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Project Details

Project name: Contig60

Project species: D. Bipectinata

Date of submission: __June 2, 2022
Size of project in base pairs: _49.290
Number of genes in project: _5

Does this report cover all of the genes or is it a partial report? Full Report

Note: For each gene described in this annotation report, you should also prepare the
corresponding GFFE, transcript and peptide sequence files as part of your submission.

Complete the following Gene Report Form for each gene in your project. Copy and paste the
sections below to create as many copies as needed within this report. Be sure to create enough
Isoform Report Forms within your Gene Report Form for all isoforms. If you cannot find
evidence for any protein-coding genes in the project, jump to the * REF _Ref91436230 'h
Check for additional features in your project” section.

Gene Report Form

Gene name (e.g., D. bipectinata eyeless): D. bipectinate CG13293
Gene symbol (e.g., dbip_ey): dbip_ CG13293

Approximate location in project (from 5” end to 3° end): __ 4185-6917
Number of isoforms in D. melanogaster: 4

Number of isoforms in this project: 4

Complete the following table, including all of the isoforms in this project:

Name(s) of unique isoform(s) based | List of isoforms with identical coding sequences
on coding sequence

CG13293 — PC
CG13293 —PB CG13293 - PE
CG13293 - PD

Names of the isoforms with unique coding sequences in D. melanogaster that are absent in this
species: N/A (Error Report Form removed from doc as there is no suggested change)
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Isoform Report Form

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

Gene-isoform symbol: dbip_13293-PB

Names of any additional isoforms with identical coding sequences:
dbip_13293-PE

Is the 5° end of this isoform missing from the end of the project? NO
Is the 3” end of this isoform missing from the end of the project? NO

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the

original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file
to automatically revise the submitted exon coordinates.

Gene Model Checker

Configure Gene Model «| | Checklist | DotPlot | Transcript Sequence | Peptide Sequence | Extracted Coding Exons | Downloads
Project Details 2/ Expand Al | =] Collapse All
Species Name: D. bipectinata N7 View Criteria Status Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) v @ Check for Start Codon 9 Pass
Scaffold Name: contig0 @ Acceptor for CDS 1 Skip Already checked for Start Codon
@ ¢ Donor for CDS 1 OPass
Ortholog Details @ ¢ Acceptor for CDS 2 2 Pass
X 3| ¢ Donor for CDS 2 OPass
Ortholog in D. melanogaster: CG13293-PB
@ Acceptor for CDS 3 OPass
i @ ¢ Donor for CDS 3 OPass
Model Details
I Acceptor for CDS 4 O Pass
Errors in Consensus Sequence? () Yes @® No
EI Donor for CDS 4 9 Pass
Coding Exon Coordinates: 4185-4282, 4343-4525, 4590-4820, 4874-4996, 5576-6036,
4 4 g g d 3 Acceptor for CDS 5
6097-6351, 6410-6613, 6676-6917 = icespior for OPass
3| ¢ Donor for CDS 5 OPass
@ ¢ Acceptor for CDS 6 OPass
@ ¢ Donor for CDS 6 9 Pass
Annotated Untranslated O Yes @ No
Regions? @ ¢ Acceptor for CDS 7 9 Pass
Orientation of Gene Relative to @ Plus O Minus o Donorfor CDS 7 OPass
Query Sequence: @ ¢ Acceptor for CDS 8 O Pass
Comple@eness of Gene Model @® Complete O Partial £} Donor for CDS 8 Skip Already checked for Stop Codon
Translation: @/ Check for Stop Codon 9 Pass
Stop Codon Coordinates: 6918-6920 @ Additional Checks OPass
@ Number of coding exons matched ortholog 9Pass


https://gander.wustl.edu/~wilson/genechecker/
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2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

el e

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into

the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)

move << | <<| < | > | > | »> |zoomin 15| 5« | 10 base zoom out
contig60:4,155-6,947 2,793 bp. ‘ enter position or search terms ‘
scale 1 Kot | DbipFE2
=l cont igee: 4,500 s, 006| 5,500| 6, 600 6,500|
Custon Gene Model For DbipFB2
| ohipPE2_Co13283-FB

Gap Locations

BLASTX Alignment to D. melanogaster Proteins

N-SCAN PASA-EST
SGP Genes
Augustus

sNAF

G1immerHMH
811 _

Mixed Embryos .

0. mel. Net EEEEEEEEEESEESSSESSSSISSSSEREEES

Simple Repeats

AUt Fenale:

AU

N | rpaany .J .hn [ -

D, melanogaster (Aug. 2614 (BDGF Release 6 + IS01 MT/dm&)) Alignment Net

O 253555555353 553555235555>3535533523533335533535333535 533533333535 3>]
Simple Tandem Repeats by TRF

Repeating Elements by RepeatMasker
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel_CG13293-PB vs. DbipPB2_CG13293-PB

View plain text version

Download alignment image

Identity: 590/599 (98.5%), Similarity: 596/599 (99.5%), Gaps: 0/599 ( 0.0%)

Dmel_CG13293-PB 1 MVKMESTEEQDRKLVLEFCHLLEKSKOLENGLRMH:le)'{e):it{o)i (o045 i uugnip gy afl)ey 60
kkdkkk ek ko kR k ok ok ko k Ak kR kR Rk ok ok h ok kA ko k kK Ak Rk ok kkhk kA ko

DbipPB2_CG13293-PB 1 MVEMESTEEQDRKLVLEFCHLLEKSKQLENGLRM# ey {e):ii{o)i(o7:843(e) ;U0 gnp'gydfi) 8y 60

Dmel CG13293-FB 61 lefe)zizilypmisiigferf il ohne)shw.ts) e ielo)f's4: V' ILRTSETNYLNEAYOFYAATRGRAYYS 120

AE AR AR AR AN AR AR R AN R AR AR AN R AN AR RN R AN R AR R AN R AR AR AR AR R R AR RN AA

DbipPB2_CG13293-PB 61 lefelsiziiipmbEis{eifeiiohie) ety ecloiR $4: ) §{LRTSETNYLNEAYQFYAATRGRAYYS 120

Dmel_ CG13293-PB 121 RAAKEDRPDLMVKKLRYYARFIVVCLLLEKMKLVRELVTELEKQIQEYTNT) o Jspisifisy 180

J e d e d g o % de o % e e o e e ok 3 e ok ok o e ok 3 o ok 9 o e ok ok ok ok 9 de ok ok o e ok ok ok ok 9 o e ok ok ok ok ok e ok ok e e e o

DbipPB2_CG13293-PB 121 RAAKEDRPDLMVKKLRYYARFIVVCLLLKKMKLVRELVTELEKQIQEYTNT)4HgHe:ifg] 180

Dmel CG13293-FB 181 SAGHHRS )W NF VARG R Ll b aef): HGSGSRLSPLTTPPCERSPHMTLSLOEIL 240

ok ok e e ek ok ok ek ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ke ok ok ke ok kR ok
DbipPB2_CG13293-PB 181 HAPASFRI) PR NF VRN AN - Fef): EGSGSRLSPLTTPPCERSPHMTLSLOEIL 240

Dmel CG13293-PB 241 IVGSACEQAKFSELTMDMFRMLOTLEREPTESTTNPLSMAHGLHGHDASPAASRIPPYGV 300

khkkkkhkkkhhhhhhhhhhhdkhhhhhhhhdhhbshhhhhdhshdhhdhhhhkdbhhdhhhhkhdk

DbipPB2_CG13293-PB 241 IVGSACEQAKFSELTMDMFRMLOTLEREPTESATNPLSMSHGLHGHDASPAASRIPPYGV 300

Dmel CG13293-FB 301 PGSKGYMENGRAFRDNPHKYLLYKPSISQLLVFLASGSKELPLGGALLLYMSADGCFSTT 360
ko kkkk ok dkkkk ko kk kb kot ko ke ko ko ke ke ok

DbipPB2_CG13293-PB 301 PGSKGYMENGRHFRDNPHKYLLYKPSISQLLVFLASGFKELPLGGALLLYMSADGCFSTT 360

Dmel CG13293-PB KIPN ¢:020) ) GYELGGLATSVKRDSVDGGGLSCRGKSYKENHCLYPGDLYPF TRRPMFVVIDS D PAI]

hhkhkkk shhhhhhhhhhh kb A bbbk hhhhh b bk hhhhhh bk hhhhbhhhhk g shhkk

DbipPB2_CG13293-PB KL R 4:09 ) {GYELGGLATSVKRDSVDGGGLSCRGKSYKENHCLYPGDLYPFTRRPMF I T IDS D ¥AI]

Dmel_CG13293-FPB 421 NEIRUe) he i glelo) JRTATn Jsh o) o) \DVOHEGSLEFTLFLHSPLTALCYICNVGDV 480

dhkkhhdkhhdkhdhhkdhdk ghhhhhdkdhhdhddhhhdhdkhhddhhhdkdhdhdhhhhdhdkdhdhhkdkk

DbipPB2_CG13293-PB 421 el iegiygyeloifrannlichJe)nid a8 ol \DVOHHGSLFTLFLHSPLTALCYICNVGDV 480

Dmel CG13293-PB 481 PIHHWERCQTYVDRFITEASRLVTRCRIDEIEQGIGFID:EEMAvigeinynbufianiingiy 540

AR A A A A A A A A AR A A A A A A A A A A A A A A A AR A A A A A A A A AN A A A A A AR AR AR A AR AN A&

DbipPB2_CG13293-PB 481 PIHHWERCQTYVDRFITEASRLVTRCRIDEIEQGIGFIDEEN{OIRyelnynlufaniiniy 540

Dmel_CG13293-PB L YCDVVLRLHRGFRGRHMRPRCEPQLPANELLEHPSLSHITFQLASALDVRGHF SEGPECDRGEE]

Thkkkkkkkhhkhhkhkkhhkhdkhhhkhhhhhhhkhhhhhhhhkshdhhhhhdhhodhhkhhhhkdhhd

DbipPB2_CG13293-PB L ¥WCDVVLRLHRGFRGRHMRPRCEPQLPANELLEHPSLSHIVFQLASALDVRGHF SEGPECDRGEE]
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

[Nofe: Large vertical and horizontal gaps near cxon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_CG13293-PB vs. DbipPB2_CG13293-PB

DbipPBE2_LCG13293-PB

Dmel_CG13293-FB
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Isoform Report Form

Complete this report form for each unique isoform listed in the table above. Copy and paste
this form to create as many copies of this [soform Report Form as needed.

Gene-isoform symbol: dbip_13293-PC
Names of any additional isoforms with identical coding sequences:

Is the 5° end of this isoform missing from the end of the project? NO
Is the 3’ end of this isoform missing from the end of the project? NO

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

Gene Model Checker

Configure Gene Model «| | checklist | DotPlot | Transcript Sequence | Peptide Sequence | Extracted Coding Exons | Downloads
Project Details &z Expand All | || Collapse All
Species Name: D. bipectinata > View Criteria Status Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) % @) Check for Start Codon ©Pass
Scaffold Name: contig F] Acceptor for CDS 1 Skip Already checked for Start Codon
@ Donor for CDS 1 @ Pass
Ortholog Details 3 Acceptor for CDS 2 9 Pass
@ Donor for CDS 2 ©Pass
Ortholog in D. melanogaster:  CG13293-PC
@ Acceptor for CDS 3 ©Pass
) ] Donor for CDS 3 ) Pass
Model Details -
] Acceptor for CDS 4 9 Pass
Errors in Consensus Sequence? O Yes ®No
= = ® @ Donor for CDS 4 ©Pass
Coding Exon Coordinates: 4185-4282, 4343-4525, 4590-4820, 4874-4996, 5591-6036,
d g o o g Ac tor for CDS 5 )
6097-6351, 6410-6613, 6676-6917 = ooeplor Tor OPass
] Donor for CDS 5 O Pass
@ Acceptor for CDS 6 ©Pass
F] Donor for CDS 6 9 Pass
Annotated Untranslated O Yes @® No
Regions? ] Acceptor for CDS 7 ) Pass
Orientation of Gene Relative to @ Plus O Minus @ Donor for CDS 7 O Pass
Query Sequence: @ Acceptor for CDS 8 9 Pass
Completeness of Gene Model ~ © Complete O Partial ] Donor for CDS 8 Skip Already checked for Stop Codon
a=cton @ Check for Stop Codon 9 Pass
Stop Codon Coordinates: 69186920 E Additional Checks ©Pass
@ Number of coding exons matched ortholog ©Pass

2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
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the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

=

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into

the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
move| <<< | <<| < [ > [ > | >»> |zoomin| 15x | 3x | 10x | base |zoom out | 1.6x | 3x | 10x | 100x |

contig60:4,155-6,947 2,793 bp. ‘ enter position or search terms “&

L ko
s, 080] s,508] &, 008] &,500]
rE2

{ DbipFe2

custom

Gap Lo

ELASTX A1ignment to D. melanogaster Froteins

N-SCAN PASA-

 minmd

ot e U g pf o ST

Mixed Embryo
o

L mel. Net

Sinple Repeats
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel_CG13293-PC vs. DbipPB2_CG13293-PC

View plain text version

Download alignment image

Identity: 585/594 (98.5%), Similarity: 591/594 (99.5%), Gaps: 0/594 ( 0.0%)

Dmel_CG13293-PC 1 MVKMESTEEQDRKLVLEFCHLLEKSKQLFNGLRMS:[e){e):izlo]i o)V agel bl gueniidy 60
ok ok ok ke ok ok ok ok ok ke ek ok ke ek ok ok ke e ko ok ke ke ke ek ek ok e sk ok ko

DbipPB2_CG13293-PC 1 MVKMESTEEQDRKLVLEFCHLLEKSKQLFNGLRu#:{ey{eiiizlo]i[o)Naglei byl gy enl)ay 60

Dmel CG13293-PC 61 efefelzisioaydelsiig'{eifiaiijonde)p.tyiadeloin's'd:p §LRTSETNYLNEAYOFYAATRGRAYYS 120

Je de g g ke vk ke ke e de e ok ok e e ok e e ke ok g ok ok vk ok o de e ok e ke ko ok ok Sk ok o g e ok o o e ke o ok ok Sk ok o ok ke ok o ok e e

DbipPB2_ CG13293-PC 61 selefelziiioatpdelsy g’ {eiaii{one) pu Ny anele)n''4:0 §{LRTSETNYLNEAYQFYAATRGRAYYS 120

Dmel CG13293-PC 121 RAAKEDRPDLMVKKLRYYARFIVVCLLLKKMKLVRELVTELEKQIQEYTNT 4xizezify 180
e e ok o sk ok ke e ok ok ok ok ko 3k ok e ok ke ok e ok ok ok ok ok o ok ok e ok ke ok ok ke ok ok sk ok ok ok ok ok ok ok ok o ok o ok o

DbipPB2_CG13293-PC 121 RAAKEDRPDLMVKKLRYYARFIVVCLLLKKMKLVRELVTELEKQIQEYTNTy4:324s):i8547 180

Dmel_CG13293-PC 181 HRYHHHE(E P FNT VNP LN Fn s ILSPLTTPPCERSPHMTLSLOEILIVGSA 240
ook ko ok ok ke ok ek ok ko kb ek ok ok ke ke ek ok kb ke kok ko

DbipPB2_CG13293-PC 181 SRR HHHe e PEENF VNN A N F e L SPLTTPPCERSPHMTLSLOEILIVGSA 240

Dmel CG13293-PC 241 CEQAKFSELTMDMFRMLQTLEREPTESTTNPLSMAHGLHGHDASPAASRIPPYGVPGSKG 300

Thhkdkkhkkkhhkhhkkhhhhkhkhhhhkdhkhhkshhhhhkokdhdhhdohhhdhkhodhrhhdhhkhkdhk

DbipPB2_ CG13293-PC 241 CEQAKFSELTMDMFRMLQTLEREPTESATNPLSMSHGLHGHDASPAASRIPPYGVPGSKG 300

Dmel CG13293-PC 301 YMENGRAFRDNPHKYLLYKPSISQLLVFLASGSKELPLGGALLLYMSADGCFSTTKHPED 360
Jededk s de sk e ok e ok ok ok e ok o 3k ok e ok ok e ke ok ke ek ok ke ok ok ke ok ok sk ok ok ok ke ok ok ok ok ok o ok o ok o

DbipPB2_CG13293-PC 301 YMENGRHFRDNPHKYLLYKPSISQLLVFLASGFKELPLGGALLLYMSADGCFSTTKHPED 360

Dmel_CG13293-PC K13 GYELGGLATSVKRDSVDGGGLSCRGKSYKENHCLYPGDLYPFTRRPMFVVIDSDNSFVFR:¥AY

shkkkhkkkhdhdhdhdhkhhkhkhhhhhhhdhdhdhhkhhhhhhhhhkddhdhddkdok s shkkddkddhd

DbipPB2_CG13293-PC K13 (GYELGGLATSVKRDSVDGGGLSCRGKSYKENHCLYPGDLYPFTRRPMF I IIDSDNSFVF:Y4Y

Dmel CG13293-PC 421 R aglell g R By e lny N e DVOHEGSLETLF LHSPLTALCY ICNVGDVPIHHW 480

Thhkkkhkkdkhhkhkskhhhhhhhhhkdhkdhhdodhhhkhhhkdhdhhddhhhdhkhdhrhhdhkhkdhk

DbipPB2_ CG13293-PC 421 ezhegiayglelo)aRianA iy le)n) Ve \DVOHHGSLF TLFLHSPLTALCY ICNVGDVPIHHW 480

Dmel CG13293-PC 481 ERCQTYVDRFITEASRLVTRCRIDEIEQGIGFID:{:3qe)ggeivsliuniburianigipgelniyyd 540

R R R e R R e R e R R R R e R R R RS R

DbipPB2_CG13293-PC 481 ERCQTYVDRFITEASRLVTRCRIDEIEQGIGF IDEfYAUeIPqeinn)Paiiummanigpyeiniyyd 540

Dmel_CG13293-PC LT YRT. HRGFRGRHMRPRCEPQLPANELLEHPSLSHIIFQLASALDVRGHF SEGPECDEEEL]

Fokokkdkk ko ke ko ok kok kb ko ko g ko k ke ke ek k ko ko
DbipPB2_CG13293-PC LT YRT.HRGFRGRHMRPRCEPQLPANELLEHPSLSHIVFQLASALDVRGHF SEGPECDRERL]
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

[Nofe: Large vertical and horizontal gaps near cxon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_CG13293-PC ws. DbipPB2_CG13293-PC

DbipPE2_CG13233-PC

Dmel_CG13293-PC

12
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Isoform Report Form

Complete this report form for each unique isoform listed in the table above. Copy and paste
this form to create as many copies of this [soform Report Form as needed.

