

Drosophila genes modified 011707


These are the sequences that I modified with the details from my files.  I know there is a lot on here and much of it not well organized, but it shows why I made each correction.   

The ideal situation would be for these to be given new CG numbers. 
Modified genes are:  CG30045, CG15007, CG7072, CG9665, CG9295, CG9299.  

New gene identical to CG18777 – details from genomic sequence provided.  There is another CPR gene in the opposite orientation between them and a pseudogene.  
Finally there is another gene in the 65A cluster now called Cpr65Ay.  
>CG30045  
Original sequence:

MNVKLVMFNTIRDDHSASNAPRNTAYRMGRALVGGFDSIRSGPVRFICAPWEMVLASDKS
HLKEASDRRVFKMLGVHSLISNCNSVCVQKFKRFGINMQRVASVDHSNGSRRTRSRRPGP
RITGYSSVRHAIHSKMEEINLGILHADIASACFQLLFIAALLLSLAQARPQVRGQAPGEP
IPIIRQEQEVNFDGSYKYLYETGNGINAEEEGYLKNPGTDNAGQVAQGSFSYTSPEGIPI
RITYLADENGFQPQGDHLPTPPPIPPAIQKALAYLATAPPPPQEQPGGFNNRRETWTTSE
YRGSTSKKFQQPAVPGGERCNASPLNRFYR   same version on 4.1 release

no signal at MFN 

no signal at MGAL

no signal at  MVL  

no signal at MLGV 

Clearly wrong, no signal peptide.  
Needed major correction – all guided by excellent ESTs.

Revised:  CG30045
MQYTLLFIAALLLSLAQA      RPQVRGQAPGEPIPIIRQEQEVNFDGSYKYLYETGNGINAEE

EGYLKNPGTDNAGQVAQGSFSYTSPEGIPIRITYLADENGFQPQGDHLPTPPPIPPAIQK

ALAYLATAPPPPQEQPGGFNNRRG-

18 and 19: AQA-RP

cDNA:
ATGCAATACACA

CTGCTCTTCATAGCAGCCCTGCTGCTCAGCT
TGGCCCAGGCCAGACCACAAGTGAGAGGCCAAGCGCCGGGAGAACCCATTCCAATTATCA
GACAGGAGCAGGAGGTCAACTTCGACGGCTCCTACAAGTATCTGTACGAGACGGGCAACG
GCATCAACGCCGAGGAGGAGGGCTACCTCAAGAATCCAGGCACCGATAATGCCGGCCAG 

GTCGCACAGGGCTCCTTCTCGTACACCTCACCCGAGGGCATTCCGATTCGGATAACCTAT
CTGGCGGACGAGAATGGCTTCCAGCCGCAGGGCGACCACCTGCCCACGCCGCCACCCATC
CCGCCTGCAATCCAGAAGGCATTGGCCTACTTGGCCACCGCTCCGCCGCCGCCACAAGAG
CAGCCCGGCGGGTTCAACAACCGACGTG   gttag

This was original sequence.  I have now marked the correct cDNA on it.

....................tggaaggggatcaaacattggatgcatttcacaatgagtt
ggtcggtaaacattggtgggggaaagctagcaatgtagcaaacggtaaaggaaccatttg
tgcaaacattacagggaatactacgactgccgcagtcaaaatatgggtataaatagtgag
gcctggaccagcgaaagacacactcagagttcagcagctcgtccgtcgataagcaacagc
cagccagcaatcctaaaagcccaaaaaatccaatcaacatgaagttcttcgctgtcctcg
tctgtttctccgctgtcctggccatcgcaatggcatctaccgcaactacaaccagcactc
ccacaacgccctcttcgcccacgacgacgacgtacacctatactaccaccccgacctacc
ccacctacacctacaccacggacaccaccaccactaagccaatcaagcaacagctcctgt
ccctgctgttcaacaagaagtccggatagagccgcccatccgatccacgatgctgccact
tgatacgatcctcatcacctgaatagccaaataaaaacaccaaataccaaaaaacaaaca
agcgccgtctcttgctctcacacaataccgcaatcgaagttaaccatctcacgtagcatt
gggcggtgggacatttggggctttacttccacctccacctccatttctacttcggcggta
actgacatttgctcaactggcaacggaacgccccggctcaggcattaccgccttttggcc
ggacctgttcaagaaacatctgttcggctgccgcaaaggtcaagcggcacttgccacatt
cagttagctggtgagtaagtcagttggccagccagacatgatcatggtcaggtggcagtc
ataatcccgccaatgatgatcatcaagccgttgagtcaaatgtctaatgactgcactgac
aaattgatgtaggaatgcagcagtctgtccctattcctctcacgctgccgaggatgagtt
1 CG30045-RA-exon:7892018:7892090 2R 1 7,892,018 7,892,090 0 1 73 ATGAATGTCAAGCTGGTCATGTTCAACACGATCCGAGATGATCATAGTGCCTCCAACGCC
CCTCGCAATACAG   Intron 1-2 2R 1 7,892,091 7,892,289     199 gtgcacagtgggcgatggctagctaggatagtttctattgcagcaagcaattgaagatgc
aactgtgctgatgataacttccagcataacaacttaatgttgtgagatattatactaaac
tatatttttctttgctctaatgataaagtagagtccccactgtggctgtcatgtagacaa
ctcattcgacaaattgcag 2 CG30045-RA-exon:7892290:7892888 2R 1 7,892,290 7,892,888 1 0 599 CATATCGGATGGGTCGTGCACTTGTAGGTGGATTCGATTCGATTCGGTCCGGTCCGGTTC
GGTTCATTTGCGCTCCATGGGAGATGGTATTGGCCTCCGACAAGAGCCACCTAAAAGAGG
CTTCCGATCGGCGGGTCTTCAAAATGCTAGGCGTTCACTCTTTAATCTCCAACTGCAATA
GTGTCTGTGTGCAAAAGTTCAAGCGATTTGGTATAAATATGCAAAGAGTCGCCTCTGTTG
ACCACAGTAACGGATCGAGACGAACTCGGAGCAGACGACCAGGACCC AGGATCACAGGAT
ACAGCTCGGTTCGAC   ATGCAATACACA
GTAAGATGGAAGAGATCAACTTGGGTATACTCCATGCTGATATCGCATCCGCGTGCTTTCAG   62

CTGCTCTTCATAGCAGCCCTGCTGCTCAGCT
TGGCCCAGGCCAGACCACAAGTGAGAGGCCAAGCGCCGGGAGAACCCATTCCAATTATCA
GACAGGAGCAGGAGGTCAACTTCGACGGCTCCTACAAGTATCTGTACGAGACGGGCAACG
GCATCAACGCCGAGGAGGAGGGCTACCTCAAGAATCCAGGCACCGATAATGCCGGCCAG   

gtgggtgtaggagaactccattcacagtcgtgcctggcatttgccggctaccagttggcc
aaacgaaacgagcactaacttgcatttgcccttttaccgctccaaag 

