. Submitted Seq

View plain text version

Identity: 471/673 (70.0%). Similarity: 530/673 (78.8%), Gaps: 36/673 ( 5.3%)

Ephrin-FA 1 MOERSKQLELIVSWIQSKSQIHDSCORRSMLACKRRLTISKVLEDSHFFV--AFPNCKSH o2
HRR’: R’:HHRRR L HRRRR’:IH L HR’:HHH’:RHR’::H x’:x#: #: R’:.H #:
Submitted Seg 1 MOQEQFRELRLTV-W--SKSQIQHSHORCSHMVACKERLT STRELDDSQQPLLLALSNYET- 56
Ephrin-FA 53 RHOOQKEKHKVOLY SGKPLSIKLYVPGSIESIPKIRHEALTTINEQQPAMHRKSKSKSKE 112
HRRR’ :HH’ HR HH.RR.R’:HH’:...:HIHH’ x’: L :RRR’ HHHHRRRR’ HHHHR’
Submitted Seg 57 RHOQK--HHEKTHLNSGSPLNIELYMSANVEGIPRARNRAPATTNNQQPAMHRKTESKESKL 114
Ephrin-FA 113 QGENNLEPLYSF--SKRQPPEKHSSVLVE————————- AGIESKASRHEFVGEK——————— 180
o IR’I .#-x. L o " ::Hx.x’:# H x’#x# -
Submitted Seg 1is5 ETSKNFFTLHSSNDSDKYPSEEKSSALVETVEKCKGTSSGIGVKTSQHFQITKNQSYRNS 174
Ephrin-FA 16l RIEKNRNCLLSSPQFSFMRCEMMIPFPEFGATSFVILLILICHETVLLSTHMSSCAKTIFYMH ZZ0
R L R R e o o o R R R R o o o o R R R R R oo R R R
Submitted Seg 175 RIEKNRTRSYSASPTPAVRCFMMIPLPTFGATSFVILLTLICHETVLLSTMSSCAKTFYMH 234
Ephrin-FA PR i S IFRIDNTDHI IDVHEGHNLAFE FDOVHI ICPVYE PGT FENETEEY I ITYNVSEVE Y|l
Submitted Seg PRI NI FR T DN TDHI IDVHNEGNLAFE FDOVHI ICPVYEPGTFENETEEY I TYNVSEVE YjeasE
Ephrin-FA FA-pRF TCRITHADERVIAICDEPQFILMFFTITFRPFTPQPGGLE FLPGHNDY Y FI SEgsiai 0 nify: guck-1e]
R R o o R R R R R R R R R R R R R o o o o R R R R R o o o o o R R R R o oo o R R R R RO R R R R R e R R
Submitted Seg FELNF TCRI THADPEVIATCDEPQELMFFTITFRPFTPQPGGLEFLPGNDY Y FT Sigciaiiini i s auci-E]
Ephrin-FA 341 RIGGRCSTHNMEVVEFEVCCAPEDNNKITALSHNSKSVIDIGGAINVNIANNDESHVNSHGN 400
RRRRHHHHRRRRHHHHRRRRI#::RRRR#:#:R " HEsRa i RR’:HH :H’:RR
Submitted Seg 355 RIGGRCSTHNMEVVFEVCCAAFERKNRTTAISKSISGADTGGATNVNIARNDDSHDHSQGN 414
Ephrin-FA 401 N-IAIGINIGINGGRIIGGPQSAGIFINPLSGNNNINGIFTTINSNIDQENRIPIQFNII 453
" i = L HHHH’:RRRR’:.HH RRHHH.HH’:RHH HHRRRHR’:HHH’:R’
Submitted Seg 415 NWNIATGTSIGINGGIISGGHQSAGMPINPINGNANINGIATTVNSNTDQFNRIPLOPNVI 474
Ephrin-FA 450 GHHVGINAVGIGIVGGGGEIILIFGHAHGNINMLOPGRGGINGAYPGHHHIQIGIRINNVE 513
L = " x’-x R R RRHHHHHHRRHHR’ L o o o R R R R R o o R R R
Submitted Seq 475 GSNAGTNAAIPGVVNGGGIILTPGHGHGNINHLQPGRGGHNHAYPGHHHIQTGIRINHVP 534
Ephrin-Fa 520 TQHNYPSHKGHAHSNIHGHUIHHHYHKHPHEVVRNEELTYHSGAATSDGHIFAIHIWIL 579
Submitted Seq 235 TQHSYPPHKGNVHSNTNGNIDHHHYNKHPNEVVHNEELTYNRGTRQRBKHVLRLWNWIL' 054
Ephrin-FA T FELLSIQSCHLSSYWISASFLVSTIAILGIHYLIQITLOTTVQRY SPGMVE ITAT SMNGEKE]

