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Project details

Project name:__D. ananassae fosmid 2602K20
Project species:__D. ananassae

Date of submission:__7-2-13

Size of project in base pairs:__ 41,165

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 (i.e. D. mojavensis eyeless):_D. ananassae CG43392

Gene symbol (i.e.dmoj_ey):_Dana\CG43392

Approximate location in project (from 5’ end to 3’ end):__33170-33406
Number of isoforms in D. melanogaster:_ 1

Number of isoforms in this project:__1

Complete the following table for all the isoforms in this project:

Name of unique isoform based on List of isoforms with identical coding
coding sequence sequences
Dana\CG43392-PA None

Isoform report form

Gene--- isoform name (i.e. dmoj_ey--- PA):_Dana\CG43392-PA

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

Is the 5’ end of this isoform missing from the end of project:__No
Is the 3’ end of this isoform missing from the end of project:__No




Gene Model Checker checklist

Gene Model Checker

Configure Gene Model &« Checklist Dot Plot Transcript Sequence Peptide Sequence Extracted Ceding Exons Dc
Model Details | Expand All | [E| Collapse Al
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Stop Codon Coordinates: 33404-33406
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2. View the gene model on the Genome Browser
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3. Alignment between the submitted model and the D. melanogaster ortholog

Alignment of CG43392-PA vs. Submitted_Seq

View plain text version

Tdentity: 39/81 (48.1%), Similarity: 46/81 (56.8%), Gaps: 10/81 (12.3%)

CG43392-PA 1 MEISLVHFCIITLVLLVCCFTVEVSMSKTEKCKPFLELAPKENKCLEV-KPEKKKPDGAT- 58
EERE Ok  RE R REER EiEE o * EREE kR E EkEEE  RR % _*;
Submitted Seg 1 MEIFLLSLCIVIILLLVCESISVEAAPGK---CEPFPQEWNAKAKKCLEPGEKPAGKTTAARE 57
CG43392-PA 59 —-==GSTPAAGAE--ATTARPT 74
* % _E: E EEEEEE
Submitted Seg 58 TAAGDTTASAMRADPATTARAPA VB

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

Gene name (i.e. D. mojavensis eyeless):_D. ananassae CG7140

Gene symbol (i.e.dmoj_ey):_Dana\CG7140

Approximate location in project (from 5’ end to 3’ end):__34557-36167 ___
Number of isoforms in D. melanogaster:_ 1

Number of isoforms in this project:__1

Complete the following table for all the isoforms in this project:

Name of unique isoform based on List of isoforms with identical coding
coding sequence sequences
Dana\CG7140 None

Isoform report form

Gene--- isoform name (i.e. dmoj_ey--- PA):_Dana\CG7140

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

Is the 5’ end of this isoform missing from the end of project:__No
Is the 3’ end of this isoform missing from the end of project:__No

1. Gene Model Checker checklist

Gene Model Checker
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] Acceptor for CDS 1 Skip Already checked for Start Codon
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H Daoner for COS 1 Skip Already checked for Stop Codon
] Check for Stop Codon @ Pass
] Additional Checks @ Pass
] Number of coding exons matched ... @& Pass
Annotated Untranslated ) Yes ® No
Regions?
Orientation of Gene Relative to  ®) Plus ) Minus
Query Sequence:
Completeness of Gene Model (@ Complete _ Partial
Translation:
Stop Codon Coordinates: 36165-36167

Project Details
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Project Name: fosmid_2602K20