GTCGCACAGGGCTCCTTCTCGTACACCTCACCCGAGGGCATTCCGATTCGGATAACCTAT
CTGGCGGACGAGAATGGCTTCCAGCCGCAGGGCGACCACCTGCCCACGCCGCCACCCATC
CCGCCTGCAATCCAGAAGGCATTGGCCTACTTGGCCACCGCTCCGCCGCCGCCACAAGAG
CAGCCCGGCGGGTTCAACAACCGACGTGgttag
gtaatcacatcgacttctacaatcgaattacctggttctactcaattacaaaacg
tgtgcgaatgaacaataaaactggccatacaacaacaaatgcagagtggattttcaatga
ttagcaaatgatttagctgtggaatttaatactgactttagtagacttaatcaagtggca
gatatgcaatcaaacgatgacgtcttgcgatctaatgactaatgatgtattgatttccaa
tttacttttgcgtttggatcgatttcttatgcgattgtaaatatattggaaataacccgt
attcagataagatttaactcacttgggtccaattccttgaccttaccctcgtgaatcaaa
atatgtactgaatattctgattttatgggctaggcgcgtgtggtcgggaaaaccttattc
atacttgttctttaatgagggggatggtaaaacagcctgatttttctagataagatttgc
aaagacttaagttcaactgaacctgaagaaagtaaaccaaataaatgcgttagaatacat
gcataacttttccatagattttcattttcgatgtataatattggccaatctaatcatgct
tgtgattaatattatattaaatggatatcattaaactcatagtagacttaatcgataata
atttcattagctagtgcggcactctattccaaatggaaagatctttatccattcagtcag
ctttaatgatcattacagggcacgcaatattatgttgcctagtttcaggcatttggcata
aatgaagttgaagcggcttggaattgtattatcttttcaag 4 CG30045-RA-exon:7894025:7894137 2R 1 7,894,025 7,894,137 1 0 113 AAACGTGGACAACGTCCGAATATCGTGGTAGTACCTCCAAGAAGTTTCAACAGCCGGCTG
TTCCAGGTGGAGAACGCTGCAATGCATCTCCATTGAATCGTTTCTATCGCTGA   3' downstream sequence               gccatcagatcggaaagcagccttccaacaaattatgaattaatcgccccgtaaaccaag
acgcttaattgatcaagtcaccggtcggatcagttgcaattagacacagcaatccactcg
tagtggatgctggatgctgcttagatatgtgggcgtatgggggtgcatccgaaagatata
aagctgggggccgacggctagatcttttcattgctcatcttcgacgatgtggctgcgcgt
agcggtgagtttgacttacctcagatacctcaaaatttaatatgcattcccatgcagatc
gttctagttatagcccttgcggctgccgttctggcccaaaacgatggacggtatcgtcct
ccgccgacaagggcgagtgccggagatggtaggtaccgcggcggtaacgatggacgttat
cgcggtggaggcgatggacgatactcgggtggcaacgatggacgctacgtgcacatggac
aacaagtacaagcacgacgatcgtcctggtggggattactccggcgatgcaggtcgctat
gtgggggacaagaacaggggtggtggaggcggtggtggcggtggtggtggtggtggaggt
ggatccggggcaggtggtggtggagcagcagttgtagtgcccagaacctcagccaggcct
caaccaagacccaccactgcagcgccgccggctattgccgatccaactgccaatcttccc
aagggacgtggcaccggcgaaggaggcaacggatgggccatcatccgccaggaagacgat
gtggaggtggatggctatcactatctgtgggtattgtgtaactttcaatgtgacgcattt
taaaaccatgctttttagttgggaaactgagaacggcatcttaggcgaggaaagtggacg
catcgaaaagctgaccgaggaggagggacttcgttccaagggattctacgagtacactgg
acccgacggcatcctctaccgcgtggactatgtagcagac....................

Here is the supporting evidence.  I got this by blasting with just what is now the final exon.  

EC255579                 382 bp    mRNA    linear   EST 05-JUN-2006

DEFINITION  483378 CK02 Drosophila melanogaster cDNA clone 214567, mRNA

            sequence.

ACCESSION   EC255579

VERSION     EC255579.1  GI:107309862

GCTCCTACAAGTATCTGTACGAGACGGGCAACGGCATCAACGCCAAGGAGGAGGGCTACC

TCAAGAATCCAGGCACCGATAATGCCGGCCAGGTCGCACAGGGCTCCTTCTCGTACACCT

CACCCGAGGGCATTCCGATTCGGATAACCTATCTGGCGGACGAGAATGGCTTCCAGCCGC

AGGGCGACCACCTGCCCACGCCGCCACCCATCCCGCCTGCAATCCAGAAGGCATTGGCCT

ACTTGGCCACCGCTCCGCCGCCGCCACAAGAGCAGCCCGGCGGGTTCAACAACCGACGTG

GTTAGGTAATCACATCGACTTCTACAATCAAATTACCTGGTTCTACTCAATTACAAAACG

TGTGCGAATGAACAATAAAACT
1/290   213/78   plus minus

1 agttttattg ttcattcgca cacgttttgt aattgagtag aaccaggtaa tttgattgta

       61 gaagtcgatg tgattaccta accacgtcgg ttgttgaacc cgccgggctg ctcttgtggc

      121 ggcggcggag cggtggccaa gtaggccaat gccttctgga ttgcaggcgg gatgggtggc

      181 ggcgtgggca ggtggtcgcc ctgcggctgg aagccattct cgtccgccag ataggttatc

      241 cgaatcggaa tgccctcggg tgaggtgtac gagaaggagc cctgtgcgac ctggccggca

      301 ttatcggtgc ctggattctt gaggtagccc tcctccttgg cgttgatgcc gttgcccgtc

EC073781                 495 bp    mRNA    linear   EST 30-MAY-2006

DEFINITION  211301 CK01 Drosophila melanogaster cDNA clone 51303, mRNA

            sequence.

ACCESSION   EC073781

VERSION     EC073781.1  GI:103723802

1  251  213   463

1 aggatcacag gatacagctcggttcgacatgcaatacacactgctcttcatagcagccct

       61 gctgctcagcttggcccaggccagaccacaagtgagaggccaagcgccgggagaacccat

      121 tccaattatcagacaggagcaggaggtcaacttcgacggttcctacaagtatctgtacga

      181 gacgggcaacggcatcaacgccgaggaggagggctacctcaagaatccaggcaccgataa

      241 tgccggccaggtcgcacagggctccttctcgtacacctcacccgagggcattccgattcg

      301 gataacctat ctggcggacg agaatggctt ccagccgcag ggcgaccacc tgcccacgcc

      361 gccacccatc ccgcctgcaa tccagaaggc attggcctac ttggccaccg ctccgtcgcc

      421 gtcacaagag cagcccggcg ggttcaacaaccgacgtggttaggtaatcacatcgacttc
      481 tacaatcaaattacc
73781           AGGATCACAGGATACAGCTCGGTTCGACATGCAATACACACTGCTCTTCATAGCAGCCCT