R Ha EE R 1R R aRen R cRRRRARRR EEER KRR AR Rae W

Submitted Seq 585 SFPHPSVPSCCLEB&GIHSSLVLSIVBILGIH&LBGNHLQTTCQRYRPGIRELPPGCH&r 654

Ephrin-FA LM FDONAGT TE Y DR

T EEE

Submitted Seq LWL FDD)————————— §58



4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a copy of the dot plot of your submitted model against the putative D. melanogaster ortholog (generated

by the Gene Model Checker).
Provide an explanation for any anomalies on the dot plot (e.g. large gaps, regions with no sequence

similarity).

Dot plot of Ephrin-PA vs. Submitted_Sequence

Submitted_Sequence

Ephrin-PA



Gene report form

Gene name (i.e. D. mojavensis eyeless). _D. biarmipes CG1909
Gene symbol (i.e. dmoj_ey): dbia CG1909
Approximate location in project (from 5’ end to 3 end):  27459-27496
Number of isoforms in D. melanogaster: 2
Number of isoforms in this project: 1 New isoform with new intron in CDS 6

Complete the following table for all the isoforms in this project:
If you are annotating untranslated regions then all isoforms are unique (by definition)

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

CG1970-Unamed Isoform

Isoform report form

Complete this report form for each unique isoform listed in the table above (copy and paste to create as many
copies of this Isoform Report Form as needed):

Gene-isoform name (i.e. dmoj_ey-PA):  dbia CG1909-Unamed Isoform
Names of the isoforms with identical coding sequences as this isoform
NA
Is the 5’ end of this isoform missing from the end of project:  No
If so, how many exons are missing from the 5’ end: NA
Is the 3’ end of this isoform missing from the end of the project:  No
If so, how many exons are missing from the 3’ end: NA




1. Gene Model Checker checklist

Enter the coordinates of your final gene model for this isoform into the Gene Model Checker and paste a
screenshot of the checklist results below:

Gene Model Checker

Configure Gene Model < Checklist DotPlot || Transcript Sequence Peptide Sequence Extracted Coding Exons Downloads
Model Details 52| Expand All | =] Collapse Al
Fosmid Sequence File: C:\fakepath\contig34.fasta |Browse...| e B Si=D Messooe
W @ Check for Start Codon @ Pass
Ortholog in D. melenogaster: CG1909-PA >
] Acceptor for COS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 27459-274906, 27560-27648, 31641-31810, . D for CDS 1 p=
31864-31982, 32292-32357, 33134-33608, Y - gt ©Pass
33673-33771, 34161-34352, 34918-35118, o Acceptor for COS 2 @Pass
35329-35704
g C Doner for CDS 2 @ Pass
@ @ Acceptor for CDS 3 @ Pass
Annotated Untranslated ) Yes @ No | & Do loe ©Pass
Regions? B O Acceptor for CDS 4 @Pass
Orientation of Gene Relative to @ Plus () Minus @ € Donor for CDS 4 @ Pass
Query Sequence:
B € Acceptor for CDS § @®Pass
Completeness of Gene Model Complete ) Partial
Transiation: = @ € Donor for CDS 5 @Pass
Stop Codon Coordinates: 35705-35707 | & kit kb ©Pass
@ @ Donor for CDS 6 @ Pass
Project Details | C Acceptor for CDS 7 @ Pass
< Q ®
Project Group: D. biarmipes Dot . £] Donor for CDS 7 @ Pass
| € Acceptor for CDS 8 @ Pass
Project Name: contig34 E 9
@ C Donor for CDS 8 @Pass
| € Acceptor for CDS & @Pass
@ | € Donor for COS 9 @ Pass
W € Accepter for CDS 10 @ Pass
H Donor for COS 10 Skip Already checked for Stop Codon
M| € Check for Stop Codon ©® Pass
| € Additional Checks @ Pass
| € Mumber of coding exons matched D. melancgaster orth.. o, Warr Gene model has 10 CDS's, ortholeg has 9 CDS's