Gene-isoform symbol: dbip_13293-PD
Names of any additional isoforms with identical coding sequences:

Is the 5° end of this isoform missing from the end of the project? NO
Is the 3’ end of this isoform missing from the end of the project? NO

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

@ Gene Model Checker

Configure Gene Model «| | Checklist | DotPlot | Transcript Sequence | Peptide Sequence | Extracted Coding Exons | Downloads
Project Details <:/Expand All | i~ | Collapse All
Species Name: D. bipectinata v View Criteria Status Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) % E Check for Start Codon O Pass
Scaffold Name: contig60 ] Acceptor for CDS 1 Skip Already checked for Start Codon
] Donor for CDS 1 ©Pass
Ortholog Details ] Acceptor for CDS 2 9 Pass
E] Donor for CDS 2 9 Pass
Ortholog in D. melanogaster:  CG13293-PD
@ Acceptor for CDS 3 9 Pass
Model Detail: ] Donor for CDS 3 & Pass
ails
@ Acceptor for CDS 4 © Pass
Errors in Consensus Sequence? O Yes @ No
] Donor for CDS 4 & Pass
Coding Exon Coordinates: 41854282, 4343-4525, 4590-4808, 4874-4996, 5576-6036,
6097-6351, 6410-6613, 6676-6917 2 Acceplor for CDS 5 o Pass
] Donor for CDS 5 O Pass
] Acceptor for CDS 6 O Pass
] Donor for CDS 6 O Pass
Annotated Untranslated O Yes @nNo
Regions? ] Acceptor for CDS 7 o Pass
Orientation of Gene Relative to @ Plus O Minus @ Donorfor CDS 7 O Pass
Query Sequence: ] Acceptor for CDS 8 ©Pass
Completeness of Gene Model  © Complete O Partial ] Donor for CDS 8 Skip Already checked for Stop Codon
Tl iy ] Check for Stop Codon @ Pass
Stop Codon Coordinates: 6918-6920 - Additional Checks oPass
] Number of coding exons matched ortholog O Pass

2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in

14
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the genome browser window, and capture a screenshot that includes the following evidence
tracks if they are available:

=

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)
At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into

the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)

move | <<< | <<| < [ > [>> [>>>|zoomin| 1.5x | 3x | 10x | base | zoom out| 1.5x [ 3x

‘ contig60:4,155-6,947 ‘2,793 bp. ‘ enter position or search terms

3

L Kbl | obipFez
4,500| s, 000] 6, 000| 6,500
de1 for Db ipFE2

BLASTX Alignment to D. melanogaster Froteins

It Females
Adult Males

0. nelanogaster (Aus. 2014 (BOGF + 1SO1 MT/am6)) Alignment Ne
55555555555 6555555555 55> Rt 55553323555555535255353352555>>>
Sinple Tar

P by TRF

Repeating Elenents by RepeatMasker

to alter the display density of SGP Genes

RnA-3eq from

— | WryRENE AJ h [ N
NR-seq from Wixed Embryos

T
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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 either use the protein alignment generated

by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”

feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box

below:

Alignment of Dmel_CG13293-PD vs. DbipPB2_CG13293-PD

View plain text version

Download alignment image

Identity: 586/599 (97.8%), Similarity: 592/599 (98.8%), Gaps: 4/599 ( 0.7%)

Dmel CG13293-PD 1 MVKMESTEEQDRKLVLEFCHLLEKSKQLENGLR Sy e)de):iilo]i (o) N aglelsuigshipguieni)dg
I I T
DbipPB2_CG13293-PD 1 MVKMESTEEQDRKLVLEFCHLLEKSKQLFNGLR)#ye){e):ilo]i(e):Nagle)- iy okt guiani)eg
Dmel CG13293-PD 61 jefeleliigiiypdalsyiederdioi(onde) pu ) e e{o)h '3 4: b {LRTSETNYLNEAYQF YAATRGRAYYS
I I T o
DbipPB2_CG13293-PD 61 efefe):iiigdelig{aifelifohie) i e) afefo)'3'Y: ¥4 LRTSETNYLNEAYQFYAATRGRAYYS
Dmel CG13293-PD 121 RAAKEDRPDLMVKKLRYYARFIVVCLLLKKMKLVRELVTELEKQIQE! by n)iii
Fkkokkkkkkkhdkohk ok kkkkkkk ok kA ko ke ko kk ok khk kkkkkk Kk

DbipPB2_CG13293-PD 121 RAAKEDRPDLMVKKLRYYARFIVVCLLLKKMKLVRELVTELEKQIQECEEER$d ez i3

Dmel CG13293-PD 181 Epfpsnong(e) e e Nor vy ) s e i) HIGSGSRLSPLTTPPCERSPHMTLSLOETL

e e vk v de ok de g K ok de Tk ok g e ok ok dk ok ok ke ok ok o vk ok o g ke ok dk ok ok ok Sk vk ok ke ok ok ok ok o ke ok ok ok o e e ek e ok

DbipPB2_CG13293-PD 177 EIRYBARE (eI F ARV AFAYR: EE) e I GSGSRLSPLTTPPCERSPHMTLSLOETL

Dmel CG13293-PD 241 IVGSACEQAKFSELTMDMFRMLOTLEREPTESTTNPLSMAHGLHGHDASPAASRIPPYGV

dkkkhkdkdkhhkhkhkkhhkkdkdkkhhkkdkkhkhhkddhdhkghhhrhk ghdhhhhhkrhhhdhkhhkdkhk

DbipPB2_CG13293-PD 237 IVGSACEQAKFSELTMDMFRMLOTLEREPTESATNPLSMSHGLHGHDASPAASRIPPYGV

Dmel CG13293-PD 301 PGSKGYMENGRAFRDNPHKYLLYKPSISQLLVFLASGSKELPLGGALLLYMSADGCFSTT
I IR I I T T oy

DbipPB2_CG13293-PD 297 PGSKGYMENGRHFRDNPHKYLLYKPSISQLLVFLASGFKELPLGGALLLYMSADGCFSTT

Dmel CG13293-PD EI-pNN ;020 SGYELGGLATSVKRDSVDGGGLSCRGKSYKENHCLYPGDLYPFTRRPMFVVIDSD)

KAk k s kAR KK AR AR I AA AR A AR A AR A AR R A AR AR I A AR A Ak Ak ok kg sk kh Kk

DbipPB2_CG13293-PD KLY 4i1:420) (GYELGGLATSVKRDSVDGGGLSCRGKSYKENHCLYPGDLYPFTRRPMFI I IDSD|

Dmel CG13293-PD 421 nEIRyae) e gelni g Aranan iy deln)t 908 o) \DVOHHGSLFTLFLESPLTALCYICNVGDV

HAKKKIKK AR K AR KA s AR AR AR AR A AR AR R A AR AR AR A AR A A A Ak hh ko h ok

DbipPB2_CG13293-PD 417 BRIy as g delol ) ARl e)n1) 9 8 de) \DVOHHGSLF TLFLHSPLTALCYICNVGDV
Dmel CG13293-PD 481 PIHHWERCQTYVDRFITEASRLVTRCRIDEIEQGIGFID:EMAe)Paeinn)yfbiumaniiniig

KKK K KKK KK KRR KRR KRR AR KRR K AR KRR AR AR R AR AR KRN R K AN R AR Rk ko k k&
DbipPB2_CG13293-PD 477 PIHHWERCQTYVDRFITEASRLVTRCRIDEIEQGIGFIDEENA elelnn) i bigmunmiigiiy

dkkkhkdkdkhhkkhkkhhkkdkkkhhkkdkkhkhhhdhhrhkhkhhkdhrkshhdhhhhhkrrhkdhkkhkdi

60

60

120

120

180

176

240

236

300

296

360

356

420

416

480

476

540

536

Dmel_CG13293-PD L} WCDVVLRLHRGFRGRHMRPRCEPQLPANELLEHPSLSHIIFQLASALDVRGHF SEGPECDERE]
DbipPB2_CG13293-PD EEYACDVVLRLHRGFRGRHMRPRCEPQLPANELLEHPSLSHIVFQLASALDVRGHF SEGPECDEERE]
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

[Nofe: Large vertical and horizontal gaps near cxon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_CG13293-PD vs. DbipPB2_CG13293-PD

DbipPB2_CG13293-PD

Dmel_CG13293-FD
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Transcription Start Sites (TSS) Report Form (Optional)

Note: Complete this section if you have annotated the TSS for the gene above. This section 1s
optional and you do not need to complete this section to submit the project.

Gene name: D. bipectinata CG13293
Gene symbol_dbip CG13293._

Name(s) of isoform(s) with unique TSS List of isoforms with identical TSS
CG13293 - PB CG13293 - PE

000000 |CGl3203-PD
CG13293 - PC

Names of the isoforms with unique TSS in D. melanogaster that are absent in this species:
N/A

Isoform TSS Report

Complete an Isoform TSS report (through page PAGEREF Ref91436230 'h 17) for each
unique TSS listed in the table above. Copy and paste this form to create as many copies as
needed.

Gene-isoform name : dbip CG13293 - PB

Names of the isoforms with the same TSS as this isoform:
dbip CG13293 — PE, dbip CG13293 —PD, dbip CG13293 - PC

Type of core promoter in D. melanogaster (see table below):
(Peaked / Intermediate / Broad / Insufficient Evidence)
Peaked

The type of core promoter is defined by the number of TSS annotated by the Celniker group at
modENCODE and the number of DHS positions:
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1. Turn on RAMPAGE evidence tracks
(Only applies to projects with these tracks)

Coordinates of the TSS position based on position with the highest RAMPAGE read density
Bipectinata: 4105-4182

Coordinates of the narrow TSS search region based on RAMPAGE peaks
Bipectinata: 3,767

If the TSS position and narrow TSS search region are supported by RAMPAGE data, paste a
Genome Browser screenshot of the region surrounding the putative TSS (£300bp) showing
the Combined RAMPAGE TSS evidence track:

UCSC Genome Browser on D. melanogaster Aug. 2014 (BDGP Release 6 + ISO1 MT/dm6) Assembly
move | <<< | <<| < | > [>> [>>>|zoomin| 1.5x | 3x | 10x | base | zoom out  1.5x | 3x | 10x | 100x |

chr3L:6,082,795-6,082,994 200 bp. ‘ enter position or search terms go

lcnrsL(ssnS) HIiSIIEE SN i INEEE IS ENIINIEEN RO NN NIINIEE BN BlAmEm IRImIE

&, 652, 908| &, 652,950

"”'E.'%"k..ﬁ!.'ih.'ﬁ.:ﬁ.‘ﬁ.:@.'ﬁ."ﬁ.‘i!!.'ﬁ.'%.'%%%ﬁﬁ'ﬁ%%“ﬁn%'ﬁ'ﬁ.'ﬁ%ﬁ%'ﬁ%“

ap Locat ions

Seae

Gap.
MOYENCODE 3-state Model for BG3 cells (RS)

MOGENCODE S-state Model for S2 cells (RS)

s2 9-state (RS)

FluBase Protein-Coding Genes
£613293-RC
[CC15295_kE]

| C613293-RE

= uBase Pseudogenes
FiuBase Noneprote i Coamma Genes

miRNA

neRNA

miSCRNA

126,138 _ Kc DHS Read Density

e oHs Dens ity
|| a1.4517 _ L JEE

TPaNSCrIRT 10N STAMT S1Tes (CeINiKer Group) (RS)
T55_0013295_6675935

Conb ined RAMPAGE Transcription Start Sites (RS)
222222232222222332202222333320>2232322222222233>>22222)>>

RAMPAGE Feaks
RAMPAGE (P 1us) L]
RAMPAGE (M inus)

Repeating Elements by RepeatMasker

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)

move [ <<< | <<| < [ > [>> | >>>|zoomin| 1.5x | 3x | 10x | base | zoom out [ 1.5x | 3x | 10x | 100x |

oap

| cOntige0:4,059-4,220 162 bp. | enter posiion or search terms |[s0]
concigtny | ol sl 4ol amel sesl sesel aml sioel s i msim 01 DIl DA wiEl A re pAL il ame el oanl il gL el sl sisl vl sce el sl sl
Eriri 1 1 1 L.h .h iriLiamkt u G%GE .ﬁ GEN -1 E ES

N-soAN PRSA-EST

S0P Genes

fusustus,
sher

T T GG Thedt RANPRGE Read Dens T for AUUIE Females (ninuss T T
Mo

Comlb inedl CSHL RRMPAGE Transer iption Stare Sites

bruos RAMPACE Feaks
009433 _ Gomiinedt RANFAGE Read Dens ity for Ebruos <F1us)

Enbruos RAHPACE (P 1u:

0,025 1

r Coni iried RANFTGE. React Dens ity For Ebruos (Hinus)
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2. Turn on RNA-Seq evidence tracks (N/A for this Gene)

If the TSS annotation is supported by RNA-Seq read coverage or splice junction predictions
(e.g., regtools), paste a Genome Browser screenshot of the region surrounding the putative
TSS (£300bp) showing the following evidence tracks:

ucscC G Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) A bly (DbipPB2)

move | <<<| <<[ < | >r\>> | >>> |zoomiin | 1.5x | 3x | 10x [ base | zoom out[ 1.5x [ 3x | 10x | 100x |

‘wmi960:3,859-5.065 1,207 bp. | enter position or search terms ‘E

sssss

Ropeatmasker

move start Click on a feature for details. Click or drag in the base position track to zoom in. Click side bars for track opti g side bars or labels up or down to reorder tracks. Drag tracks left or right to new position. move end

| <[20 [ >]  Press"?" for keyboard shortcuts. [>]

1. RNA-Seq Coverage or RNA-Seq Alignment Summary
2. Combined Splice Junctions or RNA-Seq TopHat

If the RNA-Seq evidence tracks indicate a TSS search region, list it here: 4133-4184

3. Annotate the first transcribed exon

Coordinates of the first transcribed exon based on BLASTN alignment:

279-406 (suggests TSS at 279 which makes no sense = refute)

Does the BLASTN alignment cover the entire D. melanogaster first transcribed exon?
NO

If not, specify the parts of the D. melanogaster exon that are missing from the BLASTN
alignment.
Query length of the entire exon is 471. BLATN covers 1-128

If the TSS annotation is supported by BLASTN alignment of the initial transcribed exon against
the contig sequence, paste a screenshot of the BLASTN alignment into the box below:
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4. Turn on comparative genomics tracks

If the TSS annotation is supported by sequence conservation with other Drosophila species,
paste a screenshot of the multiple sequence alignment (e.g., from Clustal Omega, ROAST)
into the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) A bly (DbipPB2)

move [<<< | << | < [ > [>» [ >> |zoomin[ 1.5 | 3¢ | 10x [ base | zoom out| 15¢ | 3x | 10x | 100« |

| contig80:4,074-4,330 | 257 bp. ‘ enter posiion or search terms. ‘

e e e 0 et o P A e e e e i8R 18 B

movestart  Click on a featurs for details. Click or drag in the base position track to zoom in. Click side bars for track options. Drag side bars or labsls up or down to reorder tracks. Drag tracks left or right to new position. Press move end

5. Summarize the evidence that supports the TSS annotation postulated above

Coordinate(s) of the TSS position(s):
Based on RAMPAGE data (if applicable): 4105-4182 (also corresponds to the same
region in respect to first exon in Melanogaster RAMPAGE)
Based on RNA-Seq data: 4133-4184
Based on BLASTN alignment: 279
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Note: If the BLASTN alignment for the initial transcribed exon is a partial alignment, you can
extrapolate the TSS position based on the number of nucleotides that are missing from the
beginning of the exon. (Enter “Insufficient evidence” if you cannot determine the TSS
position based on the available evidence.)

Were you able to define a TSS search region based on the available evidence? YES, 4105-4184
with most evidence pointing to 4133 as the TSS
If so, indicate in the table below the evidence that supports this TSS position

For each evidence type, enter an "X" in the cell to indicate whether the line of evidence supports,
refutes, or neither supports nor refutes the TSS annotation:

Evidence type Support Refute  Neither
RAMPAGE peaks and read density

RNA-Seq coverage and splice junctions ---

BLASTN alignment of the initial exon from
D. melanogaster

Sequence conservation with other Drosophila species
(e.g., “Conservation” track on the Genome Browser)

Note: The evidence type refutes the TSS annotation only if it suggests an alternate TSS
position. For example, the presence of RNA-Seq read coverage upstream of the annotated
TSS indicates that the TSS 1s located further upstream and it would be considered to be
evidence against the annotated TSS; check “Refute.” In contrast, the lack of RNA-Seq read
coverage 1s a negative result that neither supports nor refutes the TSS annotation; check
“Neither.”

Provide an explanation if the TSS annotation is inconsistent with at least one of the evidence
types specified above:
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Gene Report Form

Gene name: D. bipectinate CG10469.
Gene symbol:_dbip CG10469

Approximate location in project (from 5’ end to 3’ end): 9014-9871
Number of isoforms in D. melanogaster: 1
Number of isoforms in this project: 1

Complete the following table, including all of the isoforms in this project:

Name(s) of unique isoform(s) based | List of isoforms with identical coding sequences
on coding sequence
CGG10469 - PA

Names of the isoforms with unique coding sequences in D. melanogaster that are absent in this
species: N/A (report form deleted from this document because of N/A)

Isoform Report Form

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

Gene-isoform symbol: dbip_ CGG10469 - PA

Names of any additional isoforms with identical coding sequences:
N/A

Is the 5° end of this isoform missing from the end of the project? NO
Is the 3’ end of this isoform missing from the end of the project? NO

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.
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Configure Gene Model
Project Details
Species Name:
Genome Assembly:
Scaffold Name:

Ortholog Details

Ortholog in D. melanogaster:

Model Details
Errors in Consensus Sequence?

Coding Exon Coordinates:

Annotated Untranslated
Regions?