CG30045         ----------------------------ATGCAATACACACTGCTCTTCATAGCAGCCCT

                                            ********************************

73781           GCTGCTCAGCTTGGCCCAGGCCAGACCACAAGTGAGAGGCCAAGCGCCGGGAGAACCCAT

CG30045         GCTGCTCAGCTTGGCCCAGGCCAGACCACAAGTGAGAGGCCAAGCGCCGGGAGAACCCAT

                ************************************************************

73781           TCCAATTATCAGACAGGAGCAGGAGGTCAACTTCGACGGTTCCTACAAGTATCTGTACGA

CG30045         TCCAATTATCAGACAGGAGCAGGAGGTCAACTTCGACGGCTCCTACAAGTATCTGTACGA

                *************************************** ********************

73781           GACGGGCAACGGCATCAACGCCGAGGAGGAGGGCTACCTCAAGAATCCAGGCACCGATAA

CG30045         GACGGGCAACGGCATCAACGCCGAGGAGGAGGGCTACCTCAAGAATCCAGGCACCGATAA

                ************************************************************

73781           TGCCGGCCAGGTCGCACAGGGCTCCTTCTCGTACACCTCACCCGAGGGCATTCCGATTCG

CG30045         TGCCGGCCAGGTCGCACAGGGCTCCTTCTCGTACACCTCACCCGAGGGCATTCCGATTCG

                ************************************************************

73781           GATAACCTATCTGGCGGACGAGAATGGCTTCCAGCCGCAGGGCGACCACCTGCCCACGCC

CG30045         GATAACCTATCTGGCGGACGAGAATGGCTTCCAGCCGCAGGGCGACCACCTGCCCACGCC

                ************************************************************

7381            GCCACCCATCCCGCCTGCAATCCAGAAGGCATTGGCCTACTTGGCCACCGCTCCGTCGCC

CG30045         GCCACCCATCCCGCCTGCAATCCAGAAGGCATTGGCCTACTTGGCCACCGCTCCGCCGCC

                ******************************************************* ****

7381            GTCACAAGAGCAGCCCGGCGGGTTCAACAACCGACGTGGTTAGGTAATCACATCGACTTC

CG30045         GCCACAAGAGCAGCCCGGCGGGTTCAACAACCGACGTGGTTAG-----------------

                * *****************************************                 

73781           TACAATCAAATTACC

CG30045         ---------------

55579rev        ------------------------------------------------------------

CG30045         ATGCAATACACACTGCTCTTCATAGCAGCCCTGCTGCTCAGCTTGGCCCAGGCCAGACCA

55579rev        ------------------------------------------------------------

CG30045         CAAGTGAGAGGCCAAGCGCCGGGAGAACCCATTCCAATTATCAGACAGGAGCAGGAGGTC

55579rev        ----------GCTCCTACAAGTATCTGTACGAGACGGGCAACGGCATCAACGCCAAGGAG

CG30045         AACTTCGACGGCTCCTACAAGTATCTGTACGAGACGGGCAACGGCATCAACGCCGAGGAG

                          ******************************************** *****

55579rev        GAGGGCTACCTCAAGAATCCAGGCACCGATAATGCCGGCCAGGTCGCACAGGGCTCCTTC

CG30045         GAGGGCTACCTCAAGAATCCAGGCACCGATAATGCCGGCCAGGTCGCACAGGGCTCCTTC

                ************************************************************

55579rev        TCGTACACCTCACCCGAGGGCATTCCGATTCGGATAACCTATCTGGCGGACGAGAATGGC

CG30045         TCGTACACCTCACCCGAGGGCATTCCGATTCGGATAACCTATCTGGCGGACGAGAATGGC

                ************************************************************

55579rev        TTCCAGCCGCAGGGCGACCACCTGCCCACGCCGCCACCCATCCCGCCTGCAATCCAGAAG

CG30045         TTCCAGCCGCAGGGCGACCACCTGCCCACGCCGCCACCCATCCCGCCTGCAATCCAGAAG

                ************************************************************

55579rev        GCATTGGCCTACTTGGCCACCGCTCCGCCGCCGCCACAAGAGCAGCCCGGCGGGTTCAAC

CG30045         GCATTGGCCTACTTGGCCACCGCTCCGCCGCCGCCACAAGAGCAGCCCGGCGGGTTCAAC

                ************************************************************

55579rev        AACCGACGTGGTTAGGTAATCACATCGACTTCTACAATCAAATTACCTGGTTCTACTCAA

CG30045         AACCGACGTGGTTAG---------------------------------------------

                ***************                                             

55579rev        TTACAAAACGTGTGCGAATGAACAATAAAACT

CG30045         --------------------------------

>CG15007
had to adjust the start of translation to get a signal peptide but otherwise cDNA confirms the sequence
no signal peptide in this but if you start at MAL it is ok.

MAIQDSSDSIVKHKAPLENHYPPANLVMALIKITLICCALIAAIECALLPAAVPVGVPLN
TEVDPHPQYAFAYNVQDALTGDSKSQQEVRDGDVVKGSYSVVDADGSLRTVFYTADPING
FNAVVQRGPVPVAARPLVAPVAAPILG
So I used this:  

MALIKITLICCALIAAIEC    ALLPAAVPVGVPLNTEVDPHPQYAFAYNVQDALTGDSKSQQ

EVRDGDVVKGSYSVVDADGSLRTVFYTADPINGFNAVVQRGPVPVAARPLVAPVAAPILG

-

pos. 19 and 20: IEC-AL

CG7072    
Drastically revised based on EST.  Found new first exon, and discarded first one previously identified.  Third exon was extended into predicted intron, and final exon was discarded.  

MKYFVAIALLFAAAQA     VPIELGHYAPALVHHAPVLSHAVHAVHAEPVAYPKYSFNYGIKDPHTGDIK

SQAEERDGDVVKGQYSLVEPDGSVRTVDYTADDHNGFNAVVHKTAPSKIIAHAPVLHAAP

VLAHAPLLHHY-    
at the very end is the original predicted protein
# Most likely cleavage site between pos. 16 and 17: AQA-VP

from  Dec. 06 release  Release_5.1
MVVQHCSAANWHPAPPAPPAPPAPPIPPTPPTGGTAATPSFYFVAIALLF

AAAQAVPIELGHYAPALVHHAPVLSHAVHAVHAEPVAYPKYSFNYGIKDP

HTGDIKSQAEERDGDVVKGQYSLVEPDGSVRTVDYTADDHNGFNAVVHKT

APRPNTYSFGYEINDPQTQNSQFREEKRFVNGSIQGSYGYARPDGRIEVT

KYMAKEDGGYSAQIQIFKAGDEKVKSVWPTERPDILVERSKSDAPSNITW

DPKSHLNVTVSHVADHVAQQLKQQHGLDLNHIDVTKDVLKPAVLDVIQGK

EPTKGRPVQNLIPQHFPIVPFQLPADQETTKATTAEPQKTESSKYHRAQS

NNAEKAQQVEEPEARLPPPGPLVNSSPSDGNWQRRTIEANRREFLANLPN

LSEARPE

atgaag

TACTTCGTTGCCATCGCTCTGCTGTTCGCCGCCGCTCAGGCTGTTCCCATCGAGCTGGGC
CACTACGCCCCTGCGCTGGTGCATCATGCGCCAGTCCTGTCGCACGCCGTCCATGCCGTC
CACGCCGAGCCGGTGGCCTATCCCAAGTACTCCTTCAACTACGGCATTAAGGATCCCCAC
ACCGGCGACATCAAGTCGCAGGCCGAGGAGCGCGACGGCGATGTGGTGAAGG  
GCCAGTACTCCCTGGTTGAGCCCGATGGTTCGGTGCGCACCGTTGACTACACCGCCGACG
ACCACAATGGCTTCAATGCCGTCGTCCACAAGACCGCCCCCA   