|Verify Gene Model| | Reset Form

2. View the gene model on the Genome Browser

Paste the screenshot of your gene model as shown on the Genome Browser below:

position/search contig34:27 458-35.707 size 8,250 bp
scale 2 khf | Dbiaz
contiga4: | 28, aas| 28,508 29, aa8| 29,568 30, aas| =0, 560 31, 6an| 31,568 =2, BRa =2, 566 33, aaa| 33, 506 a4, BAa| 34,500 35, Ban| 35, 566
Custon Gene Mods |
CG1989-FA -l e ——mmm - - I -~ B - - - -
BLASTX Alighment to O. melanogaster Proteins
CG1969-FA -l
CG1969-FE |-l

spaln Aligrment of O, nelanoZaster Transdr ipts
_|. me1 Transcriots B i ™

0. melanoagster Froteins Mapped by Chained TBLASTH

_| tnained Froteins | W - . . - -
Genscan Gehe Fredictions
Genscan Genes - »

Geheid Genes

Geneid Gene Fredictions
L

N-SCAM

H-SCAN Gene Predict ions
i

SGP Gene Predictions
EGF Genes [

AUUStUS Gene Fredictions

Augustus s - iz
SHAF Gene Fredicrions
SHAF L I
G1immerHii Gene Fredictions
G 1 fmmerHHr .
12 _ RHA-Seq R1ignment Sumnary for Mixed Embruos (ESSs)
Mised Enbryos RN
| 9 P e — -] —
23 _ RHA-Seq A1ignment Summary for ACU1E Females

AHUTE Females RNA

a_._._ el _._‘n a

&8 _ RHA-320 A1ignment Summary for Adult Males

AOUTE Males RMA-S

Ll

moGENCODE RHA-Sec TopHat Splice Site Predictions

ed Enbruos TopHat B - . W T R
1t Females TopHar - L i HE— Al a——
ot mates Toprat B | = — i — I —
7 Orosophila Species MUITIZ Alighments & PhastCohs SCores
| Conservation || Wl L 1 | ] N I . I molom
Fhasttons Conserved Elements (7 Drosophila Species)
Most Conserved | Il HEE ] O N B S u |

Repeating Elements by RepeatMasker

Repeathasker [ ] B R T DRI R B I . ] o ]




3. Alignment between the submitted model and the D. melanogaster ortholog

Copy and paste the alignment below:

Alignment of CG1909-PA vs. Submitted Seq

View plain text version

Tdentity: 557/606 (91.9%).

CG19039-FPA
Submitted Seq
CG1905-FPa
Submitted Seq
CG1909-FA
Submitted Seq
CG1905-FPa
Submitted Seq
CG1909-PA
Submitted Seq
CG1909-PA
Submitted Segq
CG1909-PA
Submitted Seq
CG1909-PA
Submitted Seg
CG1909-FPA
Submitced Seq
CG1905-PA
Submitted Seq
CG1905-PA

Submitted Seq

1t

£

30

30l

36l

541

601

601

Similarity: 575/606 (94.9%), Gaps: 0/606 ( 0.0%)

MSWESINSEDLLSigssiel. JRt-N i AR pis L ey iy AN A m. kil LCHL.DE SFSRLAGYGSSED

R R L R R R R R R AR R AR R R E R R R AR AR R AR R AR R R
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VGESRSLWAGRGVLRESGSVISCFLEFCOQSLEQY TAFKEFRNME] ] AN 0] J[0N i At Hi g0 Hhade
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EEEREE EERERARA AR AR AR RAR R R R R