Orientation of Gene Relative to
Query Sequence:

Completeness of Gene Model
Translation:

Stop Codon Coordinates:

D. bipectinata
Aug. 2021 (GEP/Muller D Element)

contig60

CG10469-PA

O Yes @® No
9871-9636, 9578-9014

O Yes @ No

O Plus @ Minus
@ Complete O Partial
9013-9011

«

Checklist || DotPlot | Transcript Sequence | Peptide Sequence
%] Expand All | || Collapse All
View  Criteria

B EEE ER B

Check for Start Codon
Acceptor for CDS 1
Donor for CDS 1
Acceptor for CDS 2
Donor for CDS 2
Check for Stop Codon
Additional Checks

Number of coding exons matched ortholog

Last Update: 06/02/2022

@ Gene Model Checker

Extracted Coding Exons | Downloads

Status
@ Pass
Skip
@ Pass
@ Pass
Skip
@ Pass
@ Pass

@ Pass

Message

Already checked for Start Codon

Already checked for Stop Codon

2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in

the genome browser window. and capture a screenshot that includes the following evidence
tracks if they are available:

© N AW

A sequence alignment track (e.g., D. mel Proteins)
At least one gene prediction track (e.g., Genscan, GeMoMa)
At least one RNA-Seq track (e.g., RNA-Seq Coverage)
A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into

the box below:
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UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
move | <<<| << | < [ > [> [>>>|zoomin| 15x [ 3x | 10x | base ]zoomout

contig60:8,684-11,361 2,678 bp. l enter position or search terms ‘ g0

scate N { obire2
= contigee: s, 6001 3,500l 10, a00] 16,5081 11, 008l
Custon Gene Model for DbipPE2
Db ipPB2_CO10489-F
Gap Locat ions

BLASTX Alignment to D. melanogaster Proteins

I
Geneid Gene Predictions

CAN_FAS

ST Gene Predictions

N-SCAN PASA-EST

SGP_Gene Predict ions
SGP Genes

Ausustus Gene Predictions

] Augustus S e

SnAP

SNAF Gene Predictions

Adu1t Fenale

AUt M

Mixed Emb

D. melanogaster (Aug. 2614 (BOGF Reiease 6 + 1301 MT/dm6)) Alignment Net
L LI B 5555555555 0 B0555555555555535553355535553535335333333355300 0 05555335353352553333333335553235335333335335552333333333>>5>>>>>>>> 88
Simple Tandem Repeats by TRF

Simple Repeats
Repeating Elements by RepeatMasker

Click on a feature for details. Click or draa in the base position track to
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel_CG10469-PA vs. DbipPB2_CG10469-PA

View plain text version

Download alignment image

Identity: 160/267 (59.9%), Similarity: 203/267 (76.0%), Gaps: 0/267 ( 0.0%)

Dmel CG10469-PA 1 MILQLVLIVQFSLVFGQETGSLRIMNGTAAKAKQLPYQVGLLCYFEGSKDEPNMCGGTIL 60
khkkky Kkak gk Kk kg Khkkkhhkkkk Kk akgkky kkkkkk Kk gphk ghkkkghkk

DbipPB2_ CG10469-PA 1 MILQFFLFVPITLGFAQDLGSLRIMNGTYAVEEQFPYEAGLLCYFAGFPNNPSLCGGAIL 60

Dmel_ CG10469-PA 61 SNRWIITAAHCLQDPKS IHVGKVKSFDDKEIVVNRSYTIVHKKFDRKTVTNDI 120
kkhkkhkghhhhhhkhkh skk gk skpkk k  kkkkghkphkkkk kky

DbipPB2_CG10469-PA 61 SNRWILTAAHCLODPDANLyY QVRVQVGSLEAPGGDDILVNGSDIIVHKNFNRKTVFNDL 120
Dmel CG10469-PA AT, TKL.PKKLTFNKY IQPAKLPSAKKTYTGRKAT ISGWGLTTKQLPSQVLQYIRAPTI ISNKERE:LY

dkkokkg skkk | skk kkkkgy skkkkdk,  skkkkkkk sk ks hkkgks sewkkks

DbipPB2_CG10469-PA ST, TKL.PRNLTFSSKVOPVKLPSSYRTYTGRSVF I SGWGLTDNQTASESLOYLRTDVVSNKONE:{Y]
Dmel CG10469-PA IR ICERQWNEQLGGKSKKVVHNGF ICIDSKKGLPCRGDSGGPMVLDDGSRTLVGIVSHGFDGERFLY]

de ddkodkd Kk k| ddkdkok deskadhessehkekhkoekdekdk hodkkk hkkasdkkdkhkdkddkek *

DbipPB2_CG10469-FPA IR FCOSOWNKALKGKKKKVVSWTFVCVDTQQOGMPCQGDSGSPMVLADGSKTLVGIVSHGLDPERELY
Dmel CG10469-PA P Y WICKLKLPDVSTRVSSYLEWIKYYSGGLERAY)

kh kpkkgk Kkkgakskkgy o pkkkk

DbipPB2_CG10469-PA 241 267
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

[Nofe: Large vertical and horizontal gaps near cxon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_CG10469-PA vs, DbipPB2_CG10469-PA

DbipPB2_CG10465-PA

Dmel_CG10469-PA
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Transcription Start Sites (TSS) Report Form (Optional)

Note: Complete this section if you have annotated the TSS for the gene above. This section is
optional and you do not need to complete this section to submit the project.

Gene name: D. bipectinate CG10469.
Gene symbol:_dbip_ CG10469

Name(s) of isoform(s) with unique TSS List of isoforms with identical TSS

CG10469-PA |

Names of the isoforms with unique TSS in D. melanogaster that are absent in this species:

N/A

Provide the evidence (text and figures) which support the hypothesis that these isoforms are
absent in this species (e.g., changes in canonical splice sites, gene structure, etc.):
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Isoform TSS Report

Complete an Isoform TSS report (through page PAGEREF Ref91436230 'h 17) for each
unique TSS listed in the table above. Copy and paste this form to create as many copies as
needed.

Gene-isoform name : dbip_ CGG10469 — PA

Names of the isoforms with the same TSS as this isoform:
N/A

Type of core promoter in D. melanogaster (see table below):
(Peaked / Intermediate / Broad / Insufficient Evidence)
Peaked

The type of core promoter is defined by the number of TSS annotated by the Celniker group at
modENCODE and the number of DHS positions:
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1. Turn on RAMPAGE evidence tracks
(Only applies to projects with these tracks)

Coordinates of the TSS position based on position with the highest RAMPAGE read density
Bipectinata: 10023-9877
Melanogaster: 6,093.098-6.093.091

Coordinates of the narrow TSS search region based on RAMPAGE peaks

Bipectinata: 9880
Melanogaster: 6.093.095 and 6.093.092

If the TSS position and narrow TSS search region are supported by RAMPAGE data, paste a
Genome Browser screenshot of the region surrounding the putative TSS (£300bp) showing
the Combined RAMPAGE TSS evidence track:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
move| << | <<| < | > [>> [ > |zoomin| 15x [ 3x [ 10 | base |zoom out

‘ contig60:9,809-9,935 ‘ 127 bp. ‘ enter position or search terms ‘
scale 56 bazes| | DbipPB2
contigge: | 9, 528| 2, 838| a,840| 2, 850| 9,868| 2 &78| 9,850| 8 sgal 9 Qoal 9, Qlﬂl g gaal 9 ssu
<===|COTAGEE TTTAGAACCCOE TTCOOG TCACAT TAGCCTT & i rrrmnr ACTTCCT AGT ARAG TTE ACT AAR AARATATGT
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2. Turn on RNA-Seq evidence tracks

If the TSS annotation is supported by RNA-Seq read coverage or splice junction predictions
(e.g., regtools), paste a Genome Browser screenshot of the region surrounding the putative
TSS (£300bp) showing the following evidence tracks:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)

move| <<<| <<| < [ > [>> [>>>|zoomin| 1.5x | 3x | 10x | base |zoom out| 1.5x | 3x | 10x | 100x |

‘OOMIQSO 9,871-9,883 | 13 bp. | enter position or search terms ‘ ge

ser
move start Click on a feature for details. Click or drag in the base position track to zoom in. Click side bars for track options. Drag side bars or labels up or down to reorder tracks. Drag tracks left or right to new position. move end

[ <]20] >|  Press"?"for keyboard shortcuts. [<]20[>]

| track search || default tracks || default order || hide all || add custom tracks || track hubs |[ configure || multi-region || reverse || resize |[ refresh

1. RNA-Seq Coverage or RNA-Seq Alignment Summary
2. Combined Splice Junctions or RNA-Seq TopHat

If the RNA-Seq evidence tracks indicate a TSS search region, list it here: downstream of 9950

3. Annotate the first transcribed exon

Coordinates of the first transcribed exon based on BLASTN alignment:
10027-9992

Does the BLASTN alignment cover the entire D. melanogaster first transcribed exon?
No

If not, specify the parts of the D. melanogaster exon that are missing from the BLASTN
alignment.

Covers 87-122. Missing 1-187 and  88-464

If the TSS annotation is supported by BLASTN alignment of the initial transcribed exon against
the contig sequence, paste a screenshot of the BLASTN alignment into the box below:
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< Edit Search Save Search Search Summary v @ How to read this report? @ BLAST Help Videos

Job Title CG10469:1 Filter Results

RID 9JDS78BF114 Search expires on 06-04 06:17 am Download All v Percent Identity E value
Program Blast 2 sequences  Citation v ‘ o ‘ ‘ o
Query ID Icl|Query_3559 (dna)

Query Descr CG10469:1
Query Length 464

Subject ID Icl|Query_3561 (dna)

Subject Descr DbipPB2_dna range=contig60:1-49290 5'pad=0 3'pad=0 ...
Subject 49290

Length

Other reports  MSA viewer ©

Descriptions Graphic Summary Alignments Dot Plot

Alignment view | Pairwise v ‘ [ ] cDs feature @

1 sequences selected 0

X Downloadv  Graphics

Sort by: \ E value v \

DbipPB2_dna range=contig60:1-49290 5'pad=0 3'pad=0 strand=+ repeatMasking=none
Sequence ID: Query_3561 Length: 49290 Number of Matches: 695

Range 1: 9992 to 10027 Graphics ¥ Next Match
Score Expect Identities Gaps Strand
71.9 bits(36) Se-15 36/36(100%) 0/36(0%) Plus/Minus
Query 87 AAAAGCACGCAGATTATGCAAA 122

) ||II||||II||\I\HHI\HIIIIIIIIIIIH
Sbjct 10027 ATAAC AGATTATGCAAA 9992
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4. Turn on comparative genomics tracks

If the TSS annotation is supported by sequence conservation with other Drosophila species,
paste a screenshot of the multiple sequence alignment (e.g., from Clustal Omega, ROAST)
into the box below:

ucsc G B

tinata Aug. 2021 (GEP/Muller D Element) A bly (DbipPB2)

on D. bip
move [ <<<| <<| < [ > [>> | >>>|zoomin| 1.5x | 3x | 10x [ base | zoom out [ 1.6x | 3x | 10x | 100x |

\ contigh0:9,807-10,043 \ 237 bp. | enter posiion or search terms (5]

move start Click on a faatura for datails Click or dran in tha hasa nosition track tn 700m in_ Click side hars for frack onfions Dran side hars or lahals 1n or down to rorder fracks Dran fracks 1eft or rioht to naw nosifion move end

35



Last Update: 06/02/2022

5. Summarize the evidence that supports the TSS annotation postulated above

Coordinate(s) of the TSS position(s):
Based on RAMPAGE data (if applicable): 10023-9877
Based on RNA-Seq data: N/A (unable to get RNA Seq alignment)
Based on BLASTN alignment: 10027-9992
Based on other evidence (ShortMatch (TCAKTY): 9873

Note: If the BLASTN alignment for the initial transcribed exon is a partial alignment, you can
extrapolate the TSS position based on the number of nucleotides that are missing from the
beginning of the exon. (Enter “Insufficient evidence™ if you cannot determine the TSS
position based on the available evidence.)

Were you able to define a TSS position based on the available evidence? NO

If not, were you able to define a TSS search region? YES, 10023-9873
If so, indicate in the table below the evidence that supports the TSS search region(s)

For each evidence type, enter an "X" in the cell to indicate whether the line of evidence supports,
refutes, or neither supports nor refutes the TSS annotation:

Evidence type Support Refute  Neither
RAMPAGE peaks and read density

RNA-Seq coverage and splice junctions

BLASTN alignment of the initial exon from
D. melanogaster

Sequence conservation with other Drosophila species
(e.g., “Conservation” track on the Genome Browser)

Other (ShortMatch (TCAKTY))

Note: The evidence type refutes the TSS annotation only if it suggests an alternate TSS
position. For example, the presence of RNA-Seq read coverage upstream of the annotated
TSS indicates that the TSS 1s located further upstream and 1t would be considered to be
evidence against the annotated TSS; check “Refute.” In contrast, the lack of RNA-Seq read
coverage 1s a negative result that neither supports nor refutes the TSS annotation; check
“Neither.”

Provide an explanation if the TSS annotation is inconsistent with at least one of the evidence
types specified above:
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Gene Report Form

Gene name: D. bipectinata CG10467
Gene symbol: dbip_ CG10467

Approximate location in project (from 5’ end to 3’ end): 10094-11179
Number of isoforms in D. melanogaster: 1

Number of isoforms in this project: 1

Complete the following table, including all of the isoforms in this project:

Name(s) of unique isoform(s) based | List of isoforms with identical coding sequences
on coding sequence
CG10467-PA

Names of the isoforms with unique coding sequences in D. melanogaster that are absent in this
species: N/A (removed report form from document due to N/A)

Isoform Report Form

Complete this report form for each unique isoform listed in the table above. Copy and paste
this form to create as many copies of this [soform Report Form as needed.

Gene-isoform symbol: dbip CG10467 - PA

Names of any additional isoforms with identical coding sequences:

N/A

Is the 5° end of this isoform missing from the end of the project? NO
Is the 3’ end of this isoform missing from the end of the project? NO
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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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

@& Gene Model Checker

Configure Gene Model « Checklist = Dot Plot | Transcript Sequence Peptide Sequence Extracted Coding Exons Downloads
Project Details 2] Expand All | =] Collapse All

Species Name: D. bipectinata v View Criteria Status Message

Genome Assembly: Aug. 2021 (GEP/Muller D Element) v @ Check for Start Codon ) Pass

Scaffold Name: contig60 @ Acceptor for CDS 1 Skip Already checked for Start Codon
E] Donor for CDS 1 Skip Already checked for Stop Codon
= Check for Stop Codon )

Ortholog Details @ P 9 Pass
@ Additional Checks ) Pass
3|

Ortholog in D. melanogaster: 10467-PA
o9 09 61046 Number of coding exons matched ortholog 9 Pass

Model Details

Errors in Consensus Sequence? O Yes @ No

Coding Exon Coordinates: 10088-11179

Annotated Untranslated O Yes @ No
Regions?

Orientation of Gene Relative to O Plus @© Minus
Query Sequence:

Completeness of Gene Model @® Complete O Partial
Translation:

Stop Codon Coordinates: 10087-10085

2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

SNk w

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:
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UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel_CG10467-PA vs. DbipPB2_CG10467-PA

View plain text version

Download alignment image

Identity: 313/364 (86.0%), Similarity: 336/364 (92.3%), Gaps: 0/364 ( 0.0%)

Dmel_CG10467-PA 1 MVNVTEDVFANGAVNPFTKSKDTIKRFTLTNGAGMSVQLITRGATITSIKTPDASGQIDD 60
kkkk kkkhkk kkhkkkhky g kkkkAkkkkhk Rk hkkhkkhkhkhkhkhkhkk kphkkgghk

DbipPB2_CG10467-PA 1 MVNVKEDVFATGAVNPFTKATEDIKRFTLTNGYGMSVQLITRGATITSIKTMDSSGKVDD 60

Dmel_CG10467-PA 61 VILGFDDLAGYQSERNPYFGATIGRVCNRIANGSFYLDGKLVQVSKNRDNKFQLHGGFVG 120

Kk g khdkkhk g gkkhkkkkhkhkkhkokkkdk Kk kgkk s shkkhdghkokhkokokdkdkokdok
DbipPB2_CG10467-PA 61 VTLGFDDVAGYQSDKNPYFGATIGRVCNRIANGRFQLNGKWIEVSKNRNNKFQLHGGFVG 120

Dmel CG10467-PA 121 FDKAHWEVVEVRVDGVTLSHTNPDGHEGYPGKVTATASFTLSEDNCLHVQOMSALADKTTP 180

khkkkhkkdkhkk *k dhhkkhhhhkhhhdhhdhdhhdhhdhhhhhhhhhhdhhdhhd kek gk &k

DbipPB2_CG10467-PA 121 FDKAHWEVVAVRRDGVTLSHTNPDGHEGYPGKVTATASFTLSEDNCLHVLMTAETDKVTP 180

Dmel CG10467-PA 181 VNLTNHSYFNLAGHKSGANGLYEHTIEINAYGITETDQSSIPTGRITPVEGTGFDLRVSS 240
Jkddkddkk ko dedkkodkk g okok  kokkdkok g ko kkokkkokkkok ke ko kk ok ghkkh gk g okdkdok g

DbipPB2_CG10467-PA 181 VNLTNHSYFNLAGHKTGASGLYEHAIEINAYGITETDODSIPTGKITPVNGTPYDLRVAG 240

Dmel CG10467-PA 241 NLGERLKALQPARGYDDNFCVTFSPPQPLAKVARATHPPSGRWLEVVSNQPGVQFYTSNF 300
e e e o ke ok ke ok ok ek ke ok ok e ko ok ko ke ok ok k3 ok ok ok ok ok ok ke ok ok ok ok ok ok ke ok ok ok ok ok e

DbipPB2_CG10467-PA 241 NLGERLKALQPARGYDDNFCVTFSPPQPLAMVARASHPPSGRWLEVVSNQPGVQFYTSNF 300

Dmel CG10467-PA 301 MPDVERGESPIPGKDGAAYAKHCAFCLETQKFPDSVNHSNFPSTILRPGESYQHEVIYKF 360
Kkkkk kkghk ko sk kk kkkwkokhkokkkkokkokhkkhkkk s hhkhdkhk ok kokkdkokk ok

DbipPB2_CG10467-PA 301 MPDVENGEAPISGKDGASYGKHGAFCLETQKFPDSVNHSNFPTTILRPGERYSHEVIYKF 360

Dmel CG10467-PA 361 GVSH 364
* %

DbipPB2_CG10467-PA 361 GVFN 364
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

Note: Large yverfical and horizontal gaps near cxon boundaries 1n the doft plot olfen mdicate
that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_CG1046/7-PA vs. DbipPB2_CG1046/-PA
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Transcription Start Sites (TSS) Report Form (Optional)

Note: Complete this section if you have annotated the TSS for the gene above. This section is
optional and you do not need to complete this section to submit the project.

Gene name : D. Bipectinata CG10467
Gene symbol: dbip_CG10467

Name(s) of isoform(s) with unique TSS List of isoforms with identical TSS

CG10467-PA |

Names of the isoforms with unique TSS in D. melanogaster that are absent in this species:

N/A

Provide the evidence (text and figures) which support the hypothesis that these isoforms are
absent in this species (e.g., changes in canonical splice sites, gene structure, etc.):
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Isoform TSS Report

Complete an Isoform TSS report (through page PAGEREF Ref91436230 'h 17) for each
unique TSS listed in the table above. Copy and paste this form to create as many copies as
needed.

Gene-isoform name : dbip CG10467-pA

Names of the isoforms with the same TSS as this isoform:
N/A

Type of core promoter in D. melanogaster (see table below):
(Peaked / Intermediate / Broad / Insufficient Evidence)
Peaked

The type of core promoter is defined by the number of TSS annotated by the Celniker group at
modENCODE and the number of DHS positions:
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1. Turn on RAMPAGE evidence tracks
(Only applies to projects with these tracks)

Coordinates of the TSS position based on position with the highest RAMPAGE read density
11598-11161

Coordinates of the narrow TSS search region based on RAMPAGE peaks
11538-11510 and 11210-11204

If the TSS position and narrow TSS search region are supported by RAMPAGE data, paste a

Genome Browser screenshot of the region surrounding the putative TSS (£300bp) showing
the Combined RAMPAGE TSS evidence track:
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UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
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UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
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2. Turn on RNA-Seq evidence tracks

If the TSS annotation is supported by RNA-Seq read coverage or splice junction predictions
(e.g., regtools), paste a Genome Browser screenshot of the region surrounding the putative

TSS (£300bp) showing the following evidence tracks:

7. RNA-Seq Coverage or RNA-Seq Alignment Summary

8. Combined Splice Junctions or RNA-Seq TopHat
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UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
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If the RNA-Seq evidence tracks indicate a TSS search region, list it here: Adult Females/Males
and mixed embryos because they are starting near the RAMPAGE site showing that TSS could
be starting in this region.
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3. Annotate the first transcribed exon

Coordinates of the first transcribed exon based on BLASTN alignment:
10101-11279

Does the BLASTN alignment cover the entire D. melanogaster first transcribed exon?
NO

If not, specify the parts of the D. melanogaster exon that are missing from the BLASTN
alignment.