 gtaagatcatcgcccatgcacccgtgctgcatgccgcccccgttttggcccacgcccccc
ttctgcatcactactaa

colors adjusted to mark genomic sequence that agrees with cDNA

....................tttttcccatcgttttctcagacttcaggccgtctcctct
ttgcgaatccccccctccccaaaccattggctgtttgtctctatttaatggccacttgtg
tgtgttttataagatacaatcataattttctgatatgtcatgccagagcggttgactgct
tgttgtgggtgttgcctaaaaaagtgtcaaaaaagagttgcttgggagtttagcaagcgt
aaaatgaggaggagttaaagctataatacttagttagtttagtgttaaatattatgttaa
ttgccaagattggtggaggatctttttaattacaaaatattagtcactgctaagcatcat
catatacacttaattatattttctggaatctgggtcacaaattccagtttaaagaaagac
agcttagatcataaataaattatatctagcctcatttttaatacaatgtttatatacatt
cccctacaatctatacaaacatttgtctcatgactccgaaaattattgattgagccgcgt
ttgatttgcttaggcatgtcaaactatttgccaacaccgaaattccgcacacagttctcc
agatcgtgaaaataacaaactgaaatcggtcgcaaaaatgtcaggcaacaaattgcgtgg
cccgaaaactacgcaagttggttttggttttgttggtgttgtcgtggtaattataacgac
gccccgtttgattgccacagatatggtaataatattttttcggccaacttgtgcggactc
gaaacgatcgtaattatgtcggcaaatcaataaataaaaagcttagatcattagagccaa
tgcaaaagtgtcgctttcaattgcagcgccgtcatcagcgagaggcagacaaacagtcag
cgaaactaagaaactaagtcaccgaacgaacgccttctcaggtcgaaaaacaaatgccgc
acctagctacagatttttgaagggggaattaggggatcattgttgtggcacatgcgtggt
1 CG7072-RA-exon:8299603:8299725 3L 1 8,299,603 8,299,725 0 0 123 ATGGTAGTGCAGCACTGCTCCGCTGCCAACTGGCATCCAGCTCCCCCGGCACCGCCAGCA
CCACCAGCACCACCAATACCACCAACACCACCCACCGGTGGCACAGCTGCAACGCCATCG
TTC   Intron 1-2 3L 1 8,299,726 8,300,094     369 gttcgttccagtcgtcgttgatcgggctgcagtcgtcggcgagcgacgcgtatataaata
cttttggtcatcgttgcagacatc agttcagctaacgatttcgtgctcttaacggtcctc
acttactcgagctcactccttacagcctcctctacaggattcagcgtccagtcgtccttc
gtccttgtttttagctacgtgttcgcgccgtgtgtccgtttgccgttcgtgctcgataat
taaaatgaag  gtgtgtgctccaaccccctgccccctccaatcaaccatagacccccaatc
aaccatagacccccacaagcaccccagtgattccaccgatcctgatgctcacttctcctt
accccctag 2 CG7072-RA-exon:8300095:8300326 3L 1 8,300,095 8,300,326 0 1 232 TACTTCGTTGCCATCGCTCTGCTGTTCGCCGCCGCTCAGGCTGTTCCCATCGAGCTGGGC
CACTACGCCCCTGCGCTGGTGCATCATGCGCCAGTCCTGTCGCACGCCGTCCATGCCGTC
CACGCCGAGCCGGTGGCCTATCCCAAGTACTCCTTCAACTACGGCATTAAGGATCCCCAC
ACCGGCGACATCAAGTCGCAGGCCGAGGAGCGCGACGGCGATGTGGTGAAGG   Intron 2-3 3L 1 8,300,327 8,300,783     457 gtgagttttcaattggttaataaccacaaatgatcggtataatctttcctgaaagtcgaa
atatcctgaactcctttataaatcgaaagacttaggcagaaaatcgcactgaaggcaaag
taacgcagtcagcggattgcagaagggaatttttaacttcatttttatcctaacaaacga
aagacttaagcaacgaacttgaataaaaaactacatatgaaaagaacgtgattcttaaca
ttttagttcaaaactctataaacattttaagaagttaatatattagttatataaagactt
tcacaagagactagacattgttagttgaaacataattaagacatttaaatgcgaaaacaa
ataatgttttattgagatagcttaccagttgtagctatgacctaaacttgcgaaatgtgt
ttactgtgctgacccatttcactgaatcctttttcag 3 CG7072-RA-exon:8300784:8300885 3L 1 8,300,784 8,300,885 1 1 102 GCCAGTACTCCCTGGTTGAGCCCGATGGTTCGGTGCGCACCGTTGACTACACCGCCGACG
ACCACAATGGCTTCAATGCCGTCGTCCACAAGACCGCCCCCA   Intron 3-4 3L 1 8,300,886 8,303,296     2,411 gtaagatcatcgcccatgcacccgtgctgcatgccgcccccgttttggcccacgcccccc
ttctgcatcactactaa
gaagcgggagcctgacttagtcaccaaggtgctctccctctcg
ctctcatccattcacaccagaatcttcataggaacaacaacaaacagaaaaacaaacaaa
aaaacacaaaaaaaaaaacaaacaaacaaacaacgaaaatgaaaatcttttgtaagtaag
cgtagcgtagagtttagtagacacggaccgccttagggggcgtgtcccggcacccggctg
atcctggcatggcacaaggacgaaggatataaaccgaatcgaaaacaaactgaaattcat
aacgacttggcattcggaatgatttgaacgcggatgatgaacgcgcaaaggataacaacc
ggtattggagtgacaagtttttcacacgaaatatgttatttgtttgtatatgtatgtacg
tacgattaaccagaaccgatttcactgaaaatcttttgcacacaatgccccaagaaaatt
gtacttcaaggatggcaaaggcttcttttaggacttctcctcactctgtacatagaactt
tatttatacgcttagttctttcagtttcccaagctaatcttttgtaatatatttatgact
atctctcttctgtgctatgcattttccaattctatatcatcttctttagaagcctttgcg
atgactgtcaaactgtggccagcttcctttaactgccacgccccattgagagccacggtg
ggcgtgctaaattgtgtgccattgcaggatttgctgacagtttgataggatctctagcag
aacaggtccttggagggcaaaagattgccggtaatgggccggtcattgtgcattagtagc
tagtactctagaaatccccgctgttatcctcgtgacctcattccgcctctttcttccact
ctcacccgtctcactcactcaacgactcactatctctttctctctctctttatatctcac
tctcactcactcactctcagtctgacacctttgtatctagtttcattttttgcatttagt
atttttcacatttattgtgtatttataatgaattatgcagcttaattataaacaaacaaa
gaaaaacatacgaaaaaaagcaacaaaaaaaacaaaaattgtactcaattaggaggataa
acgaaagataaaaaacaaactctcacatgtctctcacgtctcaaaagttcatttgagtct
tacaattatgtactatatattccccataaacatttgtatgcaaaaacagcaacaacaaca
gcagcaaacagcaaacgaaatgcgaaaacgttattatggaaatagaaagaaaaaaactaa
aaaaaaataaataaaaaatcatatttaaaaaataatgattatttcgttttttttgggttg
gtttttgaagccacagcgaaggtcgtgaagattagcatgctggaaaaataataattataa
taattagcagagcaaaaataggaaaataacttagcattccggtgaagtattccaaatggg
gattcgcacccactctatgtgggcctctccatttcgctttaggttcttggttcttcagtc
tgtcttcgccatcgaaagtacacgcaactcggcggtcaaaaaaaaaaaaataaattaata
ataatagcaccgaaataaatgtgatagatcgatctacaggcgagcagcattgaaattcag
catgggacattcgtcaaatttgttttggttctttgtaagtgatttgaaattgttacttca
gtgctcaggaatttttagttgcacataaaaaaacaatactcaatttgttaaatgttctgg
cagtgaaagtcaataaaaatgtgatcatttctctaaaatgtgttccctaaagttcttaca
aatattaaatcttacttggaatcaaaataaaaaaaagaataaaataaaagaatttagtaa
aatcattgtttagagtaatcaaaatgtatttcttatataaaagagaaaaactgtttttat
ttttaatcttcggatgacaataaatcccgatcaattaaaaatcgaagtggaaaaatgaaa
tgcgactggaggatcaaccaaaaacgacaaagaaacaaaatcattttatttattaacgat
tttcgttttgcaaacaatatttacgcctcaatatatgctgagcattttattccatctgta
ggttttcgtattaatcacaaaagtatacgccgcattgtccaatccattgtcatcaaaaat
cgaagtatacaatcagcctgaagttacacccgaaaaagaaagagccaaagtgagaaacta
tttcgtgcatgagccatacggtatgcaatattatagtttccttattccttattccaaaat
tttatttatag 4 CG7072-RA-exon:8303297:8304063 3L 1 8,303,297 8,304,063 1 0 767 GGCCCAACACATATTCCTTTGGCTATGAGATTAATGATCCGCAGACGCAAAACTCTCAGT
TTCGAGAAGAAAAAAGATTTGTGAATGGCAGCATTCAAGGTAGCTACGGGTATGCAAGGC
CAGATGGACGCATTGAAGTCACCAAATATATGGCGAAAGAGGATGGCGGTTACTCGGCCC
AGATTCAGATTTTTAAAGCAGGCGATGAGAAAGTCAAATCAGTTTGGCCCACCGAAAGAC
CTGATATATTAGTGGAGAGAAGCAAATCCGATGCTCCTTCAAATATCACCTGGGATCCAA
AGAGCCATCTCAACGTGACCGTCTCTCATGTGGCGGATCATGTGGCCCAGCAGCTGAAGC
AGCAACATGGCCTCGACCTAAACCACATCGATGTGACCAAGGATGTGCTTAAACCAGCGG
TGCTCGATGTTATCCAGGGCAAGGAACCAACTAAGGGTCGCCCTGTTCAGAATCTAATTC
CTCAGCATTTTCCCATAGTTCCCTTCCAACTGCCGGCGGATCAAGAAACCACCAAGGCCA
CCACAGCGGAGCCCCAGAAAACTGAAAGTTCAAAATACCACAGGGCGCAATCCAACAATG
CCGAGAAGGCTCAACAAGTCGAGGAGCCGGAGGCAAGATTACCGCCACCCGGGCCACTGG
TCAATAGCAGTCCAAGCGATGGAAATTGGCAACGGCGAACCATTGAGGCAAATCGCCGTG
AATTCCTGGCCAATTTACCCAACCTAAGTGAGGCCAGGCCAGAGTAA   3' downstream sequence               atgtttgaaaatgtttcaccaggccaaactaaatgcttaatagttttttttacgagaaat
gctaaagaggggttgttaaccaaattgcacagaagaatataagttaaatataaaacttta
taaaaaatatgtgtattatgttttattgaatattattatgattagtttatagtgcatgtt
attaatggaacgcataatatttataagtttcaattaacttttattttgttctataaaatc
ggttagctattttttctctgtgcacatgagcaatattagttaagacaagagcattccctg
agctagttattaggtaagcttctttcacttttcattccccgcctcttttgccgatacctt
ggccataaaaaagtgatcacaatttggccgtaatagcaaaatgggagccacaaaagaatg
ccatacactgaagagcataattgtggcggctaaaagaggtgacgagtggtgccaatgtat
gtggcaacatttttttggaaaatattttccgggtgccaaagtggagcagccagattggcg
gcgtcttgatcccaatcgaaagcgcttgccgcctttgaagtttcatttttattgcctctg
taggttaatttgtgtcgcccacaacgggtcggattgggtttggtccgctcgccaggtgga
tggatattccaaccattcaggaagacatcggttcggatcacgttgcagtcaagtgtaaat
gttttgccatttaattgctccaaatttccaaatgcgtttccatgcgcgcaaatgccgagc
ggagctcgaaactcgaaaaaaaacggaaggaaatgcgaattgcattttgatttctgttat
cgttttcgctttccacgtcatttcgctatctcttccatccaatgcatatttatgctgatt
tattattccattattgcggcagctttaatttgtggcacgcacactcttcgcagattgcga
aatttcgttgccaaaagctctttacacggtatttgttatt....................
b|CK131903.1| 