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

Alignment of CG7140-PB vs. Submitted_Seq

View plain

text version

Identity: 379/536 (70.7%), Similarity: 457/536 (85.39%), Gaps: 3/536 ( 0.6%)
CG7140-FPB 1 MISMDPHNEEAYSIVVFGASGGLAKKEVFPALWALFRENRLPOGTEIFTFTRSPLOTKTY
g 1 ® gREE FAEAXAAAATTAAET FHEE g g ER AE g A A A AR A ATA AT R g R F g EEEE R
Submitted Seg 1 MLPIDLNHNETAYSIVVFGASCELAKQNIFPVLWSLYRDNRLPQGTRIYTFCRTEPLOTESY
CG7140-FPB 61 RLOILPYMELDEHRDPEEKYNLFWITTVHCVOGEYDKPENYVALTEAMVHOETEHNOVRANR
EEE L EER  EAF  REE ERE EE EEEFAEERREREET K K K gk EEEE EEE
Submitted_ Seg 61 RLOVIPYMNLDENRDPAKYNSFWHMNVEHCVOGEYDEPECYECLVSLMATHEVEHNQTVANR
CC7140-FPB 121 IFYLALPPIVFDOVILHNVSRECSSTTGWNRIIVEKPFARDDISYEAFQTSLCHNCFRESQT
EEERER ;HR O EREFERRERE REFERRARERETRRRRE [ RERRERERR g RE o RERER g RRER
Submitted Seg 121 IFYLAVPLAVFDOVILNTSRECSSTTGWNRIVVEKPFARDDVIFREFQSSLCNCYEESQT
CG7140-FPB 181 YLMDEHLLSROVMONFFALRYSNHLWAETLNHRHVAAVMISIKCELPVSVNRADYFNQFGI
IEEE R R AR AR E L EEREEREAR AR ER AR R R R TR g g F AR, EEEEEEEERE
Submitted Seg 181 PLMDOLMSEKOVLOMNFLALRYSHHLWCGETLNNRHEHVAAVMITVESADPVPASRAEYFNQFGT
CG7140-FB 241 IRDLMTHNEHMIQOMLAMLAMDOPYANTADDLRAERLEVLROVLTPNIGDVVLAQYRNNRRET
EEE g EA T AET pRIT AT R AR AR g R g EE A A AAA AR g EEAE R A A g g R A g R e
Submitted Seg 241 IRDVMTHHEMVOMMAMLTMDOFPYSHNNPEELRIERLEVLRDILTPHNMCGDVIIAQYEKNNGVET
Cc7140-PB 301 DPAECGYTEHTYIPKDSFTPTFALVVLHINNRRWIGVFFILRAGKALNDTKSEVRIQYEP
EE EEREEREE g H A ARETARET R AT R AR g g3 IR R ERFTERRRER AR A RIS HHR g RRRE
Submitted_ Seg 301 DPDECGYTEHSYVPEKDSFTPTFAMVVLOMKTRRWAGVPFILRAGRALNDTEVEVRVOYKR
CC7140-FPB 36l VDCDTFHSDETDIRMELVLRSFPTEEVFMREMRLERQGEDICLRESEINLEVDDRGPEGLO
L ERE EERRRE R RAREERE K RARREARERAEE RRE RARR (R ERERREERE
Submitted Seg 361 ADCDSFHSDSSDVRNELVLRLHPFEEVFMRMRLEKRPGEDLCLRETELNLRVDDRGPRVPT
CG7140-FPB 421 GLPGYLLNVFOGDOTLFMRSDEQCEIWRIFSPVLATIDSDRPRPLHYDFGSRGPLLAYRE
e ® e FERgER A F EAAXTF  AAA ARSI AT TR ATET  H ;R AEEFEEE R g EE g wEE g = g
Submitted Seg 421 SLASLLLDVFSGHNOSLFMRTDEQCEIWRIFSPFILSVIDNDRPRPLFYEFGTRGPIAAYHE
CG7140-FPB 481 AERAGFVFFATDEWHOSEETLEYTVENSKOLIGPHTALEPVRDPREKERSN—-—--SNP 533
EEEE A o WA E g R A pEE EEE g R EEAEERE | oEE R TRz R -
Submitted_ Seg 481 AERAGFLIFFPASDEWHQSVDTLAYTVOESKLLIGPHTGFEPLRAIKSREKSSKRETRE 536
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4. Dot plot between the submitted model and the D. melanogaster ortholog