Covers 253-1431, missing 1-253 and 1431-1544

If the TSS annotation is supported by BLASTN alignment of the initial transcribed exon against
the contig sequence, paste a screenshot of the BLASTN alignment into the box below:
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4. Turn on comparative genomics tracks

If the TSS annotation is supported by sequence conservation with other Drosophila species,

paste a screenshot of the multiple sequence alignment (e.g., from Clustal Omega, ROAST)
into the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
move| <<< | <<| < | > |> [>>>|zoomin| 1.5x | 3x | 10x | base | zoom out
contigB0:11,498-11,558 61 bp.  enter position or search terms ]

Scale | Db ipFE:
contiges 11,50s| 11,518| 11, 515I 11, 520| 11,525| 11,538| 11,535| 11, .'Nal 11,54s| 11,5560| 11,555|
9|0 ol rly 4 3185Fe e 414 1 G i f i c o A T

b%%—%—ﬁ-m-mw

Gap Locations
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Geneid Genes

N-SCAN PASA-EST Gene Predictions
N-SCAN PASA-EST

5GP Gene Predictions
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SNAP Gene Fredictions
SNAF

G1immerHmM Gene Predi

ELAT Alignments of NCEI Refsed Genes

Comb ined CSHL RAMPAGE Transcription Start Sites
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enales RANPAGE Feaks R R R R A LIS
‘Comb ined RANPAGE Kead Dens ity £or AGUIT Females (F1us)
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— = T (= - —— T e i - — =+ T
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ikryos RAMPAGE Peaks e titedRactd L e et I Eee et L tiz et it ceeciias e ceedaazceiicd]
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5. Summarize the evidence that supports the TSS annotation postulated above

Coordinate(s) of the TSS position(s):
Based on RAMPAGE data (if applicable): range: 11598-11161 peak: 11538-11510
Based on RNA-Seq data: near 11545
Based on BLASTN alignment: 10101-11279
Based on other evidence (Shortmatch(TCAKTY))): 11.200

Note: If the BLASTN alignment for the initial transcribed exon is a partial alignment, you can
extrapolate the TSS position based on the number of nucleotides that are missing from the
beginning of the exon. (Enter “Insufficient evidence™ if you cannot determine the TSS
position based on the available evidence.)

Were you able to define a TSS position based on the available evidence? NO
If so, indicate in the table below the evidence that supports this TSS position

If not, were you able to define a TSS search region?11545- 11538
If so, indicate in the table below the evidence that supports the TSS search region(s)

For each evidence type, enter an "X" in the cell to indicate whether the line of evidence supports,
refutes, or neither supports nor refutes the TSS annotation:

Evidence type Support Refute  Neither
RAMPAGE peaks and read density

RNA-Seq coverage and splice junctions

BLASTN alignment of the initial exon from
D. melanogaster

Sequence conservation with other Drosophila species

(e.g., “Conservation” track on the Genome Browser)

Other (ShortMatch)

Note: The evidence type refutes the TSS annotation only if it suggests an alternate TSS
position. For example, the presence of RNA-Seq read coverage upstream of the annotated
TSS indicates that the TSS is located further upstream and it would be considered to be
evidence against the annotated TSS; check “Refute.” In contrast, the lack of RNA-Seq read
coverage 1s a negative result that neither supports nor refutes the TSS annotation; check
*Neither.”

Provide an explanation if the TSS annotation is inconsistent with at least one of the evidence
types specified above:
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Gene Report Form

Gene name (e.g., D. bipectinata eyeless):. ___D. bipectinata logjam
Gene symbol (e.g., dbip_ey): __dbip_loj

Approximate location in project (from 5’ end to 3’ end): 11.848 — 13.107
Number of isoforms in D. melanogaster: 3
Number of isoforms in this project: __3

Complete the following table, including all of the isoforms in this project:

Name(s) of unique isoform(s) based | List of isoforms with identical coding sequences
on coding sequence
loj-PD loj-PE, loj-PF

Names of the isoforms with unique coding sequences in D. melanogaster that are absent in this
species: None

Provide the evidence (text and figures) which support the hypothesis that these isoforms are
absent in this species (e.g., changes in canonical splice sites, gene structure, etc.):

Note: For isoforms with identical coding sequence, you only need to complete the Isoform
Report Form for one of these isoforms (i.e. using the name of the isoform listed in the left
column of the table above). However, you should generate GFF, transeript, and peptide
sequence files for ALL isoforms, irrespective of whether their coding sequence is identical to
that of another isoform.

Isoform Report Form

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

Gene-isoform symbol (e.g., dbip_ey-PA): _ loj-PD

Names of any additional isoforms with identical coding sequences:
loj-PE and loj-PF
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Is the 5° end of this isoform missing from the end of the project? _ No
If so, how many putative exons are missing from the 5’ end:
Is the 3’ end of this isoform missing from the end of the project? _ No
If so, how many putative exons are missing from the 3’ end:

(Define “putative exons” based on the exons present in the D. melanogaster ortholog)

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

Configure Gene Model Checklist || DotPlot | Transcript Sequence | Peptide Sequence || Extracted Coding Exons || Downloads

Project Details &/ ExpandAll | (] Gollapse All

Species Name:

D. bipectinata

View Criteria Status

Message

Genome Assembly: Aug. 2021 (GEP/Muller D Element) @ Gheck for Start Codon 5 Pass
T —— @ Acteptorfor CDS 1 skip Already checked for Stant Codon
® Donor for COS 1 9 Pass
ortholog Details ® Acceptor for CDS 2 9 Pass
@ Donor for COS 2 9 Pass
Ortholog in D. melanogaster: | l0j-PD
[ ‘Acceptor for CDS 3 9 Pass
] Donor for CDS 3 ) Pass
Model Details =
= ‘Acceptor for CDS 4 O Pass
Errors in Consensus Sequence? () Yes @ No
@ Donor for COS 4 9 Pass
Coding Exon Coordinates: 11848-11994, 12345-12422,12492-12755,12824- r
12991,13054-13107 = Acceplorfor DS 5 O Pass
] Denor for CDS 5 Skip ‘Already checked for Stop Codon
@ Check for Stop Codon 9 Pass
] ‘Additional Checks 9 Pass
Annotated Untranslated O @N
RZS‘OU:SS niransiate QAL Sl @ Number of coding exons matched ortholog 9 Pass
Orientation of Gene Relative to @ Plus © Minus

Query Sequence:

Completeness of Gene Model @ Complate O Partial
Translation:
Stop Codon Coordinates: 13108-13110

2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window. and capture a screenshot that includes the following evidence

tracks if they are available:

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

O N
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Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:

Scale 20 bases| | DkipFB2
cont igee! | 11.s2s] 11,838 11,835 11,548 11,845] 11,858| 11,.855] 11,868 11,885 11,878l 11,875
L CTCAATAACTCCGACGACTAMAARTCCCA ATGCAATTGACGTGGCAGAGAGAGCAGATAARAT
N s M T 3 1
F R

Gap Locations

Gap
BELASTA Alignment to D
10;i—FE EB
10i-FF
10;-FD B8 .
GeMoMa Gene Fredictions uith ENA-Seg

GeMoMa Genes

Genscan Gene Fredictions
Genscan Genes

Geneid Gene Fredictions
Geneid Genes
H-SCAM PASA-EST Cene Predictions
HN-SCAN PASA-EST

SGF Gene Fredictions
SGF Genes
AUCUETUE Gene Predictions

_ Augustus e ———————————
SMAF Gene Fredictions
SNAF - ]
— G1immerHiM Gerne Fredict ions
G 1 immerHMt
= 19.46 _ RHA-S8q from AdU1t Females

AU TT Females

B.54 _ RMA-Seqg from ADUIL M3les
AUt Males
8 _
779 _ EHA-Seq from Mixed EmbrJos

Mixed Embryos

8 _
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0. mel, Net
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Repeat ing Elements by RepeatrMasker

REepeathas ke
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel _loj-PD vs. DbipPB2_loj-PD

fiew plain text version

Download alignment image

Identity: 229/237 (96.6%). Similarity: 235/237 (99.2%). Gaps: 0/237 ( 0.0%)

Dmel_loj-PD 1 MQLTWQRDQINLVLPIALICCCLLIDVTSAQEAQQPWYENLPAVAMDYKIIEDEGA=ra] 5@
RkkdkkEE chokkE . Rk kR Rk . ok Rk o ook Rk ko ok ookl R ok R ook

DbipPB2_loj-PD 1 MQLTWQREQINLLFPIALICCCLLIDVATAQEAQQPWYENLPAVAMDYKIINGAZNS] 66

Dmel_loj-PD 61 TR F s VVRGGDGMAGF AVRNPAGEVVKPYQWQATADY TDQVSPGEYYSVC 126

o e o 0 R o s G 80 R ol ol G 0 2R o8 ok e o R of ok T i i o o ol T8 80 e 0 ol B 0 R R ok e R R R ol e e ol bk i ke o

DbipPB2_loj-PD 61 [gleg gt eatery g g SR GGDGMAG FAVRNPAGEVWKPYQWOATADY TDQVSPGGYYSVC 128

Dmel loj-PD 121 IDMQFSRFAGKLVNIYITVVKYDAWDKYAKETEQLOQLMMOMFT ARSI ISRy oyi] 136

ok kR ko R kR ok Rk Rk R ok Rk ko ook R ok ko R koo R ok R okokok

DbipPB2_loj-PD 121 IDMQFSRFAGKLVNIYITVVKYDAWDKYAKETEQLQLMMONFTEYRESIRISHGRNIEgey(e 136

Dmel_loj-PD A ARAHSRHRESRDYALLLDNNAYIQTFSTSQIVVILT TCSVOLIE 5 8 B 3 ST 50 6 10 iwE vy

28 e o T 0 i R o i 0 8 0B ol o 0 R 2R 8 i e ok b s i i i o b T 80 D 0k R R 8 R DR i e o o R i ol ok ok e

DbipPB2_loj-PD YR AHSRHRESRDYALL LDNNAYTOQT FSTISQIVVIL I TCSVOURRE U NS 41115 611 i
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

[Nofe: Large vertical and horizontal gaps near cxon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_loj-PD ws, DbipPBZ_loj-FD

DbipPBZ_lo j-FD

[

Dmel_loj-FD
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Isoform Report Form

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

Gene-isoform symbol (e.g., dbip_ey-PA): loj-PE

Names of any additional isoforms with identical coding sequences:
10j-PD and loj-PF

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

(Define “putative exons” based on the exons present in the D. melanogaster ortholog)

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

Configure Gene Model «| | Checklist || DotPlot | Transcript Sequence | Peptide Sequence || Extracted Coding Exons || Downloads
Project Details & Expand All | [i=] Collapse Al
Species Name: D. bipectinata - View Criteria Status Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) & @ Check for Start Codon 9 Pass
Scaffold Names . E} Acceptor for CDS 1 Skip Already checked for Start Codon
] Donor for CDS 1 9 Pass
Ortholog Detarls ] Acceptor for CDS 2 © Pass
] Donor for CDS 2 & Pass
Ortholog in D. melanogaster: loj-PE
= Acceptor for CDS 3 @ Pass
] Donor for CDS 3 P
Model Details Offess
] Acceptor for CDS 4 @ Pass
Errors in Consensus Sequence? () Yes @ No
@ Donor for CDS 4 O Pass
Coding Exon Coordinates: Ua40 11994, 12045-12422,12452-12755, 12624 a Acceptor for CDS 5 o Pass
£ Donor for CDS 5 Skip Already checked for Stop Codon
@ Check for Stop Codon O Pass
@ Additional Checks O Pass
Annotated Untranslated O Yes @ Mo
Regions? £} Number of coding exons matched ortholog O Pass
Orientation of Gene Relative to @ Plus O Minus
Query Sequence:
Completeness of Gene Model @ Complete O Partial
Translation:
Stop Codon Coordinates: 13108-13110
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2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

b=

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:

Scale 20 bazes|
cont igea: | 11,s2s5] 11,838] 11,835
L CTCAATAACTCCOGACGACTA
L ] D
Ao i
N @ L R a A
Custom Gene Mode 1 for DbipFE2
| DR e = e P Bl 5 7 33 2 3 3 33 3 p 3P B I BRI IFIB IR NI R IPIIIIIIIIIIBIBIFIFIFIIIIII
Gap Locations
Gap

BLAST® Alignnent to D
10j-FE
10 j-PF
10j-FD
GeMoMa Gene Fredictions uwith ENA-Seq
GeMoMa Genes

Genscan Gene Fredictions

Genscan Genes
Geneid Gene Predictions

Geneid Genes
H-SCAN PASA-EST Gene Predictions

H-2CAN PAZA-EST

SGP Gene Predictions
SGF Genes
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| AUGUSTUS
SMNAF Gehe Fredictiohs
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= G1immerHiM Gene Fredictions
G 1immerHMM
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7T RNA=-Seq from Mixed Embryos

Mixed Embrygos
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(e R Tl 535333 33 53 3333 33 535 3535333330353 5 3333333530033 303 330 Ra0303 330303353035 3530 333303530333 33 3333533033333 33530R333333530353335)
Simple Tandem Repeats by TRF
Timple Repeats

Repeating Elements by RepeatMasker

Rensatrias ks
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel_loj-PE vs. DbipPB2_loj-PE

View plain text version

Download alignment image

Identity: 229/237 (96.6%). Similarity: 235/237 (99.2%). Gaps: 0/237 ( 0.0%)

Dmel_loj-PE 1 MQLTWQRDQINLVLPIALICCCLLIDVTSAQEAQQPWYENLPAVAMDYKgililde 45k ey 60
EHEEEEE L HEEK 2 REKKKEEERKE A SRR E AR KRR SRR AR AR R KRR R R

DbipPB2_loj-PE 1 MOLTWQREQINLLFPIALICCCLLIDVATAQEAQQPWYENLPAVAMDYK I 42VINY 58

Dmel_loj-PE &1 GRS BVVRGGDGMAGF AVRNPAGEVVKPYQWQATADY TDQVSPGGYYSVC 12@

DbipPB2_loj-PE 61 gty N A eV VRGGDGMAGFAVRNPAGEVVKPYQWOATADYTDQVSPGGYYSVC 128

Dmel_loj-PE 121 IDNQFSRFAGKLVNIYITVVKYDAWDKYAKEIEQLQLNMONFT YRR ey 153

DbipPB2_loj-PE 121 IDNQFSRFAGKLVNIYITVVKYDAWDKYAKEIEQLQLNMONFTLYRIeRRNSSATME (Y 156

Dmel_loj-PE SN AHSRHRESRDYALLLDNNAYIQTFSISQIVVILITCSVO S RYGTE RS 635 15 i vy

DbipPB2_loj-PE pE N AHSRHRESRDYALLLDNNAYIQTFSISQIVVILI TCSVOUIESUARSSU ST 60 ey
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

Nofe: Large vertical and horizontal gaps near exon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and

provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_loj-FE vs, DbipPB2_loj-PE

DbipFBZ_loj-PE

Dmel_loj-PE
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Isoform Report Form

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

Gene-isoform symbol (e.g., dbip_ey-PA): loj-PF

Names of any additional isoforms with identical coding sequences:

Is the 5° end of this isoform missing from the end of the project? _ No
If so, how many putative exons are missing from the 5’ end:
Is the 3’ end of this isoform missing from the end of the project? __No
If so, how many putative exons are missing from the 3’ end:

(Define “putative exons” based on the exons present in the D. melanogaster ortholog)

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

Configure Gene Model « Checklist Dot Plot Transcript Sequence Peptide Sequence Extracted Coding Exons Downloads

Project Details & Expand All | ] Collapse Al

Species Name: D. bipectinata Y View Criteria Status Message

Genome Assembly: Aug. 2021 (GEF/Muller D Element) v B Check for Start Codon © Pass
@ skip )

Scaffold Name: contiged ] Acceptor for CDS 1 Skip Already checked for Start Codon
] Donor for CDS 1 O Pass

Ortholog Details @ Acceptor for CDS 2 O Pass
® Donor for CDS 2 & Pass

Ortholog in D. melanogaster. Ioj-PF
] Acceptor for CDS 3 © Pass
® Donor for CDS 3

Model Details - OPass

a @ Acceptor for CDS 4 O Pass

Errors in Consensus Sequence? () Yes @ Mo
] Donor for CDS 4 © Pass

Coding Exon Coordinates: 11848-11994, 12345-12422,12492-12755,12824-

12561,13054-13107 @ Acceptor for CDS 5 g Pass

] Donor for CDS 5 Skip ‘Already checked for Stop Codon
@ Check for Stop Codon O Pass
] Additional Checks © Pass

Annotated Untransiated O ves @ No

Regions? ® Number of coding exons matched ortholog o Pass

gions

Orientation of Gene Relative to @ Plus O Minus

Query Sequence:

Completeness of Gene Model @ Complete O Partial

Translation:

Stop Codon Coordinates 13108-13110
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2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

O N

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:

Scale 20 bazes| b ipFB2

"} A
Custom Gene Model for DkipPE2
Db ipPE2_ 10i-FF B T
Gap Locations

BLASTH Alignment to D
103-FE @

103i-FF B

10i-F0 B

GeMoMa Gene Fredictions with EMA-Seq

GeMoMa Genes

Genscan Gene Fredictions
Genscan Genes
Geneid Gene Predictions

Geneid Cenes
H=-2CAM PASA-EET Gene Fredictions
N-SCAN PASA-EST

SGF Gene Predictions
SGF Genes
AUQUETUE Gene Fredictions

| AUGUSTUS
SNAF Gene Fredictions
| SHAP
G1immerHMM Gene Fredict iDns
G 1 immerHMh
o 19.46 _ RNA-Seq from Adult Females

AU It Females

RHA-Seq from AdUIt Males

AdUIL Males

779 ENA-S&q from Mixed Embrygos

Mixed Embrygos

@

0. melanogaster (Aug. 2614 (BDGF Release & + 1501 MT/dm&)) Alignment Net
D. mel. Net EEEEENN NSNS SN SNy Sy S S NNy N S NS S N S Sy SO S S N SN SN S NN SN NS S NN NS NSNS S S NS SN SN SN SIS SIS NS SINIIIIITIIT]
Eimple Tandem Repeats by TRF
Timp le Repeats

Repeat ing Elements by RepeatMasker

RepeatMasker

63


https://gander.wustl.edu/~wilson/genechecker/

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

Last Update: 06/02/2022

Show an alignment between the protein sequence for your gene model and the protein sequence
from the putative D. melanogaster ortholog. You can either use the protein alignment generated

by the Gene Model Checker (available through the “View protein alignment” link under the

“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”

feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box

below:

View plain text version

Dmel_loj-PF
DbipPB2_loj-PF
Dmel_loj-PF
DbipPB2_loj-PF
Dmel_loj-PF
DbipPB2_loj-PF
Dmel_loj-PF

DbipPB2_loj-PF

1

1

61

61

121

121

181

Alignment of Dmel_loj-PF vs. DbipPB2_loj-PF

Download alignment image

Identity: 229/237 (96.6%). Similarity: 235/237 (99.2%). Gaps: 0/237 ( 0.0%

MQLTWQRDQINLVLPIALICCCLLIDVTSAQEAQQPIWYENLPAVAMDYK G A ] 66

MQLTWQREQINLLFPIALICCCLLIDVATAQEAQQOPWYENLPAVAMDYK I 4vIog] 53

gt ey [ g VYR GG DGMAGF AVRNPAGEVVKPYQWQATADY TDQVSPGGYYSVC 126

VRN PR VR GGDGMAGF AVRNPAGEVVEPYQWQATADYTDQVSPGGYYSVC 12@

IDNQFSRFAGKLVNIYITVVKYDAWDKYAKETIEQLQLNMONFTLYRYSIRSISINLVL et 15¢

IDNQFSRFAGKLVNIYITWVKYDAWDKYAKETIEQLQLNMONFTIYREQRNGIN TRy 136

AHSRHRESRDYALL LDNNAYIQTFSISQIVVILITCSVOER AR Gt 6ol iy

AHSRHRESRDYALL LDNNAYIQTFSISQIVVILITCSVOUZRTETARZSNE 6 i)
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

Note: Large vertical and horizontal gaps near exon boundaries in the dot plot olten indicate
that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_loj-PF vs., DbipPB2_loj-PF

DbipPBZ_loj-PF

Dmel_loj-FF
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Transcription Start Sites (TSS) Report Form (Optional)

Note: Complete this section if you have annotated the TSS for the gene above. This section 1s
optional and you do not need to complete this section to submit the project.