 LP12967.5prime LP Drosophila melanogaster larval-early pupal 

pOT2 Drosophila melanogaster cDNA clone LP12967 5, mRNA sequence.

Length=694

 Score =  827 bits (417),  Expect = 0.0

 Identities = 417/417 (100%), Gaps = 0/417 (0%)

 Strand=Plus/Plus

1/150  417/566

>CK131903

CGATTTCGTGCTCTTAACGGTCCTCACTTACTCGAGCTCACTCCTTACAGCCTCCTCTAC

AGGATTCAGCGTCCAGTCGTCCTTCGTCCTTGTTTTTAGCTACGTGTTCGCGCCGTGTGT

CCGTTTGCCGTTCGTGCTCGATAATTAAAATGAAGTACTTCGTTGCCATCGCTCTGCTGT

TCGCCGCCGCTCAGGCTGTTCCCATCGAGCTGGGCCACTACGCCCCTGCGCTGGTGCATC

ATGCGCCAGTCCTGTCGCACGCCGTCCATGCCGTCCACGCCGAGCCGGTGGCCTATCCCA

AGTACTCCTTCAACTACGGCATTAAGGATCCCCACACCGGCGACATCAAGTCGCAGGCCG

AGGAGCGCGACGGCGATGTGGTGAAGGGCCAGTACTCCCTGGTTGAGCCCGATGGTTCGG

TGCGCACCGTTGACTACACCGCCGACGACCACAATGGCTTCAATGCCGTCGTCCACAAGA

CCGCCCCCAGTAAGATCATCGCCCATGCACCCGTGCTGCATGCCGCCCCCGTTTTGGCCC

ACGCCCCCCTTCTGCATCACTACTAAGAAGCGGGAGCCTGACTTAGTCACCAAGGTGCTC

TCCCTCTCGCTCTCATCCATTCACACCAGAATCTTCATAGGAACAACAACAAACAGAAAA

ACAAACAAAAAAAAAAAAAAAAAAAACTCGAGTT
CG9665 

This is an ortholog of AgamCPR144.  

Sequence was determined using a cDNA from Drosophila, extending upstream region using CPR144 as a template, and searching farther upstream for an open reading frame that included a signal peptide.  

>CG9665mod

MWHLHRHANSLLLLCAVLGYFSDPARA   EIEYNTISEEHANDDIGGYYHSASGTPDNTVRG

RYGSRSPASGQIEETVYTAGPRGFRVNGPKIHRKMDLAQYPVLPRGSPDDPLADPFDDPS

YSFSFRTPDQSRSEENDSGNRIRGLYSYLDDVGERHSVRYAAGAGTGFEISNAVPDSPSV

VAYSSPLYTSHPKARGKMSVQRGPAGSYKLIASGSDHRRAESRAPDGLVRGTYSFLDDKG

VQRTVEYIAGAGIGYRVVQNRIGPGTHNNPSVADFRLTDPDFRLANDFGRGAGGGLGPKG

GGGGSGGGSVSVGASGPSGGAGGAGRGRTPSRPGGKDYLKPADGARDRNRGDGDAGAADE

NLGHHADDQGDDIGLGSSSSGSTNFNGKEDRRGFPAGSPQRGSTRYDAGGDSSQRGGSGS

STRNNVSGSRNRNRFGGVGGVSVSSERGAGRGGAAGGGSSRRGGGAGASREGDSGLGYLP

PTGGSGTSAMSGPGDNYHLNDDDVGSSLPPLVTANHRILEIDRDREWVQRHRDSTVIKNV

GKWYVGLPPGQSVRAHVQNIDIIPLGGRIGLSPSEALRQDEIAELNASREH-

pos. 27 and 28: ARA-EI

0.969 between pos. 27 and 28

cDNAmodified:
ATG

TGGCATCTGCATCGGCACGCGAATTCCCTTTTGCTTCTCTGCGCAGTTTTAGGATACTTT

TCGGATCCTGCGAGAGCCGAAATCGAGTACAATACCATCAGCGAGGA

ACATGCAAATGATGACATTGGCGGCTACTATCACAGCG

CCTCGGGCACTCCGGACAACACGGTGCGAGGTCGCTACGGTTCGCGGAGTCCGGCGAGCG

GGCAGATCGAGGAGACGGTCTACACAGCCGGACCACGTGG   

ATTTCGCGTGAACGGAC

CGAAAATCCATCGGAAAATGGACCTGGCTCAGTATCCGGTACTGCCGCGGGGAAGTCCGG

ACGATCCGCTGGCCGATCCCTTCGACGATCCATCCTACAGCTTTAGTTTTCGCACTCCGG

ATCAGTCGCGCAGCGAGGAGAATGATTCCGGGAATAGGATAAGAG  

GTCTGTACTCCTATTTGGACGAC

GTGGGCGAGCGGCACAGTGTTCGTTATGCAGCTGGAGCCGGAACCGGATTCGAGATCTCC

AACGCTGTGCCGGACAGCCCATCTGTTGTGGCGTACTCCAGTCCTCTGTACACGTCCCAT

CCCAAAGCACGCGGCAAGATGTCTGTGCAAAGGGGGCCGGCTGGAAGCTATAAGCTGATC

GCCTCAGGTTCGGATCACCGACGGGCAGAAAGTCGAGCACCCGATGGCCTGGTGCGAGGA

ACCTACTCCTTCCTGGACGACAAGGGCGTGCAGCGGACAGTGGAGTATATAGCTGGAGCA

GGAATTGGCTACCGGGTGGTGCAAAATCGGATTGGTCCTGGAACCCATAACAATCCCTCT

GTGGCTGATTTTCGTTTGACAGATCCAGATTTCCGACTGGCTAATGATTTTGGCAGGGGT

GCTGGTGGTGGCTTAGGTCCGAAGGGAGGTGGTGGTGGATCAGGTGGGGGAAGTGTTTCG

GTAGGAGCTTCGGGGCCAAGTGGTGGTGCAGGTGGAGCGGGAAGGGGCCGTACTCCAAGC

AGACCCGGAGGCAAAGATTACCTAAAGCCGGCTGATGGAGCAAGAGATAGGAATCGTGGA

GATGGTGATGCTGGGGCAGCTGATGAAAATCTGGGACACCATGCTGATGACCAAGGGGAT

GACATTGGGCTTGGCAGCAGCTCCTCTGGTTCCACCAACTTTAATGGCAAAGAAGACAGA

AGAGGGTTCCCTGCGGGTAGTCCGCAACGGGGCAGTACTAGATACGATGCCGGAGGTGAC

AGCTCTCAGAGAGGTGGTTCAGGTAGCTCCACGAGAAACAATGTTAGTGGGTCCCGAAAC

AGAAACCGATTCGGCGGCGTTGGTGGAGTAAGTGTCTCCTCTGAGCGGGGAGCAGGAAGG

GGAGGTGCTGCCGGTGGTGGAAGCAGTCGTCGAGGAGGTGGAGCTGGAGCCTCCAGGGAA

GGCGACTCCGGCCTGGGCTACCTGCCGCCCACAGGTGGATCGGGCACCAGTGCCATGAGC

GGACCCGGGGACAATTACCACCTCAACGATGACGATGTGGGCAGTTCACTGCCTCCTCTG

GTCACCGCCAACCACCGAATTCTAGAGATCGACAGGGATCGGGAGTGGGTGCAGCGACAC

CGCGACTCCACCGTCATCAAGAACGTGGGTAAATGGTACGTGGGCCTGCCGCCTGGTCAA

AGTGTGCGTGCCCATGTCCAGAACATCGACATAATACCCTTGGGCGGAAGGATCGGACTT

TCGCCGTCGGAGGCACTGCGTCAGGATGAGATCGCCGAGCTGAATGCCTCAAGGGAGCAC

TAA
Alignment of modified sequence with a known Drosophila cDNA.  Colors mark regions flanking introns.  All are confirmed except the first exon and the start of the second. The former came from searching for a upstream region that would encode a signal peptide (AgamCPR144 has a long first exon) and the start of the second exon was confirmed because a bit upstream of the one given completed a conserved region.   