Dot plot of CGA140-PE ws, Submitted Sequence
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Preparing the project for submission

GEP UCSC Genome Browser on D. ananassae Jan. 2013 (GEP/3L Reference) Assembly
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©Descriptions

Sequences producing significant alignments:
Select: All None Selected:0

3 E_imf\_lignments o
Max Total Query E Max

Description ) Accession
score score cover value ident
CGT7140 [Drosophila melanogaster] >gb|AAF51801.4]| CG7140 [Drosophila melanogaster 846 846 98% 0.0 72% NP 649376.3
AT14419p [Drosophila melanogaster] >gb|AAV37033.1| AT18987p [Drosophila melanogaster] 720 720 84% 0.0 71% AALGBO75.1

zwischenferment, isoform B [Drosophila melanogaster] >gb|AAF49000.2| zwischenferment, isoform B [Droso 402 402 91% 1e-133 40% NP 7282871
zwischenferment, isoform A [Drosophila melanogaster] >gb|AAF48999.1| zwischenferment, isoform A [Droso 402 402 91% 2e-133 40% NP 5234111
glucose-6-phosphate 1-dehydrogenase [Drosophila melanogaster’ 402 402 91% 2e-133 40% AAB02812.1
glucose-6-phosphate 1-dehydrogenase [Drosophila melanogaster] >gb|AAB02802 1| glucose-6-phosphate 402 402 91% 3e-133 40% AAB02801.1
RecMName: Full=Glucose-6-phosphate 1-dehydrogenase; Short=GEPD; AltName: Full=Zwischenferment >gb 402 402 91% 3e-133 40% P126462

glucose-6-phosphate 1-dehydrogenase [Drosophila melanogaster] >gb|AAAS9073.1| glucose-6-phosphate 401 401 91% 4e-133 40% AAAS9072.1
glucose-6-phosphate 1-dehydrogenase [Drosophila melanogaster] >gb|AABO2808.1| glucose-6-phosphate 401 401 90% 7e-133 41% AAB02807.1
alucose-G-phosphate dehydrogenase [Drosophila melanogaster 386 386 91% 4e-127 39% AAA51463.1

Using the E values given in the table in figure 2, I investigated the potential genes
using FlyBase.

FlyBase revealed that CG7140 is located on chromosome 3L. This is a good potential
match, as we know that the fosmid came from the 3L chromosome in D. ananassae.

Using FlyBase to check AT14419p shows that it is an isoform of CG43392.

The zwischenferment gene (Zw) is located on the X chromosome and therefore it can
be excluded from this analysis as a potential gene match. All of the remaining
glucose-6-phosphate genes are isoforms of the Zw gene and can be excluded as
potential matches as well.

CG3238 has a lower, yet still mildly significant alignment score. FlyBase confirmed
that this gene is located on chromosome 2L. Therefore this gene can be excluded.



CG7140 [Drosophila melanogaster]
Sequence ID: ref|NP_649376.3| Length: 533 MNumber of Matches: 1
P See 1 more title{s)

Range 1: 1 to 530 GenPept Graphics

Score Expect Method T Identities Positives Gaps
846 bits(2185) 0.0 Compositional matrix adjust. 379/530(72% ) 456/530(86% ) O/530(0%)
Query 1 MLPIDLMNETAYS IVWVEFGASGRLARON I FPVLWSLYRDNELPOGCGTRIYTFCRTPLOTESY 60
M+ +D +NE AYSIVVEGASE LAK+ +FP LW+HL+AR+NELPOGT+H+I+TE R+PLOTE+Y
Sbjct 1 MISMDPHNEEAYSIWVWVEFGASGCELAKKEVEF PATWALFRENELPOGCTEIFTFTRSFLOTETY 60

