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GENE REPORT FORM

Gene name: eukaryotic translation initiation factor 4G

Gene symbol: elF4G

Approximate location in project (from 5' end to 3' end): 39443-16562
Number of isoforms in D. melanogaster: 3

Number of isoforms in project: 3

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

elF4G-PA elF4G-PC

elF4G-PB




ISOFORM REPORT FORM

Gene-isoform name: el[F4G-PA

Names of the isoforms with identical coding sequences as this isoform: eIF4G-PC
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

Gene Model Checker
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2. View the gene model on the Genome Browser

UCSC Genome Browser Feature Viewer
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3. Alignment between submitted model and D. melanogaster ortholog

Alignment of elF4G-PA vs. Submitted Seq

View plain text version

Identity: 1307/1681 (77.8%). Similarity: 1430/1681 (85.1%). Gaps: 75/1681 ( 4.5%)
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4. Dot plot between the submitted model and the D. melanogaster ortholog
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The gap seen in the dot plot is due to a deletion of 90 amino acids. A splice site was found at the
location predicted by sequence similarity to the D. melanogaster ortholog, but this could not be
accepted due to the presence of an in-frame stop codon. A secondary splice site was found that has
RNA-seq data, TopHat, and Gene Predictors to support it. As seen in the following screenshot, this
deletion is in a region of low sequence conservation among Drosophila species closely related to D.
biarmipes and D. melanogaster (the highlighted region being the region of deletion in D. biarmipes).
Good sequence conservation does not begin until further along the sequence.
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ISOFORM REPORT FORM

Gene-isoform name: el[F4G-PB

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



1. Gene Model Checker Checklist

Gene Model Checker

Configure Gene Model <'<_E =: Checl-dlst .:i"Dot Pl-ot"i[r. Transcript Sequence I:r Peph'd-é Sequence ‘II Extracted Coding Exons |!
Model Details 7 | &) Expand All | =] Collapse All
3 | ? v
Fosmid Sequence File: C:\fakepath\contig50.fasta |Browse...| || ¥E ) Criera Status Message
; @ €. Check for Start Codan @ Pass =
Ortholog in D. melanogaster: alF4G-PB | - |
2 —— — (£ Acceptor for COS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 139443-39366,36977-36213,35331- E : -
|34834,34620-34440,33735-33624,29181- |® € Donorfor CDS1 ©Pass
|29126,24626-22327,21693-21456,21393- =||® € Acceptorforcos2 @Pass L
|21236,21078-20604,20396-20173,17346- - e =
17200,17139-16917,16782-16681,16620-16562 | @ ‘:«_ Donor for COS 2 @ Pass
|
@ | @€ Acceptor forCDS 3 @ FPass
Annotated Untranslated ) Yes @ No : @ | €_ Donorfor CDS 3 ®Pass
Regions? @ € Acceptor for CDS 4 © Pass
Orientation of Gene Relative to () Plus s @ € DonorforCDS 4 ® Pass
Query Sequence: |
@ @ Acceptor for CDS S @ Pass
Completeness of Gene Madel @ f () Partial | : -
Tranglation: & ot i - @ € Donor forCDS 5 @ Pass
E :
Stop Codon Coordinates: 16561-16559 -1 @ € Acceptor for CDS§ @ Pass
< I | » @ | € DonorforCDS 6 @ Pass
: . ] @ | @ Acceptor for CDS7 @ Pass
|\erify Gene Model| | Reset Form |
1@ € DenorforcDS7 ©Pass =
Gene Model Checker
Configure Gene Model <_'<§ I! Ehecklist ” Dot Pio.t ]| Transcript Sequence ]| Pepﬁd_e- Sequence i: Exh’ache.t.:l- Cod_ing Exons i|
121236,21078-20604,20396-20173,17346- a | %] Expand Al | =] Collapse Al
17200,17139-16917,16782-16681,16620-16562 | o T S e
| @ & Acceptor for CDS 10 ©Pass o
Annotated Untransiated () Yes @ No # | € Donor for CDS 10 @ Pass
Regions? _|® € Acceptor for CDS 11 & Pass
Orientation of Gene Relative to ) Plus @ Minus & €. DonorforCDS 11 @ Pass
Query Sequence:
= - = €, Acceptor for CDS 12 © Pass
Completeness of Gene Model @ Complete () Partial | h
Translation: @ | €_ Donor for CDS 12 @& Pass
Stop Codon Coordinates: | 16561-16559 @ € Acceptor for CDS 13 @ Pass
“| @ € Donorforcos 13 @®Pass
Project Details B3| € Acceptor for CDS 14 @ Pass
Project Group: D..biarmipes Dot w @ | € Donor for CDS 14 @ Pass
Snkrekbl b 3 | = = o
Praject Name: contigs0 o Acceptor for ® Pass X
; = = Denor for COS 15 Skip Already checked for Stop Codon  |=
e ; v
O i | ' @ € Check for Stop Codon @Pass
= € Additional Checks @ Pass

