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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 
 

 
 

 

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 
on coding sequence 

List of isoforms with identical coding sequences 

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 

 
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: 
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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: 
 

1.​ A sequence alignment track (e.g., D. mel Proteins) 
2.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
3.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
4.​ 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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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: 
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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). 
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Isoform Report Form 

 
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: 

 

 

 

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: 
 

1.​ A sequence alignment track (e.g., D. mel Proteins) 
2.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
3.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
4.​ 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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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: 
 

 

 

 

11 
 

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


Last Update: 06/02/2022 
 

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). 
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Isoform Report Form 

 
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: 

 

 

 

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: 
 

1.​ A sequence alignment track (e.g., D. mel Proteins) 
2.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
3.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
4.​ 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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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: 
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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). 
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Transcription Start Sites (TSS) Report Form (Optional) 

 
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 

 CG13293 - PD 

 CG13293 - PC 

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

Isoform TSS Report 

 

 
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 
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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: 
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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: 

 
 

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: 

 
 
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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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 X   

RNA-Seq coverage and splice junctions X          

BLASTN alignment of the initial exon from ​
D. melanogaster 

 X  

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

X   

 
 

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

23 
 



Last Update: 06/02/2022 
 

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 
on coding sequence 

List of isoforms with identical coding sequences 

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 

 
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: 
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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: 
 

5.​ A sequence alignment track (e.g., D. mel Proteins) 
6.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
7.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
8.​ 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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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: 
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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). 
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Transcription Start Sites (TSS) Report Form (Optional) 

 
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 

 

 
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 
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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: 
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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: 
 

 
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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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: 
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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): 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 

 
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 X   

RNA-Seq coverage and splice junctions   X 

BLASTN alignment of the initial exon from ​
D. melanogaster 

X   

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

X   

Other (ShortMatch (TCAKTY)) 

 

X   

 
 

 
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 
on coding sequence 

List of isoforms with identical coding sequences 

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 

 
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: 

 

 

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: 
 

3.​ A sequence alignment track (e.g., D. mel Proteins) 
4.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
5.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
6.​ 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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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: 
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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). 
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Transcription Start Sites (TSS) Report Form (Optional) 

 
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 

 

 
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 
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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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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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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: 
 

 

 
 

50 
 



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): 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​ 

 
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 X   

RNA-Seq coverage and splice junctions X   

BLASTN alignment of the initial exon from ​
D. melanogaster 

 X  

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

X   

Other (ShortMatch)  X  

 
 

 
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 
on coding sequence 

List of isoforms with identical coding sequences 

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.): 
 

 

Isoform Report Form 

 
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: 

 

 

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: 
 

5.​ A sequence alignment track (e.g., D. mel Proteins) 
6.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
7.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
8.​ A comparative genomics track (e.g., D. mel. Net Alignment, Conservation)  
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Paste a screenshot of your gene model as shown on the GEP UCSC Genome Browser into 
the box below: 
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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: 
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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). 
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Isoform Report Form 

 
Gene-isoform symbol (e.g., dbip_ey-PA): ​ ​ loj-PE​ ​ ​ ​ ​  
 
Names of any additional isoforms with identical coding sequences: 
​ ​ ​ ​ loj-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: 
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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: 
 

1.​ A sequence alignment track (e.g., D. mel Proteins) 
2.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
3.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
4.​ 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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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: 
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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). 
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 Isoform Report Form 

 
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: 
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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: 
 

5.​ A sequence alignment track (e.g., D. mel Proteins) 
6.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
7.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
8.​ 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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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: 
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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). 
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 Transcription Start Sites (TSS) Report Form (Optional) 

 
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 

 

 
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​​ ​ ​ ​ ​ ​  
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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: 
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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 

 

 

 
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: 
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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: 
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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​  