>[image: image1.wmf]

 HYPERLINK "http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Nucleotide&list_uids=15291274&dopt=GenBank" gi|15291274|gb|AY051482.1|  Drosophila melanogaster GH14349 full length cDNA

Length=1728

 Score =  365 bits (938),  Expect = 5e-100

 Identities = 224/540 (41%), Positives = 296/540 (54%), Gaps = 53/540 (9%)

 Frame = +2

CG9655mod       ATGTGGCATCTGCATCGGCACGCGAATTCCCTTTTGCTTCTCTGCGCAGTTTTAGGATAC

AY051482        ------------------------------------------------------------

CG9655mod       TTTTCGGATCCTGCGAGAGCCGAAATCGAGTACAATACCATCAGCGAGGAACATGCAAAT
AY051482        ------------------------------------------------------------

CG9655mod       GATGACATTGGCGGCTACTATCACAGCGCCTCGGGCACTCCGGACAACACGGTGCGAGGT

AY051482        ------------------------------------------------------------

CG9655mod       CGCTACGGTTCGCGGAGTCCGGCGAGCGGGCAGATCGAGGAGACGGTCTACACAGCCGGA
AY051482        -----------------------------GCAGATCGAGGAGACGGTCTACACAGCCGGA
                                             *******************************

CG9655mod       CCACGTGGATTTCGCGTGAACGGACCGAAAATCCATCGGAAAATGGACCTGGCTCAGTAT

AY051482        CCACGTGGATTTCGCGTGAACGGACCGAAAATCCATCGGAAAATGGACCTGGCTCAGTAT

                ************************************************************

CG9655mod       CCGGTACTGCCGCGGGGAAGTCCGGACGATCCGCTGGCCGATCCCTTCGACGATCCATCC

AY051482        CCGGTACTGCCGCGGGGAAGTCCGGACGATCCGCTGGCCGATCCCTTCGACGATCCATCC

                ************************************************************

CG9655mod       TACAGCTTTAGTTTTCGCACTCCGGATCAGTCGCGCAGCGAGGAGAATGATTCCGGGAAT
AY051482        TACAGCTTTAGTTTTCGCACTCCGGATCAGTCGCGCAGCGAGGAGAATGATTCCGGGAAT
                ************************************************************

CG9655mod       AGGATAAGAGGTCTGTACTCCTATTTGGACGACGTGGGCGAGCGGCACAGTGTTCGTTAT

AY051482        AGGATAAGAGGTCTGTACTCCTATTTGGACGACGTGGGCGAGCGGCACAGTGTTCGTTAT

                ************************************************************

After this there is a perfect match until the end of the coding region in blue and beyond:

CG9655mod       GAGATCGCCGAGCTGAATGCCTCAAGGGAGCACTAAGCACCCATTGGATCTGTAGATCTG 
AY051482        GAGATCGCCGAGCTGAATGCCTCAAGGGAGCACTAAGCACCCATTGGATCTGTAGATCTG

                ************************************************************                        

CG9655mod       TAGTTTGTAGTGCGTAGCTCTAAGTGATCAGTGTTGAGTAACCGAAACTGGGTTGACTCC 
AY051482        TAGTTTGTAGTGCGTAGCTCTAAGTGATCAGTGTTGAGTAACCGAAACTGGGTTGACTCC

                ************************************************************                                                            

CG9655mod           ACATGGAAACTAAAACAGTATTTAAAGCGGAATACATTTTTTGCCTGTATCTGTA
AY051482        ACATGGAAACTAAAACAGTATTTAAAGCGGAATACATTTTTTGCCTGTATCTGTAAAAAA

                ******************************************************                                                            

CG9655mod       -----------------

AY051482        AAAAAAAAAAAAAAAAA

Here is the genomic information:

AAAGTTCTGTGGTCTCCTCCAGCCGACGGGTAATTGCCTTTAATTGCATACCTGGCCAAA

AATTGCTGCTAAGACACTGACCTAGACTCGCTCTGGATCGAACTTGTAATAAGCTCCGGC

TAACGGAAAACTCAAAATGGAAAATTGATTCCCCAGCGATGAAGTTCAATGTTCAGAGTT

TTGCGATTTGTAAGCTAAAGAGAGCGGGGCGGGGGGATGGTGCATTGTCAACAGGAAGAG

AGCTCCAGGTTGCAACTTCGGGGAACAAGAACAACGTGAGCTAATTGACAGACAGCTACA

CAGGCACGATTTTCCATTTTCCGCTGGCCATTTCCCGCGGGTTTTAAGCCCCTTCCCCCA

CCCTCCTAAAGTGGCGAACAAGGAGCCATAAAATAGGAGAAACACAGCAGCAGCTGCAAC

AACACTTGCGTGTCCATCATTAGAACGAATTCTCTCACCTGAGCCCCGCGCCCACTTTCC

GCCTTTTCTTGTAACGCAATTTGCACACAAATGCTGCTGTTTCATCTTCGTGGCTTTGGC

TCTTTTTGGTGGGTGGTCAGGTGAGACAAGCAGCACCACTAGCTCCACTAGCACCACCAT

ATGACGCCGCACGAACCGCTCGCTGAGCCGCCTGAGAATCGTATTTAAATACGAAGGTCT

AACGCTGGATCGCATCAGTCGTCGCCGTCGCGTTGTTCTAGCCGCTAGCTCCTCTCGAAG

ATCGCAAACCAAGTCGGAGTTTAAGACGGGTTCCAAGATCGGATTGGCAGACGATCGAAT

CGAATCGGATTTGTTGGGGGAATATAAGTTTATGTGGTGACTGTGCACCTGGAACAGGAT

GCCCGTTTGATACTTGTTTCATCTCTCGATTGGATTAAAACGAATGCGATTTGAATG  ATG
TGGCATCTGCATCGGCACGCGAATTCCCTTTTGCTTCTCTGCGCAGTTTTAGGATACTTT
TCGGATCCTGCGAGAGCCGAAATCGAGTACAATACCATCAGCGAGGA  TGGATCTTTTCAG
TTTCGGTACATAGATGTGTGACAAACTATAGTGAACATTTTTAAAGGATATTAAGCACTG