|Verify GeneMudelH HeselEy)| @ @ Number of coding exons matched... @ Pass =



2. View the gene model on the Genome Browser

UCSC Genome Browser Feature Viewer
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3. Alignment between submitted model and D. melanogaster ortholog

Alignment of elF4G-PB vs. Submitted Seq

View plain text version

Identity: 1485/1939 (76.6%), Similarity: 1637/1939 (84 4%). Gaps: 83/1939 ( 4.3%)
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Dot plot of alF4G-PB wve, Subeitted Sequence

Subml tted_Sequence

See section 4 for isoform A for an explanation of the gap seen on the dot plot.



GENE REPORT FORM

Gene name: unc-13
Gene symbol: unc-13

Approximate location in project (from 5' end to 3' end): 10758-5636

Number of isoforms in D. melanogaster: 6
Number of isoforms in project: 4

Name of unique isoform based on coding
sequence

List of isoforms with identical coding sequences

unc-13-PA

unc-13-PC
unc-13-PD

unc-13-PF




ISOFORM REPORT FORM

Gene-isoform name: unc-13-PA
Names of the isoforms with identical coding sequences as this isoform: unc-13-PC, unc-13-PD
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: Yes
Number of exons missing from the 3' end: 22



1. Gene Model Checker Checklist

Gene Model Checker

Configure Gene Model {4] || Checklist | DotPlot || TranscriptSequence || Peptide Sequence || Extracted Coding Ex

2] Expand All | =] Collapse Al

Model Details -
Fosmid Sequence File: C:\fakepath\contig50.fasta Browse... e AL plesssae
@ € Check for Start Codon @ Pass
Ortholog in D. melanogaster: unc-13-PA = -
= — 2] Acceptor for CDS 1 Skip Already checked for Start Codon
Coding Exon Coordinates: 10758-10753,10699-5636 | € DonorforCos 1 @Pass
I €, Acceptor for COS 2 ©®Pass
E : @ | € Donor for CDS 2 @ Pass
(7] Check for Stop Codon Skip Partial gene with 3" end missing
_ _ @ € Additional Checks
Annotated Untransiated © Yes @ No E \ analter @ Pass
Regions?
Orientation of Gene Relative to ) Plus @ Minus
Query Sequence:
Completeness of Gene Model  (©) Complete @ Partial T
Translation:
Region Missing: Missing 3' end of translated region Bt

|Verity Gene Model| | ResetForm |




2. View the gene model on the Genome Browser

UCSC Genome Browser Feature Viewer
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3. Alighment between submitted model and D. melanogaster ortholog



Alignment of unc-13-PA vs. Submitted Seq

View plain text version

Identity: 936/2944 (32.3%). Similarity: 1156/2944 (39.3%). Gaps: 1327/2944 (45.1%)
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Dot plot of wnc-13-PA va, Submitled_Seqeance

Sulomi tted_Sequence




ISOFORM REPORT FORM

Gene-isoform name: unc-13-PF
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: Yes
Number of exons missing from the 3' end: 20



1. Gene Model Checker Checklist

Gene Model Checker
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2. View the gene model on the Genome Browser
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3. Alignment between submitted model and D. melanogaster ortholog

Alignment of unc-13-PF vs. Submitted Seq
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4. Dot plot between the submitted model and the D. melanogaster ortholog
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