Query 61 RLOWIFYMNLDRNR D FARY N SFWMNVHCVOCEYDRFECYECLVSLMATHEVEHNOTVANE 120
BLO++PY¥M LDK+RDP EKYN FW VHCVDGEYDEKPE ¥ L M E FKHNQ ANR
Sbict 61 RILOILPYMELDKHRD PEREYNLFW T TWHCVOCEYDEPENYVALTEAMVHOETEHNOVRANR 120

Ouery 121 IFYLAVPLAVF DOV T LN T SRRCS STTEWHNRIVVERPFFARDDVTFRSFOSSLOCNCYRKESQT 180
IFYLA+F WFDQVTLN SRECSSTTGWNRI+VEFRFPFARDD+++++FQ+5LCNC++ESQT
sbiject 121 IFYLALPPIVEFDOVILNVSRRKCSSTIGCWNRI IVERPFARDDISYRAFOTSLOCNCFRESQT 180

Query 181 FLMODOLMSKOVLONFLALRY SHHLWCGETLNNRHVARAVMI TVESADPVPASEAEYFHOFGT 240
+LMD L+S+0V+0NF ATRYSHHLW ETLN+REVARTMI++K PV +RA+YFHOFGT
Sbijct 181 ¥ LMDHLLSROVMONFFATLRY SHHLWAE TLNHRHVARMTI STRCELPVSVHRADYFHNOFGET 240

Query 241 IRDWMINMHMYOMMAML THMDOP Y SHNPEELRIERLEVLEDILTPNMGDV I IAQY KNNGVET 300
IRD+MTHHM-+HOM+AMI, MDOPY+N ++LE ERLEVLE +LTPH+GEDV+H+RADY+NN ET
Sbijct 241 IFDLMTHHMIOMLAMLAMDOP Y ANTADDLEAERLEVLROVLTPN I GDVVLAQY RNNERET 300

Query 301 DPDECGY TEHSYVEPEDSFITFIFAMVVLOMETREWAGVFF ILEAGRATLND TFEVEVEVOYFL 360
DF KCOCGYTEH+Y¥Y+FEDSFTFIFA+VVL -+ REREW GVFFILERAGH+ALNDTE EVRE+QOYEK
Sbict 301 DPARCCGY TEHTY IPKDSFITPIFALYVYVLHINNRRENIGVPF ILRAGCGKALNDTESEVRIQYER 360

Ouery 36l ADCDSFHSDSSDVRNELVLELHPFEEVFMERMARLEKRPCEDLCLEETELNLERVDDRGPFRVET 420
DCD+FHSDS+D+RNELVLER F EEVFMEMRLFER GED+CLRE+E+NLEVDDRGE+
Sbijct 361 VDCDTFHSDSTDIRNELVLRESFPTEEVFMRMRLKRQGCEDICLRESEINLEVDDRGFRGLY 420

Query 421 SLASLLLDVEFSGHNOSLFMRTDEQCEIWRIFSPILSVIDNDRPRPLEFYEFGTRGPIALYHE 480
L LL+VF G+O+LFMR+DEQCEIWRIFSP+L+ ID+DRPRFL Y+FG+RGP+ AY K
Sbjct 421 GLPGYLLNVFOGDOTLFMRSDEQCEIWRIFSPVLATIDSDRPRPLHYDFGSREPLLAYRE 480

Query 481 AERNGF LFFASDEWHOS VD T LAY TVOKSKLLIGFHTGFEPFLRATKESEESS 530
AERAGEF+FFA+DEWHQS +TL ¥TV+ SK LIGPHT EKP+R +5++5+
Sbict 481 AFRAGFVFFATDEWHOSEETLEY TVENSKOLIGPHTALEPVEDPRSERSN 530

AT14419p [Drosophila melanogaster]
Sequence ID: gblAALBB075.1| Length: 526 Number of Matches: 1
e See 1 more title(s)