AAAAAAAAATTGGCATTATGGATTAAATGGATATGCATTTAATTGCAAATGCAACACCCT

GTGACTCAAGAAATTTGATGAATAGTTTTTGTTACAATTGCAAAATTTTGAATTTAGTAA

AATTTTCAATTTACCTAAAAATGCTTTAAAAGGCAGGATATTTTGACAGAAATTAGTAAT

TTCCTTCGTAATACGATTATCATAATACCTACATCGACTAAGATTTTTAATAGGATTTTA

AAACTTCACAATAAAATTAATTCAGATAACATTGAAATTAATATTTTTCAATTTTCAACT

CATTGCATTAGTCATCACAATAAAAAAACTTAACCAAATAACATAATTTACATTAAATAG

AATAGAACTTTCATTGTCGTCCAATTTCCTTTTAAAAAAAGGATTAAAAGTAGTTAGTCG

CTGAAAATAAGAAATAACCTTCCCCAATTGCGTACAAACTTAGCTGTTTGGTAGAATAAT

AAACCTTTTGAAAAGAGAACAACTCAATTACAGTTTTTTAGCAGCCATGGGTCATAAATC

TAACAAATCATCTAATCGGTCAATGATGTCTGCTACCTTACCATCACCATTACACCCGAG

AAAATTTGAGATTTTTAGCACCTCTTTAACGCCTCAACGTTTTGCAACCACAACAATAAC

ACGCTTCCGACCATCTTTCCCTCTCCATTTCGCACGCATGGGGCAACGCAATTACTTCTG

TTTCGATGGATCCCACCTGGCATGGATAATGGATATGCTGCTGCTGGTACTGCTACTGCT

ACTGCTTCCAATCGGCCAAAAG   ACATGCAAATGATGACATTGGCGGCTACTATCACAGCG

CCTCGGGCACTCCGGACAACACGGTGCGAGGTCGCTACGGTTCGCGGAGTCCGGCGAGCG

GGCAGATCGAGGAGACGGTCTACACAGCCGGACCACGTGG   GTGAGTAATCGAAGACGGTA

GCCAAGACTAGTGGGTAAAGTGCGCTGGTGCACTGCAAGAAAATAGTATCATTTTAGAGT

GCATATGTGTGGAGAAAAATGCATTTAAAATTGATGATGTCAAAATATGCGTAAAAGAAA

AACATAATTTTTAAAATATATGTATTTCAAATGTTTTTAAAAATAATTAGGCAACGATAA

GTTCTGTGGGTATACATGACTCGAAGGTAACTTCCTTGAGGAAGGTCGGCGGTTTTTTCC

TGAGTGTATTGGCCGCTGAGGAAGTGGCAGCACAAAGTGAGTTATCTCCCCTCGATGTCA

GAGTTGAGCTCATATATCAGCGGTTGGCGGCAGGCGGCGGCCACTGAAGCGAAACCCAAA

CAAACGGAGGGGGATCCATGGAGTTGGAGCCGTTCTAACACATTGGACTGCTTTTTCTGG

CGTTGCCTAAACGTTTTTCCATTACCGCTTCGGCGCTACTGTTGTTTTTTGCAATCTCCG

GTAAATCGGGGGAAACAAAAAGCTGTTAACAAATTGACTGGCCTGAGAGATTCGAGCCAA

AAAAAAAAGAGGAATGGATTGTAGATGGCAGATGCTCAACGATAGCGATGATTCTGAATG

GGATCGTTCCCCGAGATGTGTAGTAATCGAAGTAATGGCGTGCCGGGCTAAGATCGAATC

TATATTCAAAATTGCAGTGCAAGTCCGCTTCCGCTGAAAGGGTTTACCCAATCCCCACTC

ATTGTGTCGGTAGCTAATTAATCTCCCTCTATTTCCCACATAG  ATTTCGCGTGAACGGAC

CGAAAATCCATCGGAAAATGGACCTGGCTCAGTATCCGGTACTGCCGCGGGGAAGTCCGG

ACGATCCGCTGGCCGATCCCTTCGACGATCCATCCTACAGCTTTAGTTTTCGCACTCCGG

ATCAGTCGCGCAGCGAGGAGAATGATTCCGGGAATAGGATAAGAG   GCGAGTTTAGCGAGT

ATGGTACTTAAGAGTATATTAACTGATTCTATCCCAG  GTCTGTACTCCTATTTGGACGAC

GTGGGCGAGCGGCACAGTGTTCGTTATGCAGCTGGAGCCGGAACCGGATTCGAGATCTCC

AACGCTGTGCCGGACAGCCCATCTGTTGTGGCGTACTCCAGTCCTCTGTACACGTCCCAT

CCCAAAGCACGCGGCAAGATGTCTGTGCAAAGGGGGCCGGCTGGAAGCTATAAGCTGATC

GCCTCAGGTTCGGATCACCGACGGGCAGAAAGTCGAGCACCCGATGGCCTGGTGCGAGGA

ACCTACTCCTTCCTGGACGACAAGGGCGTGCAGCGGACAGTGGAGTATATAGCTGGAGCA

GGAATTGGCTACCGGGTGGTGCAAAATCGGATTGGTCCTGGAACCCATAACAATCCCTCT

GTGGCTGATTTTCGTTTGACAGATCCAGATTTCCGACTGGCTAATGATTTTGGCAGGGGT

GCTGGTGGTGGCTTAGGTCCGAAGGGAGGTGGTGGTGGATCAGGTGGGGGAAGTGTTTCG

GTAGGAGCTTCGGGGCCAAGTGGTGGTGCAGGTGGAGCGGGAAGGGGCCGTACTCCAAGC

AGACCCGGAGGCAAAGATTACCTAAAGCCGGCTGATGGAGCAAGAGATAGGAATCGTGGA

GATGGTGATGCTGGGGCAGCTGATGAAAATCTGGGACACCATGCTGATGACCAAGGGGAT

GACATTGGGCTTGGCAGCAGCTCCTCTGGTTCCACCAACTTTAATGGCAAAGAAGACAGA

AGAGGGTTCCCTGCGGGTAGTCCGCAACGGGGCAGTACTAGATACGATGCCGGAGGTGAC

AGCTCTCAGAGAGGTGGTTCAGGTAGCTCCACGAGAAACAATGTTAGTGGGTCCCGAAAC

AGAAACCGATTCGGCGGCGTTGGTGGAGTAAGTGTCTCCTCTGAGCGGGGAGCAGGAAGG

GGAGGTGCTGCCGGTGGTGGAAGCAGTCGTCGAGGAGGTGGAGCTGGAGCCTCCAGGGAA

GGCGACTCCGGCCTGGGCTACCTGCCGCCCACAGGTGGATCGGGCACCAGTGCCATGAGC

GGACCCGGGGACAATTACCACCTCAACGATGACGATGTGGGCAGTTCACTGCCTCCTCTG

GTCACCGCCAACCACCGAATTCTAGAGATCGACAGGGATCGGGAGTGGGTGCAGCGACAC

CGCGACTCCACCGTCATCAAGAACGTGGGTAAATGGTACGTGGGCCTGCCGCCTGGTCAA

AGTGTGCGTGCCCATGTCCAGAACATCGACATAATACCCTTGGGCGGAAGGATCGGACTT

TCGCCGTCGGAGGCACTGCGTCAGGATGAGATCGCCGAGCTGAATGCCTCAAGGGAGCAC

TAA   GCACCCATTGGATCTGTAGATCTGTAGTTTGTAGTGCGTAGCTCTAAGTGATCAGTG

TTGAGTAACCGAAACTGGGTTGACTCCACATGGAAACTAAAACAGTATTTAAAGCGGAAT

ACATTTTTTGCCTGTATCTGTA

>CG9295 

heavily revised because of 3 cDNA clones that were identical

Here is verified sequence.  

MRFYITTHLPAILLALICLG     TRPPPIGAVRGGSPVVVIDEDDETMEYAPHYEHQGYAFSY

GVKDLHTGDVKSQWESRDGDGVKGHYSVLEPDGSIRTVHYTADAKKGFNAIVKTVGANSH

PITESPEGSNQVNDDTSQSKINHYSKDQEHIVLSSDIKPLKRPIEDLTHSHPKVPSLIEI

KPHARIKQVPMDMDPGIRDRLQQARDTYYKQIAAAHKLEDYSQKLQPTYAVQEGDWKAVI

VNEPKEYRPHYTTGSPAHSHFYDHYKPKEIPHNYIHKPSVPQQSLHTSFSPSKPRINIPE

SISNHIHQKKVVHTTPGLKHYKYKGVSKSYSRPDYSSYFHRKPKKLRPQHPKQKPRAHRP

ENSGPVLFPKSLEDEFEDFEEDEQGAASATLVQNMVRKDKKHMVPMYAGGHSFDSGSYRT

LEGV-
gb|BT022352.1|  Drosophila melanogaster IP11272 full insert cDNA

gb|BT022288.1| Drosophila melanogaster IP11372 full insert cDNA

gb|BT022236.1|  Drosophila melanogaster IP11472 full insert cDNA

>CG9299
Definitely an ortholog of AgamCPR140.  But that one has a massive first exon.  Here I found EST support for lots of upstream transcribed stuff and for a portion of the long exon.  