Gene name (e.g., D. bipectinata eyeless): ___logjam
Gene symbol (e.g., dbip_ey): log

Name(s) of isoform(s) with unique TSS List of isoforms with identical TSS
log-PD log-PE and log-PF

Names of the isoforms with unique TSS in D. melanogaster that are absent in this species:

Provide the evidence (text and figures) which support the hypothesis that these isoforms are
absent in this species (e.g., changes in canonical splice sites, gene structure, etc.):
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Isoform TSS Report

Complete an Isoform TSS report (through page PAGEREF Ref91436230 'h 17) for each
unique TSS listed in the table above. Copy and paste this form to create as many copies as
needed.

Gene-isoform name (e.g., dbip_ey-RA): loj-PD

Names of the isoforms with the same TSS as this isoform:
loj-PE and loj-PF

Type of core promoter in D. melanogaster (see table below):
(Peaked / Intermediate / Broad / Insufficient Evidence)
peaked

The type of core promoter is defined by the number of TSS annotated by the Celniker group at
modENCODE and the number of DHS positions:
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1. Turn on RAMPAGE evidence tracks
(Only applies to projects with these tracks)

Coordinates of the TSS position based on position with the highest RAMPAGE read density
D. melanogaster: 6,094.971- 6,095.063
D. bipectinata: 11, 646-11.672

Coordinates of the narrow TSS search region based on RAMPAGE peaks

D. bipectinate:11,646
D. melanogaster: 6.094.987

If the TSS position and narrow TSS search region are supported by RAMPAGE data, paste a
Genome Browser screenshot of the region surrounding the putative TSS (£300bp) showing
the Combined RAMPAGE TSS evidence track:

UCSC Genome Browser on D. melanogaster Aug. 2014 (BDGP Release 6 + 1SO1 MT/dm6) Assembly

move | <<< [ << | < | = [ = | == |zoomin| 15x | 3x | 10x | base |zoom out| 1.5x [ 3x | 10x | 100x |

‘ chr3L:6,094,958-6,095,016 | 59 bp.‘ enter position or search terms I
‘(WQL(ESFB) [N Wi W] [ W1 EE T WIEIE B §F] FETIN Y BN TN TINTINTOTE NN EINTIT ETIN NN
scale 20 G 3
chroLi 6,894,980 &, 094,568 &, 694,574 &, 604,978] Pa— &, 834,985 &, 804, 324] &, 804,038 &, 695, aval 6,895, 005
e PR 4 7 UEMET o a0 BT e 1 o SEVT o o W RN e VEPET o a o PR A o o TR 1 8 TP e o 4 VPP,

NOUENCODE §-state Model for BG3 cells (RS)
863 S-stare (RS)

POJENCODE 5-state Move| For 52 cells (RS)

s2 s-stare (RS)

K DS Read Dens ity

ke DHS Dens ity
- as.a07 L —

TPANSCrApT 0N StArt S1tes (C8 INIKer Group) (RS)
Ts_105_S0ss0sT N

Conb ined RAHFAGE Tr: start sites cRs)
RAMFRAGE Feaks 5000 550000000 05000000
Cob ined. RAMPAGE Read Dens ity (F 1Us STrand)
4L 1L B i I LT L T | e | Lo | | g L L f L L L
Tonb inéd RANFAGE Read Dens |ty CMinds Strand)

= T -_—
Repeating Elements by Repeatiasker
repeatiasker
UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)
move| <<<|[ <<[ <[ > [> [>>>]|zoomin| 1.5x [ 3x | 10x | base |zoom out[ 15x [ 3x | 10x [ 100x |
| contig0:11,498-11,884 | 486 bp. | enter posiion or search tems |[go]
contigan;

1,
K

D

Ga Locat ions

oo

Perfect Matches to Short Seauence CTCAKTY
+11, 716
BLASTX Alianment to D, melanogasten Froteins

ster
RAMFAGE Feaks Jccccanid EEEEETTn i
wales RANAGE Peaks L} i
153475 - Combined RAWFAGE Read Density for AOUTT Females (F 1us)
Rt Females RANFAG!
0. 02869 _ L L. | - Bl ANy
-9.62669 _ Coniiineq RANPAGE Read Density for AuuIT Fenales (Hinus)
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e I 1Y

1.9273 - Comined RAMPAGE Read Density for EMOryos (P 1us)
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2. Turn on RNA-Seq evidence tracks

If the TSS annotation is supported by RNA-Seq read coverage or splice junction predictions
(e.g., regtools), paste a Genome Browser screenshot of the region surrounding the putative
TSS (£300bp) showing the following evidence tracks:

3. RNA-Seq Coverage or RNA-Seq Alignment Summary
4. Combined Splice Junctions or RNA-Seq TopHat

J<Thn 8o Tin i L'« kTS » L Fn T3y MrTin Lla Dlc« kM RLa: T3 1 e Ui Te Mn Wn T Cie Tl Din DI 1 T L Div g Jlo v e s T m‘;mm-w;m?&mmm i 5 2 o e i e B T i i i 198 i T T i i T T T L)
i Ferfect matches To Short Seauence (TCRKTY)
+11,716
BLASTA Alignment to D nelanogaster Frateins

Getania Genes

Geneid Genes

HSCAN PRASA-EST a—

sor Genes|
Augustus
SHAP Gene Predictions
snAe —
1 inmerHi Gene Predict 1o
o1 inmertn
Combined CSML RANFAGE Transcriptjon Start Sites
RAMPRGE Peaks i cecccedd ) 1 i
lemales RAMFAGE Feaks ccceecececececd I
133475 - Combined RANFAGE Read Density For AUUTE Females (FIUS)
Aautt Femates RnRol
0.42889 _ | [k b JR Y i . N | L)
802683 _ Comiined RAMPAGE Reac Density for Aoult Fewaled cHinus)
- S e s | b
e a1/ Ik
—o.53452 _
Combined GSHL RANFAGE Transcriptjon Start Sites
mbrucs RAHFAGE Feaks o) EEmmEEEEn
10270 o

Combined RAMPAGE Read Density for Enbryos (P lus)

0.0225 _ J L] ,lJ.lLJ,,, et ] . Lol Lo L

-8, 0225 Conb ined RAMFAGE Read Dens ity for EWbrdos (Minus)

5. R R
Enbrucs RAMPAGE CHind
7| 1 CSHL RAMPAGE Read Density for Different Developmental Stages
Rep 1 aninus) 1w 1 i} 1
moamaon 1 1
] (R | 1
oime |
1 mea 1
[T | o
Rrn-Sea from nouTT Females
.84 C TS5 Fron AGITE WA 182
F T2 O O O B R

Compined Spiice JUncEions for MUITIDle Deve lophental Stages ana Tissues
R Wil 45 e cont ig8

cont ig8 é_JUNC 08
cont i364_JUNC 80848

O -+ —
DR e ————————

| | con 1960_JUNC b0e4652 I
Simple Tandem Repeats bu TRE
Simnle Repeats

Repeat ing Elements by Repeatmasker
Repeatmasker

If the RNA-Seq evidence tracks indicate the TSS position, list it here: N/A
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If the RNA-Seq evidence tracks indicate a TSS search region, list it here:
11,655-11,703
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3. Annotate the first transcribed exon

Coordinates of the first transcribed exon based on BLASTN alignment:
11662- 11994

Does the BLASTN alignment cover the entire D. melanogaster first transcribed exon?
Yes

If not, specify the parts of the D. melanogaster exon that are missing from the BLASTN
alignment.

If the TSS annotation is supported by BLASTN alignment of the initial transcribed exon against
the contig sequence, paste a screenshot of the BLASTN alignment into the box below:

& Download v+ Graphics

DbipPBE2_dna range=contig60:1-49290 5'pad=0 3'pad=0 strand=+ repeatMasking=none
Sequence ID: Query_59489 Length: 49290 Number of Matches: 1

Range 1: 11662 to 11994 Graphics

Score Expect Identities Gaps Strand
2095 bits(145) le-56 255/343(74%) 20/343(5%) Plus/Plus
Query 25 GCAACAGGTCGGTTGTTTATTG-AATTCG-TTTATTTRACTTT - --ATGGGTAGT---TT 76

[ 1l
Sbjct 11662 GCAACAGGTTGATTGTTTATTTTAATTCGGTTTATTTGGCTGGTAAATATTTATTCATTT 11721

I il e T

Sbjct 11722 CGCAAATAGAAATCTA---AACGGCT----TTAATCGCTCACAGCTGACAGAAAAGGCAT 11774

R .

Sbjct 11775 TTGAAAACGCTGCTT-GACGCCCTTGAAGACA-CCCCATCCCTTCCTCAATAACTCCGAC 11832

e i nmbmhmtonnnninahmitint e

Sbjct 11833 GACTA-AAATCCCAAAATGCAATTGACGTGGCAGAGAGAGCAGATAAATCTACTATTCCC 11891

ettt R .

Sbjct 11892 GATCGCACTGATTTGTTGTTGTCTGCTAATCGACGTAGCCACGGCGCAAGAAGCTCAACA 11951

Query 315 ACCATGGTACGAGAATCTGCCAGCGGTGGCCATGGACTATAAG 357

Sbjct 11952 GCCATGGTATGAAAATCTGCCCGCGGTCGCCATGGACTACAAG 11994
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If the TSS annotation is supported by sequence conservation with other Drosophila species,
paste a screenshot of the multiple sequence alignment (e.g., from Clustal Omega, ROAST)

into the box below:

[ sentigho:11,306-11,838 | 584 b | eree possin or seswcn s

UcCsc Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly {DbipPB2)

mowe [2==] =] = | = = [===] zoamin 15 ] & ] 1ox zoam ol [15] 5 15 [ 100

e

““], T[_. A

AT £33 B VT Iy AR L
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5. Summarize the evidence that supports the TSS annotation postulated above

Coordinate(s) of the TSS position(s):
Based on RAMPAGE data (if applicable): _ 11,646
Based on RNA-Seq data: ___ 11,655-11,703
Based on BLASTN alignment: 11,662-11.672

Based on other evidence (please specify): ___11.656-11.667 based on comparative
genomics tracks

Note: If the BLASTN alignment for the initial transcribed exon is a partial alignment, you can

sition based on the number of nucleotides that are missing from the
beginning of the exon. (Enter “Insufficient evidence™ if you cannot determine the TSS
position based on the available evidence.)

Were you able to define a TSS position based on the available evidence?  yes; 11,662
If so, indicate in the table below the evidence that supports this TSS position

If not, were you able to define a TSS search region?
If so, indicate in the table below the evidence that supports the TSS search region(s)

For each evidence type, enter an "X" in the cell to indicate whether the line of evidence supports,
refutes, or neither supports nor refutes the TSS annotation:

Evidence type Support Refute Neither
RAMPAGE peaks and read density

RNA-Seq coverage and splice junctions

yes
oves |
BLASTN alignment of the initial exon from yes
D. melanogaster
--

Sequence conservation with other Drosophila species
(e.g., “Conservation” track on the Genome Browser)

Other (please specify)
[e.g., RefSeq Genes, N-SCAN PASA-EST, Augustus TSS
predictions; histone modifications (ChIP-Seq data)].

Note: The evidence type refutes the TSS annotation only if it suggests an alternate TSS
position. For example, the presence of RNA-Seq read coverage upstream of the annotated
TSS indicates that the TSS 1s located further upstream and it would be considered to be
evidence against the annotated TSS; check “Refute.” In contrast, the lack of RNA-Seq read
coverage 1s a negative result that neither supports nor refutes the TSS annotation; check
“Neither.”
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Gene Report Form

Gene name (e.g., D. bipectinata eyeless). __D. bipectinata Ets at 654

Gene symbol (e.g., dbip_ey): dbip Ets654

Approximate location in project (from 5’ end to 3° end): ___18.671
Number of isoforms in D. melanogaster: S

Number of isoforms in this project: 5

Complete the following table, including all of the isoforms in this project:

on coding sequence

Name(s) of unique isoform(s) based | List of isoforms with identical coding sequences

Ets65A-PA Ets65A-PC

Ets65A-PE

Ets65A-PD

Ets65A-PB

Names of the isoforms with unique coding sequences in D. melanogaster that are absent in this

species: N/A

Provide the evidence (text and figures) which support the hypothesis that these isoforms are
absent in this species (e.g., changes in canonical splice sites, gene structure, etc.):

that of another 1soform.

Note: For isoforms with identical coding sequence, you only need to complete the Isoform
Report Form for one of these isoforms (i.e. using the name of the isoform listed in the left
column of the table above). However, you should generate GFF, transcript, and peptide
sequence files for ALL isoforms, irrespective of whether their coding sequence is identical to

Consensus Sequence Errors Report Form

atfect the annotation of the gene described above.

Complete this section if you have identified errors in the project consensus sequence that

All of the coordinates reported in this section should be relative to the coordinates of the

original project sequence.
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Location(s) in the project sequence with consensus errors:
Ets65A-PB: exon 2 is missing from D. bipectinata, but present in D. melanogaster. Coordinates:
35133-35183

1. Evidence that supports the consensus errors postulated above

Note: Evidence that could be used to support the hypothesis of errors within the consensus
sequence includes a CDS alignment with frame shifts or in-frame stop codons, and RNA-Seq
reads with discrepant alignments compared to the project sequence.

2. Generate a VCF file which describes the changes to the consensus sequence

Use the Sequencer Updater to create a Variant Call Format (VCF) file that describes the changes
to the consensus sequence you have identified above. Paste a screenshot with the list of
sequence changes into the box below:

Isoform Report Form

Complete this report form for each unique isoform listed in the table above. Copy and paste
this form to create as many copies of this [soform Report Form as needed.

Gene-isoform symbol (e.g., dbip_ey-PA): dbip_Ets65A-PA

Names of any additional isoforms with identical coding sequences:
Dbip Ets65A-PC
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Is the 5° end of this isoform missing from the end of the project? _ No
If so, how many putative exons are missing from the 5’ end:
Is the 3’ end of this isoform missing from the end of the project? __No
If so, how many putative exons are missing from the 3’ end:

(Define “putative exons” based on the exons present in the D. melanogaster ortholog)

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

Configure Gene Model “ | Checklist | DotPist | TranscriptSequence | Peptide Sequence || Extractsd Coding Exons || Downloads
Project Details &) Expand Al | ] Collapse Al
Species Name: D. bipectinata S View Criteria Status Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) ~ ] Check for Start Codon ©Pass
Scaffold Name: contigsd ] Skip Already checked for Start Codon
EIN ©Pass
Ortholog Details a] ©Pass
FIK ©Pass
Ortholog in D. melanogaster: | Ets65APA
FIK ©Pass
Hodel Details - © Pess
. _ I ©Pass
Eors in Consensus Sequence? () Yes @ No
FIK ©Pass
Coding Exon Coordinates: 18671-18903, 19150-10586, 22414-22509, 35133-35183, @ scceptor for CDS 5 ) P
37248-37307, 38908-38955, 41860-42049, 46606-46814, feeee OPass
47233-47366 3 Donor for CDS & © Pass
] ©Fass
- _ El ©Fass
Annotzted Untransiated Oes @ No
jons? El ©Fass
Orientation of Gene Relative to @ Plus O Minus ] ©Pass
Query Sequence: @ ©Fass
Completeness of Gene Model @ Complete O partial @ ©Pass
Translation:
] ©FPass
Stop Codon Coordinates: 4736747369
] Skip Already checked for Stop Codon
FIK ©Pass
FIK ©Pass
@ ing exons matched ortholog ©Pass

2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

9. A sequence alignment track (e.g., D. mel Proteins)
10. At least one gene prediction track (e.g., Genscan, GeMoMa)
11. At least one RNA-Seq track (e.g., RNA-Seq Coverage)
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12. A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly

move [ <<< | << | < | > |>> [ >>>|zoomin| 1.5x | 3x | 10x | base |zoom out| 1.5x | 3x | 10x | 100x |

contigb0:16,431-49,290 | 32,860 bp. ‘ enter position or search terms |
scale 18 kd| | ObipFEZ
contigEe: 2@, aeal 25, geal 38, 808 35, aeal 48, 808] 45, agal
Custom Gene Model for DhbikFEE
Oi ipFE2_ETSESA-FA [ t t t | i} §-1
Gap Locations
ol Gak
BELASTX Alignment to D, melanogaster Froteins
ETSESA-FA 1
Et=ESA-FE -
Ets&SA-FO ]
Ets&SA-FC ']
Efs21C-F b " t
Ets2iC-FC b T |
Ets21C-FO} " i
Ets210-FE |
ol Et=55A-FE | } 1
GeMoMa Gene Fredictions with RHA-Sed
GeMoMa Genes {1 o S— } } o o
o Genscan Gene Fredictions
ol Genscan Genes - ! ] I ! | ¥ ¥
Geneid Gehe Fredictiohs
GEne il Genes HE H 1 H t t L |
B H-SCAN FASA-EST Gene Predictions
M-ZCAN FASA-EST - it t t i i
2GF Gene Predictions
| SGF Genes H H4 B HH — 3+ H 1 L}
Augustus Gene Fredictions
AUZUSTUS +Hit 1 -} t t i
o SHAF Gene Fredictions
| SHAF HHH—H—H H H 1 IT——HH H—H—H
GlimmerHMM Gene Fredictions
G 1 immerHer —f—HHE 4 —1 i t —1—a L}
o 8.5 _ RMA-Z2q from AdU1t Fi
Adu 1t Females
o _|  amm i d il i ] i ]
B.49 _ RMA-Seq From AUt Males
AU TE Hales
o | i Jdl d [ nm dl | I L [
.58 _ RHA-Seq from Mixed Embraos
Mixed Embruos
o _ iy
o me 1anogaster Al
ol 0. mel. Het s3] E-EE
imple Tandemn
Sinple Repeats o
Fepeating Elements by RepeatMasker
RepeatMasker | I u [ |
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3. Alignment between the submitted model and the D. melanogaster ortholog
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Show an alignment between the protein sequence for your gene model and the protein sequence
from the putative D. melanogaster ortholog. You can either use the protein alignment generated

by the Gene Model Checker (available through the “View protein alignment” link under the

“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”

feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box

below:

Dmel_Ets85A-PA
DbipPB2_Ets65A-PA
Dmel_Ets854-PA
DbipPB2_Ets65A-PA
Dmel_Ets854-PA
DbipPB2_Ets65A-PA
Dmel Ets85A-PA
DbipPB2_Ets65A-PA
Dmel Ets85A-PA
DbipPB2_Ets65A-PA
Dmel_Ets65A-PA
DbipPB2_EtsG5A-PA
Dmel_Ets65A-PA
DbipPB2_EtsB5A-PA
Dmel_Ets65A-PA
DbipPB2_EtsB5A-PA
Dmel_EtsE5A-PA

DbipPB2_Ets65A-PA

View plain text version

Download alignment image

1

1

Bl

Bl

118

121

164

151

224

241

278

3el

338

361

398

421

458

481

Alignment of Dmel Ets65A-PA vs. DbipPB2 Ets65A-PA

Identity: 460/513 (89.7%). Similarity: 475/513 (92.6%). Gaps: 23/513 ( 4.5%)
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GVEVEVAGYLNYNAVSSSTAGYLGSSGGVESGSG55LORHRLDT LOPPAGCSPAGTOH!
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S5ASDHOQGRISGSKSSNTSETEEGASASEEEG- - -~ -~ S RSSYKSSWGSHSSTOS0A

Eha . B EBEEREBERE L% EEE L EEEEER EEEEREEESRERREREEELRSE

S55ADQOOGRISGEKSNSSSTGOOGGEAASGGEOGETGPGNSAL YRS fdn= T ia Ly [y

YS5NALGTKHDPHSQLROPD g |55 b 1 W QIQLWOF LLELLSDSNNASCIT
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

Nofe: Large vertical and horizontal gaps near exon boundaries in the dot plot often indicate

that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_Ets65A-PA ws. DbipPB2_Ets65A-PA

DbipPBEZ_EtsESA-FA

Omel_Ets65A-PH
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Isoform Report Form

Complete this report form for each unique isoform listed in the table above. Copy and paste
this form to create as many copies of this [soform Report Form as needed.