ISEELDSFNMRAETYLNLSRR

R R R R R R R R R R R R

LEGTCQPEDCFQLLGY Liderisicinbicrdgiarminachnaic T SEEL.DSFNMEAETY LNLSRE

HASL.GGLERSLSYARHSLYNECGTKCRSGLVHLT VARVY LEMGGFSRALEGLOGAYKTAT
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A CLGGLERSLSY ARHSLYNECGTECRSGLVHLTVARVY LEMGGFTRALEGLQGAYETA

ATGDESLELOVYVALSELFGRLODNDESAT YASKAYDLSRESLOLGDLNSCHHRAATLLEMO

R R R R R R R R R N A AR R R R AR RN R R R RAE R RN R RARRRRR

AV GDESLELOVYVALSELFGRLODNDESASYASKAYDLSRSLOLGDLNSCHHRAAT.L.RMA
PR R E e e ) (WU F A TEL.SL.I SGDATYTRS TRVMGD T YENFMDMDNFA 3 {0k d X a T

o T o e e o o e e o e e o e o o e o o o o e e o o o o o o e e e o e e o o o e e o o e o o e o o e o o e e e

el A A e MRS R B W F A TS LT SGDOATYTRSIRVHGD I YREFM DM DN g ek d Xuratl

GTSASLGDRMAQMEAMDGAARCLETLRLONKICNCRPLEFNTRLLEVASSIGAKZRJIE]

R R R A A AR AR R AR R TR
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a copy of the dot plot of your submitted model against the putative D. melanogaster ortholog (generated
by the Gene Model Checker).

Provide an explanation for any anomalies on the dot plot (e.g. large gaps, regions with no sequence
similarity).

Dot plot of CGL909-PA wvs. Submitted_Sequence
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* Support for new intron in 4™ exon of CG1909 CDS 6 1650 0

As shown in the below image, 22 amino acids from CDS 6 in the gene have been separated from the remainder
of the exon by 310 base pairs. There are several stop codons in the frame 1 where the proteins of this exon exist
in this region meaning that this cannot be a continuous open reading frame. The circled region labeled “1” in the
below image contains the initial proteins in the exon and the circled region labeled “3” contains the remaining
amino acids from the exon. The region labeled “2” shows several stop codons in the reading frame.
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Each of the good coding regions from the exon contains good splice sites allowing for a new intron that
contains these stop codons.

BLASTX results of comparing the protein sequence from CDS 6 to the D. biarmipes contig 34 show significant
hits on the entire protein but it is across two different regions to encompass the entire protein

CG1909:6 1650 0
Sequence ID: [cl|11773 Length: 61 Humber of Matches: 6

Range 1: 1 to 42 Graphics ¥ Next Match
Score Expect Method Identities Positives Gaps Frame

88.2 bits(217) 4e-24 Compositional matrix adjust. 40/42(95%) 41/42(97%) 0/42(0%) +1

Query 318264 IERGERLYEQNNQTEAVRTIWRIALKGICQPEDCFQLLGYLYE 31989
IERGRRELYEQNNQTEAVRTWESALKGTCY EDCFQLLGYLY+

Sbijct 1 IERGRELYEQNNOTEAVETWRSALEGTCQREDCFOLLGYLY 42
Range 2: 41 to 61 Graphics ¥ Next Match A& Previous Match £ First Match
Score Expect Method Identities Positives Gaps Frame

48.5 bits(114) 1e-10 Compositional matrix adjust. 20/21(95%) 20/21(95%) 0/21(0%) +1

Query 32293 YQAHMDWGEFREAIEFGHQQL 32355
YORHMOWSEFREAIEF HQQL
Sbjct 41 YORHMDWGKFREAIEFSHQRL 61



An image of the alignment with the separated 22 amino acids circled in red is shown below.

