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Project Details

Project name: dbiarmipes_dot_Aug2012_contig52
Project Species: Drosophila biarmipes

Date of Submission:  July 9, 2013

Size of project in base pairs: 40,000 bp

Number of genes in project: 2

Does this report cover all genes and all isoforms or is it a partial report? Full report

Gene Report Form

Gene name:  metabotropic glutamate receptor
Gene Symbol: mGIuRA

Approximate location in project: 6893-15719
Number of isoforms in D. Melongaster:3

Number of isoforms In this project: 3

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

mGIuRA-PB mGIuRA-PA

mGIluRA-PC




Isoform Report Form

Gene-isoform name:  mGIuRA-PA

Names of the isoforms with identical coding sequences as this isoform: mGIuRA-PB
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

Gene Model Checker Checklist

Model Details = Expand All | [i] Colapss All
Fosmid Sequence File: C:\fakepath\contig52.fasta Browse... ey BT TELS flee=s0n)
R Check for Start Codon © Pass
Ortholog in D. melanogaster: MGIURA-PA @
] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 6803-7574, 0867-10410, 12300-12553, 13100~ P o orcos1 .
13206, 15018-15155, 15200-15719, 15781- 4 anor for ©Fass
16076, 16676-17065 =R Acceptor for CDS 2 @Pass
B Donor for COS 2 ©Pass
| Acceptor for CDS 3 @Pass
Annotated Untransiated @ Yes @ No =R Donor for CDS 3 ©Pass
Regions? = Acceptor for CDS 4 ©Pass
Orientation of Gene Relative to @ Plus ©) Minus (= Donor for CDS 4 @Pass
Query Seguence:
R Accaptor for CDS 5 ©Pass
Completeness of Gene Model @ Complete @ Partil
Translation: @ Donor for CDS 5 ©Pass
Stop Codon Coordinates: 17075-17077 ER Acceptor for CDS & ©Pass
| Donor for CDS & @©Pass
Project Details = Acceptor for CDS 7 ©Pass
[ c
Project Group: D. biarmipes Dot ~ 2 Donor for COS 7 ©Fass
= Acceptor for CDS & & Pass
Project Name: contigs2 5 @
] Donor for CDS & Skip Already checked for Stop Codon
@ Check for Stop Codon ©Pass
B Additional Checks. ©Pass
| Number of coding exons matched D. melanogaster ortholog @ Pass

Verify Gene Model| | Reset Form

Gene model on Genome Browser
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Alignment of mGluRA-PA vs. Submitted Seq

View plain text version

Identity: $65/984 (87.9%). Similarity: 908/984 (92.3%), Gaps: 15/984 ( 1.5%)
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Dot Plot between the submitted model and the D. melanogaster ortholog
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Submittled_Sequence

Names of the isoforms with identical coding sequences as this isoform: None

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

Gene Model Checker Checklist

figure Gene Model

Model Details
Fasmid Sequence File:
Ortholog in D. melanogaster:

Coding Exon Coordinates:

Annotated Untransiated
Regions?

Orientation of Gene Relative to
Query Sequence:

Completenass of Gene Modeal
Transiation:

Stop Codon Coordinates:

Project Details
Project Group:

Project Name:

C:\fakepath\contig52.fasta Browse.
mGIuRA-PC

6893-7574, 9867-10410, 12300-12553, 13100-
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Verify Gene Model|

Reset Form

View of the gene model on the genome browser

Dot Plot || Transcript Sequence | Peptide Sequence
t=] Collapse Al
Criteria

Check for Start Codon
Acceptor for CDS 1
Donor for CDS 1
Acceptor for COS 2
Denor for COS 2
Acceptor for CDS 3
Denor for COS 2
Acceptor for COS 4
Denor for CDS 4
Check for Stop Codon
Additional Checks.

Number of coding exons matched D. melanogaster ortholog

Extracted Coding Exons

Status.
©Pass
Skip

& Pass
©Pass
©Pass
© Pass
©Pass
© Pass
Skip
©Pass
& Pass
©Pass

Downloads

Message

Already checked for Start Codon

Already checked for Stop Codon



GEP UCSC Genome Browser on D). biarmipes Aug. 2012 (GEP / Dot) Assembly (Dbia2)
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Alignment of mGluRA-PC vs. Submitted Seq

View plain text versi

Tdentity: 468/533 (87.8%), Similarity: 495/533 (92.9%), Gaps: 4/533 ( 0.8%)
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Gene Report Form
Gene name: None
Gene symbol: CG32016

Approximate location in project: 22423-27672




Number of isoforms in D. Melanogaster: 5

Number of isoforms in project: 5

Name of unique isoform based on coding
sequence

List of isoforms with identical coding sequences

CG32016-PC

CG32016-PB, CG32016-PG

CG32016-PF

CG32016-PH

Isoform Report Form

Gene-isoform name: CG32016-PC

Names of the isoforms with identical coding sequences: CG32016-PB, CG32016-PG

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

Gene Model Checker Checklist

Model Details

Fosmid Sequence File: C:\fakepath\contig52.fasta Browse
Ortholog in D. mefanogaster: CG32016-PC

Coding Exon Coordinates: 30577-30552, 30390-29013, 27898-27769,

27704-27330, 2500424798, 23743-23369,
23053-22724, 22665-22439

Annotated Untranslated Yes @ Mo
Regions?

Orientation of Gene Relative to Plus @ Minus
Query Seguence:

Completeness of Gene Model @ Complete Partial
Translation:

Stop Codon Coordinates: 22424-22426

Project Details
Project Group: D. biarmipes Dot v

Project Name: contig52

Verify Gene Model| | Reset Form

x| Expand All | [I=| Collapse All
View Criteria Status Message
e Check for Start Codon ©Pass
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3}

Already checked for Stop Codon

Check for Stop Codon ©Pass
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Addttional Checks ©Pass

3}

Number of coding exons matched D. melanogaster ortholog @ Pass
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Alignment of CG32016-PC vs. Submitted Seq

View plain text version

Identity: 700/1030 (68.0%), Similarity: 802/1030 (77.9%), Gaps: 34/1030 ( 3.3%)
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View protein alignment
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View the gene model on the Genome Browser
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Alignment of CG32016-PF vs. Submitted Seq

View plain text version

Identity: 351/506 (69.4%), Similarity: 392/306 (77.5%), Gaps: 19/506 ( 3.8%)
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Dot plot between the submitted model and the D. Melanogaster ortholog
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Alignment of CG32016-PH vs. Submitted Seq

View plain text version

Tdentity: 674/999 (67.5%), Similarity: 774/999 (77.5%). Gaps: 34/999 ( 3.4%)
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Dot Plot between the submitted model and the d. melanogaster ortholog
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