Gene-isoform symbol (e.g., dbip_ey-PA): dbip Ets65A-PC

Names of any additional isoforms with identical coding sequences:
Dbip Ets65A-PA

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

(Define “putative exons” based on the exons present in the D. melanogaster ortholog)

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.
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«| | Check Dot Pl

Sequence Peptide Sequence | Extracted Coding Exons || Downloads

] Expand All | (] G

Species Name: D. bipectinat ~ View o Staius Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) i c Checkfor Start Codon ©Pass
Scaffold Name: contios E] A 051 ki Already checked for Start Codon
E] Donor for COS 1 ©Fass
G El Acceptor for CDS 2 ©Pass
E Donor for CDS 2 ©Pass
Ortholog in D. melanogaster: | Ets654-PC
E] A ©Pass
Hodel Details o Gpace
- _ ] ©Pass
Errors in Consensus Sequence? () Yes @nio
El ©Pass
Coding Exon Coordinates 18671-18903, 19159-19566, 22414-22599, 35133-35183, 5 P
37248-37307, 38908-38055, 41860-42049, 46606-46814, 4 Q@Pass
4723347366 @ Dor ©Pass
@ Acteptor for CDS 6 @Pass
h i, El Donor for GDS 6 ©Fass
Annotated Untranslated Oes @No
Regions? El Aczeptor for CDS 7 ©Pass
Orientation of Gene Relative to @) Plus O Minus o Dor ©Fass
Query Sequence; g Py
Completeness of Gene Model @ Complete O Partial & ©Pass
Translation:
E] ©Pass
Stop Codon Coordinates: 4726747269
E] sk Already checked for Stop Codon
E] Check for Stop Caden ©Pass
E Addtional Checks ©Pass
E] Number of coding exons matched ortholog ©Fass

2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in

the genome browser window. and capture a screenshot that includes the following evidence
tracks if they are available:

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

e

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:
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UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly

move [ <<< | << [ < | » [>> | >>>|zoomin| 1.5x | 3x | 10x | base |zoom out| 1.5x | 3x | 10x | 100x |

contigh0:16,431-49,290 | 32,860 bp. ‘ enter position or search terms

Tcale 18 kd| | DbikFEZ
contigge: 2@, aaa| 25, ees| 38, 80a| 35, aeal 48, 888]
Custom Gene Model for DhipFBE2
Db ipPE2_ETSASA-FA Ha } I | } !
Gap Locations
Gap
BLASTA Alignment to 0. melaho2aster Froteins
EtsESA-FA 1
EtsESA-FE
Ets&5A-FO
Ets65A-FC
Ets21C-FA | b} .
Ets21C-FC | et :
Ets2iC-FO | et }
Ets21C-FE |
ErsESA-FE | 4 ]
GeMoMa Gene Fredictions with RNA-Seg
GeMoMa Gehes - ¥ | } } ! !
Genscan Gehne Predictions
GEnscan Genes HHE t i I t t i Hi
Ceheid Gene Fredictions
Geneid Genes HE i { H } } L g 1 H
H-SCAM FASA-EST Gene Fredictions
H-SCAN PRA-EST - it t t i Ha
2GF Gene Predictions
6P Genes H H1 B [ ) t —H M H— H I
AUZUSTUS Gene Fredictiohs
FAugustus 4+t 1 . t t i =
EMAF Gene Fredictions
SHAF HHa—
G1immerHMM Gene Fredictions
1 immer | —f——HHE 1 1 +—HiH H
8.5 _ RMA-Seq from AdUTt Females
AcU 1t Females
i am dild i i
8,43 _ RMA-Sed from AduTt Males
AUt Males
o JHL&. d .o .. |
I.53 RNA-%eq from Mixed Embrgos

Mixed Embruos

o
D, mel, Het
Finple Repeats

RepeatMasker |

REREATiNG E1EMEnts by REpeatMasker

2614 (BDGP Release & + IS

Simple Tandem Repeats by TRF
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel Ets65A-PC vs. DbipPB2 Ets65SA-PC

View plain text version

Download alignment image

Identity: 460/522 (88.1%). Similarity: 475/522 (91.0%). Gaps: 32/522 ( 6.1%)

Dmel_Ets&3A-PC 1 MYENSCSYQTALDLKRVSPPTLAQVKTEECLALGQCSPEWTSYRFHQSTFEQLKQSVEKA 68
FEEFEEFEREFREFFEEHEE FAFRERE  F R FEREES  FFFEFEERER AR SRR R A
DbipPB2_Ets65A-PC 1 MYENSCSYQTALDLKRVSPPSLAQVKTEDCLTLGQCSPDWTSYRFHQSTFEQLKQSVEKA 6@

Dmel_Ets&54-PC [Nl o0 o el e S DT Y SSOR L TDS LDT LPVQSGNGGEGNCLGL PHNPNVGVGY - - -peikin

EEAXXSBXFEEEE SEAXBZEEFFEERIFE RSB REERS SERERR IR RRRIREEE

DbipPB2_Ets65A-PC (2w GV R 5 Y e e DT Y SSOR L TDSLDT LPVQSGNGTGNCLGL PHNPNVGY GV GY GERed=]

Dmel_Ets&5A-PC 118 NGVQRHRLDTLQPPSGCSPANT QHOENTE]
EEEEXEFXRREIXZRK XXE L EEEEERRXEEE, KEXRE KRKX

DbipPB2_Ets65A-PC j N GVGVEVAGY LNYNAVSS55TAGYLGSS6GVGESG5655LORHRLDT LOQP PAGCSPAGT QHGENR:=]

Dmel_Ets&5A-PC 164 TSSAGONTSGTLDAVSAAPAL PSLTASSSSHVEHKVRAD 455 | B oIy g pait, LV v o e ]

BEERRRERE, RN, B ERRRE SRR R RN R R R RN R R R RRE, RRR SR ERR R R R

DbipPB2_Ets65A-PC p NI TS SAGOVSSGALDAVSAAPALPS LTASSS5HVEHKVRTDUESS Rolathy i ooty oA N Soioho g c ]

Dmel_Ets&5A-PC 224 SSASDHQQGRISGSKSSNTSGTGGGASASGGGGE------ R 55 YK S SHGSHSS TOSQGRRE

B L E . EEEEEEERZRE LF kEE L wEEEER o ok o T W Tk

DbipPB2_Ets6&5A-PC 241 555ADQQQGRISGSKSNSS5TGGGEOGAASGGGEEGTGPONSAL Yy (aainay g omele 388

Dmel_Ets&5A-PC 278 YSSNALGTKHDPHSQLROPD (v 5 o) bt WA QIQLWOF LLELLSDSNNASCIT 237

BEAHES EEEEEEIFFEE RS R R R R SRR R AR R R EE R R R AR R RE R R IR R IR BB EE R

DbipPB2_Ets65A-PC 381 YSSNALSIKHDPHSQLRQPD vy S IS GOIQLWOF LLELLSDSNNASCIT 368

Dmel_Ets&5A-PC 332 WEGTNGEFKLTDPDEVARRWGERKSKPNMNYDKLSRALR; DEKNIMTKVHGKRYAYKF el

EEAEEEEE AR R R R R RS R R R R R R R R R R RN R R R R R R AR R RE R R IR R R B R EE R R

DbipPB2_Ets65A-PC 361 WEGTNGEFKLTDPDEVARRWGERKSKPNMNYDKLSRALR DEKNIMTKVHGKRYAYKF D ¥ls]

Dmel_Ets65A-PC EELEFOGLAAATQPAASDP TYKYQSDLFMTPYHHSAK LS SFMSPHHGMTS55 A0 5 5ot s U e e wy

B

(nloh Rl ol s p i o ot T O o & S W G L AAAT QP AASDP TYKYQSDLFMTPYHHSAKL S SFMSPHHGMT 555 ASN otV el Ik =]

Dmel_Ets&5A-PC 455 WGSPATMLYQPHSMSHWTPSHVAPHLSSYPHYAXPSS5GGAF 492

BEAEEBEXXELEES FREIEREEEEERRRE RS

DbipPB2_Ets65A-PC 481 WGSPATMLYQPHSMGHWTPSHWAPHLSSYPHYA--------- 513
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

Nofe: Large vertical and horizontal gaps near exon boundaries in the dot plot often indicate

that an incorrect splice site might have been picked. Please re-examine these regions and
provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot. plot of Dmel_Ets65A-PC vs. DbipPB2Z_Ets65A-PC

DbipPBZ_EtsRER-PC

Dmel EtsBSA-PC
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Isoform Report Form

Complete this report form for each unique isoform listed in the table above. Copy and paste
this form to create as many copies of this [soform Report Form as needed.

Gene-isoform symbol (e.g., dbip_ey-PA): dbip Ets65A-PD

Names of any additional isoforms with identical coding sequences:
N/A

Is the 5° end of this isoform missing from the end of the project? _ No
If so, how many putative exons are missing from the 5’ end:
Is the 3’ end of this isoform missing from the end of the project? __No
If so, how many putative exons are missing from the 3’ end:

(Define “putative exons” based on the exons present in the D. melanogaster ortholog)

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

Configure Gene Hodel «| | Checklist | DotPlot | Transcript Sequence | Peptide Sequence || Extracted Coding Exons || Downloads
Project Details ] Expana all | (2] Gotapse Al
Species Name: D. bipectinats - View Giteria Status Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) v 3| Check for Star Codon ©Pass
Scaffold Name: ) E] Acceptor for CDS 1 Skip Already checked for Start Codon
@ ora
Ortholog Details g | ©Pass
El ©Pass
Ortholog in D. melanogaster: | Ets65A-PD
@ Acceptor for CDS 3 ©Pass
@ ¢ Donor for GDS 3 ©Fass
) @ ‘Acceptor for CDS 4 ©Pass
uence? () Yes @No
2 = @ Donor for CDS 4 ©Pass
1867118903, 19150-19586, 2241422500, 35133-35183, b
37248-37307, 36008-38955, 41860-42049, 4660646814, E Accsptor for CDS 5 ©Pass
4723347900 @ Donor for CDS § ©Pass
@ Acceptor for CDS & ©Fass
- - @ Donorfor COS 6 ©Fass
Annotated Untransiated Oes @no
Regions? EIN ‘Acceptor for CDS 7 ©Pass
Orientation of Gene Relativeto @ Plus O Minus. El Donorfor CDS 7 ©Pass
e EIK ‘Acceptor for CDS § ©Fass
Completeness of Gene Model @ Complete O Partial @ Donor for CDS & ©Pass
Transiztion:
@ Acceptor for CDS § ©Pass
Stop Codon Coordinates 4790147503
E] Donorfor oS skip Already checked for Stop Codon
EIK Gheck for Stop Cadon ©Fass
@ ‘Addtional Checks Qra Found premature stop codons in ransiatien
@ ora
@ ©Pass
El ©Pass
@ ora
@ ©Pass
El ©Pass
@ ©Pa
@ ©Pass
El Qral Found n-frame stop codons
@ or
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2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

b=

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly

move [ <<< | << [ < | » [>> | >>>|zoomin[ 1.5x | 3x | 10x | base |zoom out| 1.5x | 3x | 10x | 100x |
contigh0:16,431-49,290 | 32 860 bp. ‘ enter position or search terms |

scale 16 kbl | ObipFE2
contigee: 20, aoal 25, sasl 30, 008 35, Bas| 48, oaal 45, as|
Custam Gene Model for DhipFE2
Do ipFE2_ETSE5A-FA e I t t il it |
Gap Locations
GaR
| BLASTX Alignment to D. melanogaster Froteins
EtsESA-FA 1
EtsE5A-FE 1
EtsE5A-FD 0
EtsE5A-FC ']
Efs21C-FA | -t 4
Ets21C-FC | b }
Etz21C-FD | bt i
Ets2iC-FE |
| Et=S65A-FE | + 1
GedoMa Gene Fredictions with RNA-Zeq
Gebioka Genes i ¥ —f I t ¥ ¥
o Genscah Gene Fredictions
GENSCAn GEnes HHF o | I } } o =
o Geneid Gene Fredictions
| Genedd Fenes Hi H 1 H + + ¥ 1 u
H-3CAN FASA-EST Gene Fredictions
N-SCAN FASA-EST - it t t i Hl
6P Gene Predictions
| IGF Gehes H H A L ) ; —H H 1 H—A HI1l
AugUSTUS Gene Fredictions
Augustus +Hi T i t t i H=
o SNAF Gene Fredictiohs
EHAF HHH——H ITHHH HHH—H
| G1immertmm Gene Fredicrions
| a1 immer it ——HHE 1 t +—HiH H + —i1—a L}
a.5 _ RHA-Zeq from Adult Females
AdUTE Females
“_ mm i Al i i ] in
B.o4a _ RNA-Seq from Adult Males
AdUTE Hales
oo di . f i us A | b uh d
353 _ RHA-Z2q frrom Hixed Embrdos
Mixed Embryos
| L — A g S .
0. melanogaster (A
| O. mel. Het v 3 B B 55| WA B B-EE
ol Fimple Repeats i | | [l |
Repeating Elements by RepeatMasker
Repeathasker | . [

86


https://gander.wustl.edu/~wilson/genechecker/

Last Update: 06/02/2022

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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel Ets65A-PD vs. DbipPB2 Ets65SA-PD

View plain text version

Download alignment image

Identity: 598/693 (86.3%), Similarity: 618/693 (89.2%). Gaps: 38/693 ( 5.5%)

Dmel_Ets&5A-PD 1 MYENSCSYQTALDLKRVSPPTLAQVKTEECLALGQCSPEWTSYRFHQSTFEQLKQSVEKA 62

EEEHEEEEEEEBRIFEREED L REREERE B, EEREEE  EEBERRERERERE R EERER

MYENSCSYQTALDLKRVSPPSLAQVKTEDCLTLGQCSPDWTSYRFHQSTFEQLKQSVEKA 68

Dmel_Ets&5A-PD 23RV R 8] e S DY SSORLTDS LDT LPVQSGNGGGNCLGLPHNPNVGVGY - - -k

EEEHEXREFEERES SEXXEBZREXKEBBEERRRERREREE SRRKERERRRRRREEE

DbipPB2_Ets65A-PD 61 KAALQDRSSFFGAGSAFSEIN v R vy goaifwinte ey e may, JIgiaiaiaie 126

Dmel_Ets&5A-PD

[

DbipPB2_Ets65A-PD

NGVQRHRLDTLQPPSGCSPAVTQHGIRE]

EREFERERERRRRE R TR L FEEERRREEEE, REERE REER
DbipPB2_Ets65A-PD bk B GV GVGEVAGYLNYNAVSSSTAGYLGSSGGVGESGS5G55LORHRLDT LOPPAGCSPAGT QHGOENEE]
Dmel_Ets&5A-PD 164 TS5AGOVTSGT LDAVSAAPAL PSLTASSSSHVEHKYRAD &3 1 Bolath g il RV oo ek |

BEEHEEEEE KRR L FEEREERIRERK BB EEREREREEEE L SRR, KRR ERER % FEER

DbipPB2_Ets65A-PD 181 egpertewy e e e L W ey P S LAWK SSLDCATTSSHSAVPSSS 248

Dmel_Ets65A-PD 224 SSASDHQQGRISGSKSSNTSGTGGGASASGEGG-- -~ - - R SS YK S SHGSHSSTQS QO

B, EEBEERBBIIE LB kEE L BEEHEE EEREEEEERERERERREEEEER

DbipPB2_Ets65A-PD 241 555ADQOQGRISGSKSNSSSTGOGOGAASGEOGETGPGNSALYS (a3 ey nsvie 388

Dmel_Ets&5A-PD 278 YSSNALGIKHDPHSQLROPD v 5 5¢1 5 gt WA QIQLWOQFLLELLSDSNMASCIT 227

BEEHEE BEERERERERE BRI AR RE R EERE R BB IB R AR BB R R R R R EEEER

DbipPB2_Ets65A-PD 301 YSSNALSIKHDPHSQLROPD (v o e o) Bt WA e SGOIQLWOF LLELLSDSNNASCIT 368

Dmel_Ets&5A-PD 338 WEGTNGEFKLTDPDEVARRWGERKSKPHNMNYDKLSRALR) DKNIMTKVHGKRYAYKF DEEiEr

e e i

DbipPB2_Ets65A-PD 361 WEGTNGEFKLTDPDEVARRWGERKSKPNMNYDELSRALR) DEKNIMTKVHGKRYAY KF Dgel:]

Dmel_Ets&5A-PD EELEFOGLAAATQPAASDP TYKYQSDLFMTPYHHSAK LSS FMSPHHGMT S55 AL J 2 G e LA

e L e L L L

DbipPB2_Ets65A-PD LN OGLAAATQPAASDP TYKYQSDLFMTPYHHSAK LS SFMSPHHGMT S55 AN sctipici el =]

Dmel_Ets&5A-PD 458 WGSPATNLYQPHSMSHVTPSHVAPHLSSYPHY AXPSS5GGAFXYESNATASASGIGRG-- 515

BEEXEEEFEEEDDD FXXTBBXXXKEBBREREE FEEXRBBRD KRR ERERRRRREEE

DbipPB2_Ets65A-PD 481 WGSPATMLYQPHSMGHVTPSHVAPHLSSYPHYA*PSSSGEAF*YESNATASASGIGGGGE 542

Dmel_Ets&5A-PD 516 TASTAVGIGGVGGEAGEGEGSGVSTEVESTSSSTTSSGAGEGEEGEEGETYVMSGFGSNGHNLN 575

BakEEEE.EE BR FE K EEEEEEEEEE R R L =x =® kEk wE ok

DbipPB2_Ets65A-PD 541 TTSTAVGLGGSGELGETEAGATSTGVESTSSSTTSSGOATGGSATGG- -MSAFGGSSHLN 598

Dmel_Ets&5A-PD 576 GSHVS55GG5----------- SSVSNNLNIATATLTATPAHASAGFGTIGGLEVAGMGVG £24

Bk E . EEE LEREEREEERERER DR, RRERERE DR R R, Rk

DbipPB2_Ets65A-PD 59% GSHVSTSGEGOGEAGEGESGAGASYSNNLNIATATLTAAPAHASAGFGTLGGLSVTGMGVG 658

Ly

Dmel_Ets&5A-PD 525 VGEVGEVGVGEGEGNSTLNSLVVGNRLMNSSLPTLLE 657

R R R R

DbipPB2_Ets65A-PD 659 VGVGEVGVGEGEGNSTLNSLVVGNRLMNSSLPTLLE 691

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

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

Nofe: Large vertical and horizontal gaps near exon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and

provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_Ets65A-FD ws. DbipPBZ_Ets65A-PD

DbipPEZ_EtsESA-FD

Omel_Ets65A-PD
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Isoform Report Form

Complete this report form for each unique isoform listed in the table above. Copy and paste
this form to create as many copies of this [soform Report Form as needed.