Range 1: 69 to 523 GenPept Graphics o
Score Expect Method Identities Positives Gaps
720 bits(1859} 0.0 Compositional matrix adjust. 325/455(71%)} 387/455(B5%) 0/455(0%)

guery 76 PARYMNSFWMNVHCVOGEY DK PECYECLVSLMATHEVEHNOTVANRI FYLAVPLAVEDOVT 135
P 5 W VHCVOGEYDEKPE ¥ L M E FHNQ ANRIFYLA+FP VEDOVT
sbijct 69 PRSTTSLWITTVHCVOGEY DK PENYVALTEAMVHOETKHNOVEANRIFYLAT.PPIVEFDOVT 128

Query 136 LNTSRRECSSTTGWNRIVVERFFARDDVIFRSFOSSLOCNCYRE SQIFLMDOTMSKOVLONE 195
LN SRECSSTTGWHRI+VEERFPFARDD+H++++FO+SLCHCH+HESQOI+LMD Li+S5-+HOWV-HONE
Sbjct 129 LNVSEECSSTTGWNRIIVERPFARDDI SYRAFQOTSLOCNCFRESQIYLMDHLT.SROVMONE 188

Query 196 LALRYSMHLWGETLMNMRHVAAVMITVESADFVPASRAEYFMNOFGIIRDVMTHHMVOMMAM 255
ALRYSMHLW ETLN+RHWVAAVMI++FK PV +RA+YFNQFGIIRD+MTHHM+OM-+AM
Sbjct la9g FALRYSHHLWAETLNHRHVAAVMIS IKCELPVSVHNREADYFNOFGIIRDLMTHNHMIOMLAM 248

Query 256 LTMDOPYSHNNPEELRIERLEVLREDILTPMNMGDWIIAQYENMGVETDPFDHECGYTEHSYWVEE 315
L MDQPY+M ++LR ERLEVLE +LTPFN+GDV++AQY+NN ETDFPF FKCCYTEH+Y+FE
sbjct 249 LAMDOPYANTADDLRAERLEVLROVLTPNIGDVVLAQYRMNMRERETDPAKCGYTEHTYIPK 308

Query 316 DSFTPTFAMVVLOMETRRWAGVPFILRAGRALMDTEVEVEVQYKAADCDSFHSDSSDVEN 375
DSFTPTFA+VVL + FRRW GVPFILEAGHALNDTE EVE+QYK DCD+FHSDS+D+RIN
Sbjct 309 DSFTFTFALVVLHINNERWTGVFEFF ILRAGKATNDTESEVRIQYRFVDCDTFHSDSTDIRN 368

Query 376 ELVLRLHPFEEVFMRMRLERPCEDLCLRETELNLRVDDRGPRVPTSLASLLT.DVEFSGHNOS 435
ELVLE F EEVFMEMELKERE GED+CLERE+E+NLEVDDRGE+ L LLAWVE G+0+
sSbjct 369 ELVLRSFPTEEVFMEMRLFROGEDICLRESEINLRVDDRGPRGLOGLPGYLLMWVEFQGDOT 428

Query 436 LFMRTDEQCEIWRIFSPILSVIDNDRPRPLFYEFGTRGPIAAYHFAERAGFLFFASDEWH 495
LFMR+DEQCEIWRIFSP+L+ ID+DRFPRPFL Y+FG+RGP+ AY FAERAGF+FFA+DEWH
sbjct 429 LFMRSDEQCEIWRIFSPVLATIDSDRPRPLHYDFGSRGPLLAYRKAERAGFVFFATDEWH 488

guery 496 OSVDTLAYTVORESKLLIGPHTGFKPLEATKSRESS 530
Q5 +TL YTWV+ESK LIGPFHT EKP+R +5++5+
sbjct 489 OSEETLEYTVERKSKOLIGPHTALKPVRDPRSKRSN 523