Alignment of CG1909-PA vs. Submitted Seq

View plain text version

Identity: 357/606 (91.9%),

CG1908-Fa
Submitted Seq
CG1908-Fa
Submitted Seq
CG1908-Fa
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CG1908-Fa
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Similarity: 575/606 (94.9%). Gaps: 0/606 ( 0.0%)
MSWESINSKDLLSIR g0 R e SRR o e N AR A LTI LCHLDES FSRLAGYGSSPD

AR AR AR AR A ERAEAAEEAARAEE AAE AR R AR SRR AR

MSWESIDSEDLLSERg e JRr i IR g b e S A N o R L. CO L. DESFSRELAGYGSSED

VESRSVWASQALLRSGESVISCEFLSCQRSLRQY TAKEE 8R e Ist I a o) 1 o 8 Aug s ia | LT

EEEEE R W WEREEE R L

VESESLWAGRGVLESGSVISCFLFCOOSLEQY TAFKRFEINNIE A O8] 1] 0 i Mt te 0 that:

FGTCQREDCEQ

Y L IQAHMDWGEFEERATE FSHOO

HASLGGLERSLSYARHSLYNE o Y L E VY LEMGGFSEALEGLQGRAYKIAT

L R R R R R R R

A CLGGLERSLEYARHS LYNECGTECRSGLVHLTVARVY LEMGGFTRALEGLOGAYETA



Gene report form

Gene name (i.e. D. mojavensis eyeless). _D. biarmipes onecut
Gene symbol (i.e. dmoj ey):  dbia onecut
Approximate location in project (from 5’ end to 3’ end):  44645-44211
Number of isoforms in D. melanogaster: 2

Number of isoforms in this project: Unable to determine due to possible sequencing error

The gene ortholog for onecut appears to be present on contig34. This gene, however, will not be included in the
completed model due to an inability to complete an accurate gene model for this gene.

The first exon of oncecut, CDS 5 1629 0 shifts into a different frame mid exon. There are no acceptable splices
in the region where the frame shifts to account for this frame shift and the region is not large enough to become
a legitimate intron. The gene model does not work without the entire exon.

Range 1: 1 to 487 Graphics ¥ Mext Match
Score Expect Method Identities Positives Gaps Frame

404 bits(1037) 1e-143 Compositional matrix adjust. 333/505(66%) 392/506(77%) 30/508(5%) -3

Query 45645 MESISEIIDHQTFSQDLVEDATDFISVGHNSERQSHFHHEHQEGEFDSGEDLATISLOTMI 45464

M+5+++IIDHQTIFSQ+LVEDA++FI+VGH+SER S + P+SG+0L +5+Q +
Sbjct 1 MDSLNDIIDHQTFSQELVEDASEFITVGHHSERPSQSSQR-———- PWSGRODLIMSMQDII 55
Query 45485 SCPRIDGESSGEEEEHRPgsgagsglvasgsgadsvwvmvidsmGHSNRQITFQIVIQQMHFR- 45289
5CP EHR + 5 S6 S SGSDSVVMVID+H+G NRQ+ +QIV QQ+ R
Sbjct 5@ SCP-——————- VHHR--TCSASG5GSASGIDSVVMVIDALGQENRQSAYQIVEQRULOREN 105

Query 45282 MPLEFGLLOqnsqntaqepQRIVSSSEVDEVASDISLDGLIVDS-MSQSVLSQEMAIEQE 45112
MELEFGLL+++ O+ QB V++SEVDEV+SDI+LDELTVD+ +50+ SQE L+EGE
Sbijct 106  MPLEFGLLERDRQHM{HG--REVNISEVDEVSSDINLDGLIVDADVSQTDHSQETAVEGE 163

Query 45111 QELLIAQSKSVDQGHERIRMHVEVENVNASLGvdvdemddissddvgocdDEGITLNghhg 445932
QELLI Q35K5 DR H+RIRM V+V++VN+ LGV VIHMD+ISSD VGCDDEG+TL+ H
Skject 184 QELLIVQSKSQDRSHRRIRMLVDWVSSVNSGLGVHVDIMDEI SSDGVGCDDEGVILSHQHL 223