Gene-isoform symbol (e.g., dbip_ey-PA): dbip Ets65A-PE

Names of any additional isoforms with identical coding sequences:
N/A

Is the 5° end of this isoform missing from the end of the project? _ No
If so, how many putative exons are missing from the 5’ end:
Is the 3’ end of this isoform missing from the end of the project? __No
If so, how many putative exons are missing from the 3’ end:

(Define “putative exons” based on the exons present in the D. melanogaster ortholog)

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

Configure Gene Hodel «| | cheddist | Dot Plot | Transcript Sequence || Peptide Sequence | Extracted Coding Exons || Downloads
Project Details ] Expand Al | [i£] Collapse Al
Species Name: 0. bipectinata v View Status Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) N &l ° QP
Scaffold Name: I El skp Already checked for Start Codon
@ ©Pas
Ortholog Details o © Pas
@ ©Pass
Ortholog in D. melanogaster: | Ets65A-PE
@ ©Pass
Hodel Details o O Pass
) _ @ ©Pass
Errors in Consensus Sequence? () Yes @no
@ ©Pass
Coding Exon Coordinates; 18671-18303, 1915-19586, 22414-22500, 35133-35183, =K e
37248-37307, 36908-36955, 41860-42049, 4660646814, 4 ©Pass
4723348125 FIK ©Fass
@ ©Pass
- _ @| ©Pass
Annotated Untransiated O Yes @Mo
Regions? @ ©Pass
Orientation of Gene Relativeto @ Plus O Minus @ © Pass
- @ © Pass
@ Complete O Partial 3| © Pass
@ © Pass
4812648128
F] skip Already checked for Stop Codon
@ oF
@ QFai Found premature stop codons n transiation
@ ©Pas:
@ ©Pas
@ ©Pas
@ ©Pas
@ ©Pas
@ ©Pass
@ ©Pass
@ ©Pass
@ QFal Found in-frame stop codons
@ Number of coding exons matched orthalog ©Pass
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2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

b=

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly

move [ <<< | << [ < | » [>> | >>>|zoomin[ 1.5x | 3x | 10x | base |zoom out| 1.5x | 3x | 10x | 100x |
contigh0:16,431-49,290 | 32 860 bp. ‘ enter position or search terms |

scale 16 kbl | ObipFE2
contigee: 20, aoal 25, sasl 30, 008 35, Bas| 48, oaal 45, as|
Custam Gene Model for DhipFE2
Do ipFE2_ETSE5A-FA e I t t il it |
Gap Locations
GaR
| BLASTX Alignment to D. melanogaster Froteins
EtsESA-FA 1
EtsE5A-FE 1
EtsE5A-FD 0
EtsE5A-FC ']
Efs21C-FA | -t 4
Ets21C-FC | b }
Etz21C-FD | bt i
Ets2iC-FE |
| Et=S65A-FE | + 1
GedoMa Gene Fredictions with RNA-Zeq
Gebioka Genes i ¥ —f I t ¥ ¥
o Genscah Gene Fredictions
GENSCAn GEnes HHF o | I } } o =
o Geneid Gene Fredictions
| Genedd Fenes Hi H 1 H + + ¥ 1 u
H-3CAN FASA-EST Gene Fredictions
N-SCAN FASA-EST - it t t i Hl
6P Gene Predictions
| IGF Gehes H H A L ) ; —H H 1 H—A HI1l
AugUSTUS Gene Fredictions
Augustus +Hi T i t t i H=
o SNAF Gene Fredictiohs
EHAF HHH——H ITHHH HHH—H
| G1immertmm Gene Fredicrions
| a1 immer it ——HHE 1 t +—HiH H + —i1—a L}
a.5 _ RHA-Zeq from Adult Females
AdUTE Females
“_ mm i Al i i ] in
B.o4a _ RNA-Seq from Adult Males
AdUTE Hales
oo di . f i us A | b uh d
353 _ RHA-Z2q frrom Hixed Embrdos
Mixed Embryos
| L — A g S .
0. melanogaster (A
| O. mel. Het v 3 B B 55| WA B B-EE
ol Fimple Repeats i | | [l |
Repeating Elements by RepeatMasker
Repeathasker | . [
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel Ets65A-PE vs. DbipPB2 Ets65A-PE

View plain text version

Download aligpnment image

Identity: 659/770 (85.6%), Similarity: 683/770 (88.7%). Gaps: 46/770 ( 6.0%)

Dmel_Ets65A-PE 1 MYENSCSYQTALDLKRVSPPTLAQVKTEECLALGQCSPEWTSYRFHQSTFEQLKQSVEKA &2

EEEFERFEFEEEEEBEEEER EFEEBRR L B, SRR, SRR R RIS I ERRRRIREREE

MYENSCSYQTALDLKRVSPPSLAQVKTEDCLT LGQCSPDWTSYRFHQSTFEQLKQSVEKA &@

[

DbipPB2_EtsE54-PE

Dmel_Ets65A-PE [ L By e e DA S DT Y S SR L TDS LDT LPVQSGNGGGNCLGLPHNPHNVGVGY - - - RS

EEEFERDEEEEESE EEEEEEEREE R DR R R DR R RE R E R R KRR R

DbipPB2_Ets&5A-PE [ GRS S SRR S DT YSSQR L TDSLDT LPVQSGNGTGNCLGLPHNPNVGY GV GV GReid=]

Dmel_Ets6&5A-PE

NGVQRHRLDTLQPPSGCSPAVTOHGIRRES

EEEEEEEEEEEREREEE wR® LEEEEERERREE  EERRE ERER

DbipPB2_Ets65A-PE p R GV EVEVAGYLNYNAVSSSTAGVLGS50GVESG5655LQRHRLDTLOP PAGCSPAGT QHGER L]
Dmel_Ets65A-PE p LNV T TS SAGOVTSGT LDAVSAAPALPSLTASSSSHVEHKYRAD S5 o [0 g i, LV st ]

EEEREREEE, BE, EERREREER R R R R R R R RN, B, KR RERERRE, E Rk

DbipPE2_Ets&5A-PE 181 Ry e N e W e = VK S SLDCATTSSHSAVPSSS 248

Dmel_Ets&5A-PE 224 55ASDHQQGRISGSKSSNTSGTGGGASASGGEG------ R 55YKSSWESHSSTOSOGEN

B, L, EEEEEERERER L% REE L EEEEER o R o R K

DbipPB2_Ets65A-PE 241 SS55ADQOQGRISGSKSNSSSTGGGEGAASGGGGETGPGNSAL YISy fa ey g luTve 388

Dmel_Ets65A-PE 278 ¥SSNALGIKHDPHSQLROPD 3 g fe1o) by i Wit QIQLWQFLLELLSDSNNASCIT 337

EEEFESE FEEEEEESEEE SRR A E LSRR A R RS E R R R ARSI R AR RS I E R R RS R

DbipPB2_Ets&5A-PE 381 YSSNALSIKHDPHSQLROPD vy ¢ e SGOIQLWOFLLELLSDSNNASCIT 268

Dmel_Ets6&5A-PE 338 WEGTNGEFKLTDPDEVARRWGERKSKPNMNYDKLSRALR, DKNIMTKVHGKRYAYKFDEELF

EEEAEE R AR R TR A IR Z LR KRR R AR R R R R KRR R R AR R RE R R Rk RE T R R R

DbipPB2_Ets65A-PE 361 WEGTNGEFKLTDPDEVARRWGERKSKPNMNYDKLSRALR) DENIMTKVHGKRYAYICF D=l

Dmel_Ets65A-PE EELRFOGLAAAT QPAASDP TYKYQSDLFMTPYHHSAKLSSFMSPHHGMT 555 A 53T E E ) L
EEEFEEEREEEEE R FEBEREAF R RRAEERERFE R DR R HBRE IR R R R R

DbipPE2_Ets&5A-PE AN OGLAAATOPAASDP TYKYQSDLFMTPYHHSAKLSSFMSPHHGMT SSSASIE S Uc) e

Dmel_Ets65A-PE 458 WESPATHNLYQPHSMSHVTPSHVAPHLSSYPHYAXPSSSGGEAFXYESNATASASGIGEG-- 515

EEEFXRZEFEEEEE FREBXXXFFEZHXFAFES SREHEREE KRR RIIERRRRBARE

DbipPB2_Ets65A-PE 481 WGSPATNLYQPHSMGHVTPSHVAPHLSSYPHYA®PSSSGGEAFFYESNATASASGIGEGGGE 548

Dmsl_Ets65A-PE 5186 TASTGVGIGGVGGEAGGGLGSGYSTEVESTSSSTTSS0AGEEGEEGEETVMSGFGSNGNLN 575

T T T T L B T R
DbipPB2_Ets&54-PE 541 TTSTEVGELGGSGEGEETEAGATSTEGYESTSSSTTSSGEATGGSATGG- -MSAFGGSSHLN 598
Dmel_Ets6&5A-PE 576 GSHVS55GG5----------- SEVSMNLNIATATLTATPAHASAGFGTIGGLSVAGMEVG £24

EEEE, mEE PEEEEEEEAREESREE  RRRFRRHERE RRE RS REEES
DbipPB2_Ets65A-PE 589% GSHVSTSGGGEGEAGEGSGAGASVSNNLNIATATLTAAPAHASAGFGTLGGLSVTGMGVG 658
Dmel_Ets65A-PE 625 VGVOVEVGEGEGENSTLNS LVVGNRLMNSSLPTLLKXCHLEKFGLTMGAGPSPPAATPAG--- 681

EEEEEEEEAEF B RIS EREREREARL IR REAFES SRR ERERFRERBRRRRR IR
DbipPB2_Ets65A-PE 652 VGVGVGVYGGGNSTLNSLVVGNRLMNSSLPTLLK*CHLEKFGLTMGAGPSPPAATPAASYS 718
Dmel_Ets65A-PE 682 ---ENMPPYHHHGHPAHSGLPGHAGNYGANERALYDYLDMKSGEQATFLL 728

PEIEE L EE E E SEEEFREREEEEEEEEREEEREESEEERRREE

VGLDNIPPAYHH- -PGHTGLPGHAGNYGANERALYDYLDMKSGEQATFLL 766

o

DbipPB2_Ets&54-PE 71
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

Nofe: Large vertical and horizontal gaps near exon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and

provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_EtsBS5A-PE ws. DbipPBZ_Ets65A-PE

DbipPBZ_ET=ESR-PE

Omel_EtsbSA-PE
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Isoform Report Form

Complete this report form for each unique isoform listed in the table above. Copy and paste
this form to create as many copies of this [soform Report Form as needed.

Gene-isoform symbol (e.g., dbip_ey-PA): dbip Ets65A-PB

Names of any additional isoforms with identical coding sequences:
N/A

Is the 5° end of this isoform missing from the end of the project? _ No
If so, how many putative exons are missing from the 5’ end:
Is the 3’ end of this isoform missing from the end of the project? __No
If so, how many putative exons are missing from the 3’ end:

(Define “putative exons” based on the exons present in the D. melanogaster ortholog)

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 into the box below:

Note: For projects with consensus sequence errors, report the exon coordinates relative to the
original project sequence. Include the VCF file you have generated above when you submit
the gene model to the Gene Model Checker. The Gene Model Checker will use this VCF file

to automatically revise the submitted exon coordinates.

Configure Gene Model «| | checkist || DotPlot || Transcript Sequence Peptide Sequence | Extracted Coding Exons || Downloads
Project Details ) Expand All | [EE] Collapse All
Species Name D. bipectinata > View Status Message
Genome Assembly: Aug. 2021 (GEP/Muller D Element) ) ' I ©FPass
T — @ skip Alteady checked for Start Cadon
EIN © Pass
Ortholog Details o ©Pass
EIK Donor for CDS 2 ©Pass
Orthalog in D. melanogaster:  Ets5A-PB
@ ¢ © Pass
Hodel Details = © Fass
. _ @l ¢ ©Pass
Errors in Consensus Sequence? () Yes @No
EIK ©Pass
Coding Exon Coordinates: 34878-34956, 35133-35183, 37248-37307, 38908-38955, al -
41860-42049, 45606-46814, 47233-47366 ©Pess
El ©Pass
@ ¢ Acceptor for CDS & ©Pass
- — I Denor for CDS 6 ©Pass
Annotzted Untransiated OYes @No
Regions? El Acceplor for €DS 7 ©Pass
Orientation of Gene Relative to @ Plus O Minus. al 7 Skip Already checked for Stop Codon
Query Sequence: al ©Pass
Completeness of Gene Model @ Complete O Partial @ ©Fass
Translation:
@ ¢ ing exons matched oftholog ©Pass
Stop Codon Coordinates: 4736747369
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2. View the gene model on the Genome Browser

Click on the magnifying glass icon under the “Checklist” tab of the Gene Model Checker to view
your gene model on the GEP UCSC Genome Browser. Zoom in so that only this isoform is in
the genome browser window, and capture a screenshot that includes the following evidence

tracks if they are available:

A sequence alignment track (e.g., D. mel Proteins)

At least one gene prediction track (e.g., Genscan, GeMoMa)

At least one RNA-Seq track (e.g., RNA-Seq Coverage)

A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)

b=

Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into
the box below:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly

move [ <<< | << [ < | » [>> | >>>|zoomin[ 1.5x | 3x | 10x | base |zoom out| 1.5x | 3x | 10x | 100x |
contigh0:16,431-49,290 | 32 860 bp. ‘ enter position or search terms |

scale 16 kbl | ObipFE2
contigee: 20, aoal 25, sasl 30, 008 35, Bas| 48, oaal 45, as|
Custam Gene Model for DhipFE2
Do ipFE2_ETSE5A-FA e I t t il it |
Gap Locations
GaR
| BLASTX Alignment to D. melanogaster Froteins
EtsESA-FA 1
EtsE5A-FE 1
EtsE5A-FD 0
EtsE5A-FC ']
Efs21C-FA | -t 4
Ets21C-FC | b }
Etz21C-FD | bt i
Ets2iC-FE |
| Et=S65A-FE | + 1
GedoMa Gene Fredictions with RNA-Zeq
Gebioka Genes i ¥ —f I t ¥ ¥
o Genscah Gene Fredictions
GENSCAn GEnes HHF o | I } } o =
o Geneid Gene Fredictions
| Genedd Fenes Hi H 1 H + + ¥ 1 u
H-3CAN FASA-EST Gene Fredictions
N-SCAN FASA-EST - it t t i Hl
6P Gene Predictions
| IGF Gehes H H A L ) ; —H H 1 H—A HI1l
AugUSTUS Gene Fredictions
Augustus +Hi T i t t i H=
o SNAF Gene Fredictiohs
EHAF HHH——H ITHHH HHH—H
| G1immertmm Gene Fredicrions
| a1 immer it ——HHE 1 t +—HiH H + —i1—a L}
a.5 _ RHA-Zeq from Adult Females
AdUTE Females
“_ mm i Al i i ] in
B.o4a _ RNA-Seq from Adult Males
AdUTE Hales
oo di . f i us A | b uh d
353 _ RHA-Z2q frrom Hixed Embrdos
Mixed Embryos
| L — A g S .
0. melanogaster (A
| O. mel. Het v 3 B B 55| WA B B-EE
ol Fimple Repeats i | | [l |
Repeating Elements by RepeatMasker
Repeathasker | . [
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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 either use the protein alignment generated
by the Gene Model Checker (available through the “View protein alignment” link under the
“Dot Plot” tab) or you can generate a new alignment using the “Align two or more sequences”
feature at the NCBI BLAST website. Paste a screenshot of the protein alignment into the box
below:

Alignment of Dmel Ets65A-PB vs. DbipPB2 Ets65A-PB

View plain text version

Download alignment image

Identity: 255/257 (99.2%), Similarity: 255/257 (99.2%), Gaps: 0/257 ( 0.0%)

Dmel_Ets&5A-PB 1 MLDIKSSADYLSRSTGSFSNFSMLFADSS {8 1oy S [ oY SSNALGIKHDPHSQL @

e e e I L L

DbipPB2_EtsE5A-PB MLDIKSSADYLSRSTGSFSNFSMLFADSS ] ey Wy guav oY SSNALSTKHDPHSQL 6@

=

Dmel_Ets&5A-PB 61 ROPD{G iy §e T I S AS GOTOLWQFLLEL LSDSNNASCT TWEGTNGEFKLTDPDEV 123

e et

DbipPB2_EtsE5A-PB 61 ROPDg (v e e AT GOIQLWQFLLEL LSDSNNASCI TWEGTNGEFKLTDPDEY 128

Dmel_Ets&5A-PB 121 ARRWGERKSKPMMMWYDKLSRALR DKNIMTKVHGKRYAYK FDFQGLAAATOPAASDPTERE]

e S L

DbipPB2_EtsE5A-PB 121 ARRWGERKSKPNMMYDKLSRALR) DKNIMTKVHGKRYAYKFDFQGLAAATQPAASDP TR E: (]

Dmel_Ets&5A-PB 181 (0 I Tk (A R o o o [ SR RSV S TEPS AASWGNIWGSPATNLYQPHSMSH 248

e L L

DbipPB2_EtsE5A-PB 181 e RGN gt o o ey R S TFP S AASWGNWGSPATNLYQPHSMGH 248

Dmel_Ets&5A-PB 241 MTPSHVAPHLSSYPHYA 257

HhkdkERsskkhERss bk

DbipPB2_EtsE5A-PB 241 MTPSHVAPHLSSYPHYA 257
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Paste a screenshot of the dot plot (generated by the Gene Model Checker) of your submitted
model against the putative D. melanogaster ortholog into the box below. Provide an
explanation for any anomalies on the dot plot (e.g., large gaps, which would appear as kinks in
the diagonal line; regions with no sequence similarity; indications of significant insertions or
deletions).

Nofe: Large vertical and horizontal gaps near exon boundaries in the dot plot often indicate
that an incorrect splice site might have been picked. Please re-examine these regions and

provide a justification as to why you have selected this particular set of donor and acceptor
sites.

Dot plot of Dmel_EtsE5A-FB vs. DbipPE2Z_EtsE5A-FE

DbipPEZ_Et=BSA-FE

Omel_EtsbSR-PB
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Transcription Start Sites (TSS) Report Form 2 (Optional)

Note: Complete this section if you have annotated the TSS for the gene above. This section 1s
optional and you do not need to complete this section to submit the project.

Gene name (e.g., D. bipectinata eyeless): D. bipectinate Ets at 654
Gene symbol (e.g., dbip_ey): dbip Ets654

Name(s) of isoform(s) with unique TSS List of isoforms with identical TSS

Ets65A-PA Ets65A-PC, Ets65A-PD, Ets65A-PE
Ets65A-PB

Names of the isoforms with unique TSS in D. melanogaster that are absent in this species:

Provide the evidence (text and figures) which support the hypothesis that these isoforms are
absent in this species (e.g., changes in canonical splice sites, gene structure, etc.):
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Isoform TSS Report

Complete an Isoform TSS report (through page PAGEREF Ref91436230 'h 17) for each
unique TSS listed in the table above. Copy and paste this form to create as many copies as
needed.