 
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 yes   

RNA-Seq coverage and splice junctions yes   

BLASTN alignment of the initial exon from ​
D. melanogaster 

yes   

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

yes   

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

 
Gene name (e.g., D. bipectinata eyeless): ​ D. bipectinata​Ets at 65A​ ​  
Gene symbol (e.g., dbip_ey): ​​ dbip_Ets65A​ ​ ​ ​  
 
Approximate location in project (from 5’ end to 3’ end): ​ 18,671​​ ​  
Number of isoforms in D. melanogaster: ​ ​ 5​ ​ ​ ​  
Number of isoforms in this project: ​ ​ 5​ ​ ​ ​  
 
Complete the following table, including all of the isoforms in this project: 
 
Name(s) of unique isoform(s) based 
on coding sequence 

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.): 
 
 

 

Consensus Sequence Errors Report Form 

 

 
All of the coordinates reported in this section should be relative to the coordinates of the 
original project sequence. 
 

74 
 



Last Update: 06/02/2022 
 

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 

 

 
 

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 

 
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: 

 

 

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: 
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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: 
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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). 
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Isoform Report Form 

 
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: 
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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: 
 

1.​ A sequence alignment track (e.g., D. mel Proteins) 
2.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
3.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
4.​ 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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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: 
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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). 
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Isoform Report Form 

 
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: 
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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: 
 

1.​ A sequence alignment track (e.g., D. mel Proteins) 
2.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
3.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
4.​ 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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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: 
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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). 
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Isoform Report Form 

 
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: 
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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: 
 

1.​ A sequence alignment track (e.g., D. mel Proteins) 
2.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
3.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
4.​ 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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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: 
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https://gander.wustl.edu/~wilson/genechecker/
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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). 
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https://gander.wustl.edu/~wilson/genechecker/


Last Update: 06/02/2022 
 

Isoform Report Form 

 
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: 
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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: 
 

1.​ A sequence alignment track (e.g., D. mel Proteins) 
2.​ At least one gene prediction track (e.g., Genscan, GeMoMa) 
3.​ At least one RNA-Seq track (e.g., RNA-Seq Coverage) 
4.​ 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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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: 
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https://gander.wustl.edu/~wilson/genechecker/
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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). 
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https://gander.wustl.edu/~wilson/genechecker/


Last Update: 06/02/2022 
 

Transcription Start Sites (TSS) Report Form 2 (Optional) 

 
Gene name (e.g., D. bipectinata eyeless): ​ ​ D. bipectinate Ets at 65A​ ​  
Gene symbol (e.g., dbip_ey): ​​ ​ dbip Ets65A​ ​ ​ ​ ​  
 

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 

 

 
Gene-isoform name (e.g., dbip_ey-RA): ​ ​ dbip_Ets65A-PA​ ​ ​ ​
​  
 
Names of the isoforms with the same TSS as this isoform: 
​ dbip_Ets65A-PC, dbip_Ets65A-PD, dbip_Ets65A-PE​ ​ ​ ​ ​
​  
 
Type of core promoter in D. melanogaster (see table below): 
(Peaked / Intermediate / Broad / Insufficient Evidence) 
​ peaked​​ ​ ​ ​ ​ ​ ​ ​ ​ ​  
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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: 
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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 

 

 

 
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____________________ 

100 
 



Last Update: 06/02/2022 
 

 

101 
 



Last Update: 06/02/2022 
 

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: 
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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: 
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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): ​ ​ ​ ​ ​ ​  

 
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 yes   

RNA-Seq coverage and splice junctions yes   

BLASTN alignment of the initial exon from ​
D. melanogaster 

yes   

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

yes   

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

 
Gene-isoform name (e.g., dbip_ey-RA): ​ dbip_Ets65A-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​​ ​ ​ ​ ​ ​ ​ ​ ​  
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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: 
 

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

 

 

 
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: 
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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: 
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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): ​ ​ ​ ​ ​ ​  

 
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 yes   

RNA-Seq coverage and splice junctions yes   

BLASTN alignment of the initial exon from ​
D. melanogaster 

yes   

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

yes   

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