Query 44931 glleggaoRQY¥GLIshhphhagahsgal HGLHHRSAQLEMGLEADHGEVLSVIVHSQDSdkev 44752
E+3 +GLISHHFH Q H+(Q +HGLH R3 EMGL+ HGEVLSVIVHSQDSDKE
Sbjct 224 LEQEEQ--FELT SHHPHLOFHI QI IHGLHGRSTHIEMGLONGHGEVLIVIVHSQDSDKED 281

Query 44751 dgegdadgegdg-dpeddddrDSRSREQMLSHSSYQTLTSVNDRLSPEGFSQTSYATLTE 44575
ED + EDDD+RDSRSR Q+LSHSSYQTLTSVNDRLS EGFSQTSYATLTE
Sbict 282 CEENDDELAEGDLENEDDDERDIRSREGLLSHSSYQTLT SVNDRLSSEGFSOTSYATLTE 341

Query 44574 IQPLEPISTMSEKFLYSGHISGEDSgdadvnggegvagvvdgoeVINHSTORAGTGLIIS 44395
IQPLEEISTMSEKFAYSGHISGEDSED OVNG GEVV+ GEVIN S++R GT I 5
Skict 342 IQFLEFISTMSEKFAYSGHISEEDSE0T DVNGDGAGEEVVEVGEVINGSSEATGTVSISS 401

Query 44394 GNPAS-————-—— S5FPALTMPMgsghlslgvlsgvg3PYSSYERKLSSMISPEENSYLVS 44239
GH 35 35F AL+MP+G3GHL LGVL3GV(QSP+35YEKL3SMISFEEN+YLVS
Skbject 402 GHRTSSVCSNNDCSSESALSMPIGSGHLGLGVLIGVRSPFSSYEKLISMISPPEPNNYLVS 461

Query 44238 CDLHASASARVSNSSQLOLNHNGQOEE 44161
CDLH+5 5 BV N353 LQL+HNG KK
Skjct 462 CDLHSSVSGEVINSSHLQLSHNGNEE 487

Range 2: 486 to 566 Graphics ¥ Next Match A Previous Match § First Match
Score Expect Method Identities Positives Gaps Frame

117 bits(292) 1e-143 Compositional matrix adjust., 61/82(74%) 64/82(78%) 1/82(1%) -2

Query 44167 KEESRIRHEHPHGHRADVNGGKFEYTIGHISGGDSADTLDVNGEKFSYSDHISGEDSGDADVH 43988
EHES HEH H ADVNGGHEF YIGHIS GDS D DVNGEKFS+SDHISGGDSGD D N
Skjct 488 KKESG-THEHTHRPADVNGGKFSYTGHISRGDSVDNLVNGEKFSFSDHISGGDSGDEDAN 544

Query 43987 REKFVYSDHISGRESVEGVNGE 43922
EKF+YSDHIS E+ B VN G
Sbkject 545 REKFIYSDHISEGENGEDWVNSG 566



Conservation of the gene and the protein sequence is strong amongst closely related species as indicated by the
below multiple alignment. The alignment on D. biarmipes is lost in this region and does not align to any other
species.