Gene-isoform name (e.g., dbip_ey-RA): dbip Ets654-PA

Names of the isoforms with the same TSS as this isoform:
dbip Ets654-PC, dbip Ets654-PD, dbip Ets654-PE

Type of core promoter in D. melanogaster (see table below):
(Peaked / Intermediate / Broad / Insufficient Evidence)
peaked

The type of core promoter is defined by the number of TSS annotated by the Celniker group at
modENCODE and the number of DHS positions:
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1. Turn on RAMPAGE evidence tracks
(Only applies to projects with these tracks)

Coordinates of the TSS position based on position with the highest RAMPAGE read density
18.608

Coordinates of the narrow TSS search region based on RAMPAGE peaks
18.608

If the TSS position and narrow TSS search region are supported by RAMPAGE data, paste a
Genome Browser screenshot of the region surrounding the putative TSS (£300bp) showing
the Combined RAMPAGE TSS evidence track:

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)

move | <<< [ <<[ < [ > [>> [>>>|zoomin[ 15x | 3x | 10x | base |zoom out| 15x | 3x [ 10x | 100x |

ContigB0:18,515-18.703| 189 bp. | nter posiion or search terms 0]
eS55S% 150,010, cosl o conl 10 o o supl o, 450 Sl 9,65 10,551 4, 19,7017 0,500 0ok 12,520 12,9112, conl 15, gl cxal 15, rel 10 casl oo 1o ool 2 cbEI1C L1110 cusl 1o, el e sl s coalao, sl seenel 0, 7Sl o conl e ol coal ol
|

Exsssn-rn

Ecsssn-ro

Gene i Genes,

N-scr PRSA-EST

0P Genes

AugustUs

e ——
Coni ined SSHL RANFAGE Trans o ipt ion Start Sites
RAPAGE Peaks

enaies RANPRCE Pesks
oo 6zss _ Cani ined RAMPAGE Read Deng ity For ARTt Fenales CF lusy

0
No data Z Conboined RAHPACE Readt Bensitu for Adult Females (Hinus)

FoLE Femates RANFAG!

o data
Comb ined CSHL RANFAGE Tran:

ot ion start sites
Woruos RANPRCE Poaks
o data Gownined RANPAGE Read Dens i

or Enbrdos CFlus)

Enoruos RAMPRGE (P 1w

No data - Conb inee RANFAE Read Density for Enbrucs (Hinush

Enpruos RAFRCE. Ciint

COHL RAERGE Read Dansicy Fop DifFenent DeveTopnental Staves
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2. Turn on RNA-Seq evidence tracks

If the TSS annotation is supported by RNA-Seq read coverage or splice junction predictions
(e.g., regtools), paste a Genome Browser screenshot of the region surrounding the putative
TSS (£300bp) showing the following evidence tracks:

5. RNA-Seq Coverage or RNA-Seq Alignment Summary
6. Combined Splice Junctions or RNA-Seq TopHat

B

Y edimsifesidinus Suenifueiineeiinussiiieeng

15,345 W

If the RNA-Seq evidence tracks indicate the TSS position, list it here:

If the RNA-Seq evidence tracks indicate a TSS search region, list it here:
18,600-18,670
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3. Annotate the first transcribed exon

Coordinates of the first transcribed exon based on BLASTN alignment:
14473 to 15229

Does the BLASTN alignment cover the entire D. melanogaster first transcribed exon?
No

If not, specify the parts of the D. melanogaster exon that are missing from the BLASTN
alignment.
Missing the entire first exon. Coordinates: 18671-18903

If the TSS annotation is supported by BLASTN alignment of the initial transcribed exon against
the contig sequence, paste a screenshot of the BLASTN alignment into the box below:

DbipPB2_dna range=contig60:1-49290 5'pad=0 3'pad=0 strand=+ repeatMasking=none
Sequence ID: Query_2027 Length: 49290 Number of Matches: 3

Range 1: 14473 to 15229 Graphics ¥ Next Match
Score Expect Identities Gaps Strand

470 bits(324) 2e-137 501/810(73%) 103/810(12%) Plus/Plus
Query 1 CATTAACTTGGAGTGCGCGLTACCAAGTGCAACACGTCGLGGACGACATAATAGCGGTAC 68

CLLCELL LR ELEL LD LT
Sbjct 14473 CATTAACTTGGAGTGCGCECTACCAAGTGCAACACGTCGCGEACGACATAATATCGGTAC 14532

Query 61 TTTGCGGTTTAGATTCGTCGGTCACACGTCGTCAATATTCCCGERACAAG--------GA 112

LCLCLCTL DULELLCEELEL LT LT T |1 [l
Sbjct 14533 TTTGCGGTCTAGATTCGTCGGTCACACGTCGCCAATATCCCETATCCCATATCCCTTAGA 14592

Query 113 CCAA-ACTAGCGAACCTTTCTTGATCAGCACAAGCGEGCAMACGAAGGCACAAAAACCACA 171

]
Sbjct 14593 CCAGGAAGAGCCAACCTTTCTTGGCCAGGGCAA----- AAAGGAAA - -ACAAACGCAGCA 14645

Query 172 AAAAACACAAAGCACACACACGGCACACACTTGTACACTTACACACGGCAAGCAGTGLGE 231

[11] I IR
Sbjct 14646 AAAAGAGTGAAGTAAACAAGGAGCAGAGGC-------- - - -CAAAGAGGAGECCCAGTGE 14694

Query 232 AAAACTTGGACACATACG- - - - - -CCCAGCTTGTTECTGECTGTGEGCGTGECAG----- 286

N I
Sbjct 14695 AAAACTTGGACACATACGTGCACGCCTAGCTTGTTECTGECTGTGEGLGTGECAGAARAA 14754

Query 281 CG-CACGAAMARMGAAACAGACAAGGACAC- -~ -~ - ------------ACACATGTGTCCT 321

[ A LT
Sbjct 14755 (CGAGGUGGACAACAAACATACCAATACACCCATACAATAGTAACAATTCACATGTGTCCT 14814

Query 322 GCCAGTGTGTCGCGGAAATTTTTGTG AAATTTCGCTTTTTGATTTCAT 381

c
‘ \I\I\I\I\IHHHHHHHHHHHIIIHI\I\HHHHHHHHH
Shjct 14815 ACCAGTGTGTCGCGGAAATTTTTGTG AAATTTCECTTTTTGATTTCAT 14874

Query 382 TTTCGTTCCGCTTTCGTTG- - - - CGAACCTCTCACCCCTCGCCACCCACCACCACCCACC 437

LI LELELLL L] [ 1 O B
Sbjct 14875 TTTCGTTCCGCTTTCGTTGECCTCCCACCCTGCACTCCT-GCAGTCCTTCAGCGCCTCCT 14933

Query 438 TTTTGTGCACCTGCACCTGTGCGAAAAGACATCOAGAAATGCCCAAGGAGCCC------C 481

NI [111] CT T
Sbjct 14834 TTTCGT---CCCGTTATTGTGE- - - - - ~ACCTGAGEAAATGCCCAAGEAGCCCACCTTGE 14984

Query 492  CTGCCGTCGGTGTCCAGTTGGCTTGETGGTCATCGCCGTCATCETCCTTECAGTGACAAA 551
LLLLLLIL LT LT LLLLCLLLELL LT

Sbjct 14885 CTGCCGTCGGTGTCCAGTTGG------------------ACTCGTCCTTGCACTGACAAA 156826
Query 552 TTTCCTTGCATATCCGCTCCAGGACTACGAAACTTTGECTGCAAACAAAACCGTCATTTE 611

Sbjct 15827 TTTCCTTGCATATCCGTTCGAGAACT---GAACGAAGGCT---TGCGARACCGTTATTTG 15880
Query 612 TGGCGCGTCGCTATCGCGTTCACTTGTCGCATATCCGTCGCCATTTTGACAATAATTT 671

c6
CLLLCLLELLLLECELE LR LT LD LT LT LT

Sbjct 15881 CGTGGCGCGTCGCTGTCGCGTTCACTTGTCGCATATCCGTCGCCATTTTGACAATAATTT 15140

Query 672 CATTTCCGGTTGGCAATTTGTACGCACTTGAG-TGAGTGATTAACTGCACCGATTCCCAA 738

CLLLEELLL R LELE L DL
Shjct 15141 CATTTCCGGTGTGCAATTTGTACGCACTTGAGTTGAGTGATTAACTGCACCCGGCGAAGG 15200

Query 731 CEATTGTGAAGTGTTTAAGATTACTAAGTT 758

[ L Ll
Sbjct 15281 CAATAGTGAAGTGTTTTCTATT-CCRAGTT 15229
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If the TSS annotation is supported by sequence conservation with other Drosophila species,
paste a screenshot of the multiple sequence alignment (e.g., from Clustal Omega, ROAST)

into the box below:
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5. Summarize the evidence that supports the TSS annotation postulated above

Coordinate(s) of the TSS position(s):
Based on RAMPAGE data (if applicable): 14.472; 14,474
Based on RNA-Seq data: 14.470-15,200
Based on BLASTN alignment: 14,474
Based on other evidence (please specify):

Note: If the BLASTN alignment for the initial transcribed exon is a partial alignment, you can
extrapolate the TSS position based on the number of nucleotides that are missing from the
beginning of the exon. (Enter “Insufficient evidence™ if you cannot determine the TSS
position based on the available evidence.)

Were you able to define a TSS position based on the available evidence?
yes
If so, indicate in the table below the evidence that supports this TSS position

If not, were you able to define a TSS search region?
If so, indicate in the table below the evidence that supports the TSS search region(s)

For each evidence type, enter an "X" in the cell to indicate whether the line of evidence supports,
refutes, or neither supports nor refutes the TSS annotation:

Evidence type Support Refute Neither
RAMPAGE peaks and read density

RNA-Seq coverage and splice junctions

yes
e | |
BLASTN alignment of the initial exon from yes
D. melanogaster
--

Sequence conservation with other Drosophila species

(e.g., “Conservation” track on the Genome Browser)

Other (please specify)
[e.g., RefSeq Genes, N-SCAN PASA-EST, Augustus TSS
predictions; histone modifications (ChIP-Seq data)].

Note: The evidence type refutes the TSS annotation only if it suggests an alternate TSS
position. For example, the presence of RNA-Seq read coverage upstream of the annotated
TSS indicates that the TSS 1s located further upstream and it would be considered to be
evidence against the annotated TSS; check “Refute.” In contrast, the lack of RNA-Seq read
coverage 1s a negative result that neither supports nor refutes the TSS annotation; check
“Neither.”
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Provide an explanation if the TSS annotation is inconsistent with at least one of the evidence
types specified above:
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Isoform TSS Report

Complete an Isoform TSS report (through page PAGEREF Ref91436230 'h 17) for each
unique TSS listed in the table above. Copy and paste this form to create as many copies as
needed.

Gene-isoform name (e.g., dbip_ey-RA): dbip Ets654-PB

Names of the isoforms with the same TSS as this isoform:
N/A

Type of core promoter in D. melanogaster (see table below):
(Peaked / Intermediate / Broad / Insufficient Evidence)
peaked

The type of core promoter is defined by the number of TSS annotated by the Celniker group at
modENCODE and the number of DHS positions:
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1. Turn on RAMPAGE evidence tracks
(Only applies to projects with these tracks)

Coordinates of the TSS position based on position with the highest RAMPAGE read density
34.400-34.865

Coordinates of the narrow TSS search region based on RAMPAGE peaks
34.438; 34.444: 34.445; 34.865

If the TSS position and narrow TSS search region are supported by RAMPAGE data, paste a
Genome Browser screenshot of the region surrounding the putative TSS (£300bp) showing
the Combined RAMPAGE TSS evidence track:
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2. Turn on RNA-Seq evidence tracks

If the TSS annotation is supported by RNA-Seq read coverage or splice junction predictions
(e.g., regtools), paste a Genome Browser screenshot of the region surrounding the putative
TSS (£300bp) showing the following evidence tracks:

RNA-Seq Coverage or RNA-Seq Alignment Summary
Combined Splice Junctions or RNA-Seq TopHat

N —
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If the RNA-Seq evidence tracks indicate the TSS position, list it here:

If the RNA-Seq evidence tracks indicate a TSS search region, list it here:
~34,756-34,865
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3. Annotate the first transcribed exon

Coordinates of the first transcribed exon based on BLASTN alignment:
34214 to 34956

Does the BLASTN alignment cover the entire D. melanogaster first transcribed exon?
Yes

If not, specify the parts of the D. melanogaster exon that are missing from the BLASTN
alignment.

If the TSS annotation is supported by BLASTN alignment of the initial transcribed exon against
the contig sequence, paste a screenshot of the BLASTN alignment into the box below:

DbipPB2_dna range=contig60:1-49290 5'pad=0 3'pad=0 strand=+ repeatMasking=none
Sequence ID: Query_39049 Length: 49290 Number of Matches: 1

Range 1: 34214 to 34956 Graphics

Score Expect Identities Gaps Strand
562 bits(392) 2e-162 599/774(77%) 73/774(9%) Plus/Plus
Query 1 ATTGTTACGCTGCCGTGCCACAGATCGGACGCAATCCGGTGTCAGTGCTCAAGCTCGATA 68

LLCCLLLCLE LR EL LD LR LT LI
sbjct 34214 ATTGTTACGCTGCCGTGCCACAGATCEGACGCAATCCGGTGTCAGTGCTCAAGCCCGATA 34273

Query 61 GTC--------oooooe- CTAGCCAGGAG--CATCCTTTCTTAGTCCTTCTCAGTGATTT 103

Shjct 34274 GTCGTCTAGCTCGATATCCTCGCCAGGAGAGCATCCTTTCTTAGCCAA----AGTGATTT 34329

Query 104 ACGCGATTCTCGCTGEGCCTACCCACACATAT - - - - -~ ACA-ACTA-CAAATACAAGCAG 155

Shjct 34338 ACGCGATTT--GTTGGGCCTACCCGCAAATACGTACGAACACACTAACAAACCCACACAT 34387

Query 156 AAA - - -CAGTACAAGTGCTGAAAAAATATCACGTATACGTGCGGGG- -ACATTGACACAT 218

Shjct 34388 AGATTCCGGAGCAAACACAACCAAAAAATCACGTATACGTGCGCTCCAACATTGACACAS 34447
Query 211 AAATCAGTTGGACACGCGAACGGCAGG TEGARAGTT 270

) III\\III\III\\IIII\||||\IIII\||||\III\\IIIIIIII\\IIIIIIII\\I
Sbjct 34448 ATAAATCAGTTGGACACGCGAACGGCAGE TEGAAAGTT 34567
o iyttt ikttt e
Shjct 34508 GGAAGTCGAGGTGTCCGGTAAACGGTAACCGGTTCCGATCETCACTTTTCCCGTTCCCGT 24567

Query 331 TCCTTTTCCTGTTCCGCTGCGCGTCGCTGCTCCACCGCTGCCCATTTGCCCGTTTGACTT 396

AR AR e N A
sbjct 34568 TCCTTTTCCGGTTCCECTGAGCGTCGCTEC- -~ -CCTCCGACCGTTTECCC - 34614

Query 391 TTTTTARACAARTTCAATTGCGGACACCACTTGGCGACGT - -----CTCCGTCTCCGTAT 444

IIIHIII\IIIHIIIHI LULCLLLELLDL LT ILLLLLLLLLLL]
sbict 34615 TTTTT AATTGTGEACACCACTTGGCGACGTCTCCGACTCCGTCTCCGTGT 34674

Query 445 TATTAGTTTCCGGCCTCCGRUGACCAATTTACC CCAAMAAAMGAGRAACAGGACA 584

Shjct 34675 TATTAGTTTCCGGGCTCCGGLGACT GGCTCTARATAAAA 34734

Query 5@5 ACACAGAGAGTGCGACAAGGACA- - - - - -AAGACCAAAAGCAATTTGAATTCGAATTTGA 558

Shjct 34735 AAATTTTAAATAAAAAAAGGACACGAGTGAAGCCGAAGGGGAARAGGGCGT --AATTTGA 34792
Query 559 ATTTGARATCCTAACTAATTGCTGTGTGTATGTGTGTGTGCGTCAGAGETGTGGAACGGA 618

Sbjct 34793 ATTGGAAATTTGAACTAATTGTTTGGGGAGTG-------GCACCGAACG---CAAACCAC 34342

Query 619 ACAAGCAACCGAATACCCAACCGACGGECGLCCACAATGCTGRACATCAAGTCCTCCGLCG 678

Sbjct 34843 TCCAATCGCAGTGAACCCATCCGCCGGCGGTCACAATGCTGGACATCAAGTCCTCCGCCG 34902

Query &79 ATTACTTGTCACGCTCCACGGGCAGCTTCAGCAACTTCTCGATGCTCTTCGCAG 732

Sbjct 34083 ATTACTTGTCACGCTCCACGGGCAGCTTCAGCAACTTCTCGATGCTCTTCGCAG 34956
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4. Turn on comparative genomics tracks

If the TSS annotation is supported by sequence conservation with other Drosophila species,
paste a screenshot of the multiple sequence alignment (e.g., from Clustal Omega, ROAST)
into the box below:

UCSC Ganome Browser on D ctinata Aug. 2021 (1 o

)
i o o L i

=
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T TR T 03 T T TP S 0T ST S
TV T PG T - VG T o TV < TWE M = |
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5. Summarize the evidence that supports the TSS annotation postulated above

Coordinate(s) of the TSS position(s):
Based on RAMPAGE data (if applicable): __34.865
Based on RNA-Seq data: 34.865
Based on BLASTN alignment: 34,865
Based on other evidence (please specify):

Note: If the BLASTN alignment for the initial transcribed exon is a partial alignment, you can
extrapolate the TSS position based on the number of nucleotides that are missing from the
beginning of the exon. (Enter “Insufficient evidence™ if you cannot determine the TSS
position based on the available evidence.)

Were you able to define a TSS position based on the available evidence?
yes;34,865
If so, indicate in the table below the evidence that supports this TSS position

If not, were you able to define a TSS search region?
If so, indicate in the table below the evidence that supports the TSS search region(s)

For each evidence type, enter an "X" in the cell to indicate whether the line of evidence supports,
refutes, or neither supports nor refutes the TSS annotation:

Evidence type Support Refute Neither
RAMPAGE peaks and read density

RNA-Seq coverage and splice junctions

yes
e | |
BLASTN alignment of the initial exon from yes
D. melanogaster
--

Sequence conservation with other Drosophila species

(e.g., “Conservation” track on the Genome Browser)

Other (please specify)
[e.g., RefSeq Genes, N-SCAN PASA-EST, Augustus TSS
predictions; histone modifications (ChIP-Seq data)].

Note: The evidence type refutes the TSS annotation only if it suggests an alternate TSS
position. For example, the presence of RNA-Seq read coverage upstream of the annotated
TSS indicates that the TSS 1s located further upstream and it would be considered to be
evidence against the annotated TSS; check “Refute.” In contrast, the lack of RNA-Seq read
coverage 1s a negative result that neither supports nor refutes the TSS annotation; check
“Neither.”
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Preparing the Project for Submission

For each project, you should prepare the project GFF, transcript, and peptide sequence files for
ALL isoforms along with this report. You can combine the individual files generated by the
Gene Model Checker into a single file using the Annotation Files Merger. Once you have
combined the GFF files into a single file, click on the “Show Track” button to view all the gene
models in the combined GFF file within the Genome Browser.

Paste a screenshot (generated by the Annotation Files Merger) with all the gene models you
have annotated in this project into the box below.

UCSC Genome Browser on D. bipectinata Aug. 2021 (GEP/Muller D Element) Assembly (DbipPB2)

move <<< | <<[ < [ > [> [>>>|zoomin| 15x | 3x | 10x | base | zoom out
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8 w.._,__im — Y _L | 4Ll oo ki Ak 4
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Sinple Repeats | i | | 1 ||
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Repeathasker 1w [ o 1 -

Thank you for your submission, and congratulations on completing yvour analysis of this
region of this genome. Our planned GEP meta-analysis of the genes and genomes in this study
depends on the high quality annotations accomplished by GEP students.
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