Dgri STPD-HNYASSTSPAHELEGELVARACDLH-———————————————————————— - ————
Dwil B DD HH Y = m—mmmm
Dvir SDTD-HNFAS--SDPHELEEMV—ESCDLET - ————— === === === ——— === ———— = — = ——
Dmo j SPTO-DAYAS--SPSQELSELV-NTCILHSHSSTVS SEVH-——————GSPAGGE--HLILE
Dana SD-SHHTYAT--SDSSELOEMV-VECDLOARR—————— SELELNVNCORKNSTOHLOGH
Dpse SPPDPHNYSG-- SPSHELTEMV—VSCDLET - —————————————————————————————
Dper SDDDDHNYSG-—SDSHELTEMV—ECDLET ————————— == ———m—————m——
contig3d 3 EDDDHE--———-—————=—- ¥1~VSCDLERSASARVENS S0LOLNENCOREN D] * L-THT
Dme1l SPELHN--———————————- ¥L-VSCDLESSVSERVINS SHLOLSHNGHERESG-T-HEH
Daim EDEDHN-————————————~ ¥L-VECDINESVSEEY IHS SHLOLSHNCHERESE-T-HEH
Daec SPELHN--———————————- ¥L-VSCDINESVSCERY INS SHLOLSHNINFRESG-T-HEH
Dere EEDDHN-————————————~ ¥L-VECDLELSVEEEV I TS SHLOLSHSCHERESEHT - (2]
Dyak EETDHN--———=—————=—- ¥L-VECDLERSVECEVME-SHLOLSHNG-FRESCHT-HEH
-
Dgri -
Dweil B
Dvir -
Dmeo B STASEEEPHLH ———m—m—mm
Dana CHEHE Q7L EHEHVHE S === === m = m == = = m o o e e e e e
:.\F'E e S T e e s = L T T or B S
Dper e
contig3d 3 E G = TLITS FTLITS
Dmal THEDAIVHEEEFSYTEHI SRE-—————————-——--————-DSVINIVHEEKFSF 5 —DH
Daim THEDAIVHEKFSYTEHI SEG--——-=—-=—-=—---—-—-DSVINIVHEEKFSF 5—-DH
Daac THRDAVHEEEFSYTEHI SEG-——————-——-——-—————-DSVDINDVHEEKFSFS—DH
Dars THEDAIVHEEEFSYTEHISEG-—————————-——-—-———-DSC0TIVHEEKFSF5—DH
Dyak THELADTHEERFSYTEHISEG-———————-—--——-——-—-ESGDIIVHEEKFSF5—DH

When looking at the proteins in each reading frame in this region more closely, the location of the shift and the
possible error is visible.

————————— e R e —
1401 GGTCTCETECEATCTGCATGCCTCEGCTTCGECACGCGTCTCTARCTCAT 1450

Fl 468 Vv 8§ ¢ D L H A 8§ A 5 A R W 8 N 8 =5 454
F2 10 S R A I ¢ M P R L R H A 8§ L T H 25
F3 366 L VvV R 8 A C L G F ¢ T RUDL * L I 2

————————— R e e ——
1451 CTCRACTGCRGCTARRCCACRRCGGEGCRARARAACRATCAGCRAATRGCTC 1500

Fl 485 0O L QL N HN G Q E KN QQ Q * L 1
F2 2Z6L N C 858 * T T T & KE E R I 85 N S5 5 12
F3 3 8§ T B A K P O R A K K E 5 A I A HI19

————————— R e R B
1501 ACGAACACCCCCATGGTCATGCCGATCTICRATGGGGGGAAGTTTCCCTAC 1550

Fl 2T N T P M V M P M 5 M G & 85 F P T 18
F2 13 R T P P W 8§ C R C Q W G E V 8 L HZ28
F3 20 T T - s 1 - 1 T~ = v 35

————————— R S St Rl
1551 ACCGGCCACATATCTGGAGGAGATAGTGCAGATACCGATGTCAATGGCGA 1600

Fl 19 p A T Y L E E I V Q I P M & M A R 35
F2 30 R P H I W R R * C R Y R C Q0 W R 8
F3 33T ¢ H I 8§ G & D 5§ A D T D ¥V N G E 52

————————— R e e —
1601 GRAAGTTTTCATACTCTGATCACATCTCTGGAGGRAGACAGCGGRAGACGCAE 1650

Fl 36 S F H T L I T 8 L E E T A E T Q 51
F2 9E VvV F I L * 5 H 1L W R R ¢ E E R E 11
F3 53 K F 8 ¥ 8 D HI 8 6 6 D S & D A D&Y

All of this evidence points to a possible sequencing error in this gene.



I was able to locate and construct the model of the remaining exons with no issues and they aligned well.
CDS 5 1629 0: Unable to model

CDS 3 1629 1:(43235-42313)

CDS 2 1629 2:(41459-41281)

CDS 1 1629 0:(39592-39188)

Stop: (39187-39185)

Final Annotation Files Merger Genome Browser
View

GFF, FASTA, and PEP merged files are included in submission. Files and screenshot exclude the gene onecut
due to the issues previously discussed in that genes section of this report.
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