But neither of the ESTs gives a long open reading frame with an M.  There are no ESTS etc. for last two exons.  SO I WILL GO WITH WHAT ENSEMBL/FlyBase GAVE AS THE mRNA.

But will start translation later, as the original start gives a signal peptide longer than has even been identified for a cuticle protein.  

If we start with MLN then we get from Signal P:

# Most likely cleavage site between pos. 18 and 19: VLA-DP and a better length for a signal peptide.  Use it.  

1.000

Signal anchor probability: 0.000

Max cleavage site probability: 0.835 between pos. 18 and 19

But if we start with MKRD

0.972

Signal anchor probability: 0.028

Max cleavage site probability: 0.863 between pos. 31 and 32

Here is FlyBase

>FBpp0074704 type=protein; loc=3L:join(19526306..19526353,19526703..19529802,19529871..19530205,19530268..19530513); ID=FBpp0074704; name=CG9299-PA; parent=FBgn0036881,FBtr0074935; dbxref=GB_protein:AAF49150.3,FlyBase:FBpp0074704,FlyBase_Annotation_IDs:CG9299-PA,GB_protein:AAF49150; MD5=aa2d14cfcefb5b03b267ea6f715d3d31; release=r5.1; species=Dmel; length=1242;

MKRDLKKKDMQWPMLNLHLVALLGILSVVLADPSPTLAPPILPCVHASTA

GYAYPPPAEVKFSISPGVTKYSQSPAISTYSENGQLLHTSVGSSGAAYQS

TAGIEGLSHGGITQINKYIAPVQKSLFSPSAEYGGAGITYADKSPAAKYA

TVVPSGIEIKNLVSPAVTKLDNSYLPPSPGITKVATYTSPGYSYSSASPG

ISKVATYSSPSLSSVPYYAPPVTSKVETYSSPAYTYSKTTPGYSKVETYS

SPGYSYGQISPGISRIATYSPSVSYSAPTIAKVSTYSAPSVKLATTSSLL

SSHGTGYSASYAPSITKYSQVSDVSHQYISKPIVAAYPAITKVAASYGGT

ASGALSHQYVSQPAIAKVSTYAAPTVATYSSGPAISKLSTSYGASGSGAV

SHQYVSKPAVAIAAPAVAKVATYAAPAISSYSTGPAISKVASYAAPTVST

YSSGYGYGSSGSGAVSHQYVSKPAVAISAAPAIAKVATYAAPAISTYAAA

PVVTKVATGYGGSGSGYSSGAVSHQYVSKPAVAKVATYAAPAISTYSAAP

AVTKIATSYGGSGHGAVSHQYVSKPAVAISAAPAIAKVATYASPAISTYA

TAPVVSKVATYAAPSIATYSSAPALAKVSYSQAADVSHQYISKPIVAAYP

AAAPAVATYSSAPAITKLSTSYESSGSGAVSHQYVSKPAVAKVAAYAAPA

ISTYATAPAVSTYSSAPVVAKVATGYGGSGSGYSSGAVSHQYISKPAVAI

ASAPAIAKVATYAAPAISAYSSAPSLTKIATGYGESAHGGALSHQYISKP

AIAVAPVAPVLSKTYLPAAPAVAKVATGYGISGSGAVSHQYVSKPALTLA

APAVAKVATYAAPAISSYSTGAGISKGLSYAAPVVSTGHGYGGSASEYSS

GAVSHQYVSKPAVAISAAPAIAKVATYVAPAVGHILGGHAVGSVPVLSTK

LATGYGGSGSGYSSGAVSHQYVSKPAVAISAAPAIAKVAVPTVSHISTGP

STPLGVGVGYGSSGHGGVLLGAPLTKLTSAPAYALGGKLASSTAYGIQAG

HGSGPSGGYYGAISLGHAKVSPALSYHGLLSHGSGLASGASSLAHLDSSL

SGYSHGVGGIGPLGAGFYRYAPSVPALSSHAPVAATAYLKSAPVTQHAVL

KVVPEKHLEHFDAHPRYAFEYAVNDPHTGDNKHQKEERDGDVVKGEYSLV

EPDGNVRTVKYYADWETGFHAEVINSRDQGKIVAKRQTETKS

Two copies of CG18777, one was missed by Flybase
Here is what you have:

>FBpp0076730 type=protein; loc=3L:complement(6143500..6143732,6143801..6143952); ID=FBpp0076730; name=CG18777-PA; parent=FBgn0042118,FBtr0077022; dbxref=FlyBase:FBpp0076730,FlyBase_Annotation_IDs:CG18777-PA,GB_protein:AAG22329.1,GB_protein:AAG22329; MD5=b73861ae618e21795e7f0ec14cc71ae0; release=r5.1; species=Dmel; length=102; 

MKFAIVLFALFAVALAAPTVEVLRSDSNVGIDNYSYAVETSDGTSKSEEG

VLKNAGTELEAISTHGSFSYVGPDGQTYTVTYVADENGFQPQGAHLPVAPVA
Here is evidence for the duplication of CG18777 in the WGS.  But my genomic sequence came from Ensembl – release 4.1  

>CG18777  cDNA

ATGAAATTCGCCATCGTCCTGTTCGCCCTCTTTGCCGTGGCCCTGGCTGCCCCTACTGTCGAGGTCCTGCGATCGGAT
AGCAATGTTGGAATCGATAACTACTCATATGC 
AGTTGAAACCAGCGACGGTACCTCGAAGAGCGAGGAGGGTGTGCTGAAGAACGCCGGCAC
CGAGCTAGAGGCCATCTCAACCCACGGCTCCTTCAGCTACGTGGGCCCTGATGGCCAGAC
CTACACCGTCACCTACGTGGCCGATGAGAACGGATTCCAGCCCCAGGGTGCTCATCTGCC
CGTTGCCCCCGTTGCCTAA 
The nucleotide numbers belong to a group that started with this line:

17585041 tatgtaagtg tttcatataa atggtaacct aagttgtttc gatgccgaaa agtttataat

and ended with this line.  

17608981 gagatttcgt ataaaagggc atcagatgat cgcatcgcag ctcagtaaag tgcagctagc

So 4861 should correspond to position 17589902.  

  4861  TATGCAATTAGCACTTTGGGACAAGTCGTTAACATTATATAGCCGACGCGATCTGAGGAC

  4921  AGCAGGTGTTAATTGAACTTCTGTTCAATTTATTTATTAAAAATCTAATACTCAAAAAGA

  4981  AAATTCAAGATTTTTTAATAAGCGGAATAAAGTTGTAAAACAATTAAACTCTAAAGATTT

  5041  TCTCCAAACGCCTTTCAGACAATTACAATATATTAAAATTAAATTTTGCATATAAACCAG

  5101  GCTTCTAAACTTTTCGTTTAAATTTCGATCCACATATTTATTAGCTCAAACTATAGATTT

  5161  CAAGTTTTAAGCTTAGCTTAGCCGAAACTAGTTTTGATTGCTGTAGCGCGTGCTTTTGCC

  5221  CAAAGAGTTGAACTATAAATAAACTGAGAATACGCCCTAAACAGTATAGTAATCATTGAG

  5281  TCTTCAACGATCTACCACGTCTTCAATATGAAATTCGCCATCGTCCTGTTCGCCCTCTTT

  5341  GCCGTGGCCCTGGCTGCCCCTACTGTCGAGGTCCTGCGATCGGATAGCAATGTTGGAATC

  5401  GATAACTACTCATATGCGTAAGTTCTTAAAGCGCATAGATGGCAATTCGAGTATGTAATT

  5461  CCGATGCAACCCCCTTCTCCGACAGAGTTGAAACCAGCGACGGTACCTCGAAGAGCGAGG
  5521  AGGGTGTGCTGAAGAACGCCGGCACCGAGCTAGAGGCCATCTCAACCCACGGCTCCTTCA
  5581  GCTACGTGGGCCCTGATGGCCAGACCTACACCGTCACCTACGTGGCCGATGAGAACGGAT
  5641  TCCAGCCCCAGGGTGCTCATCTGCCCGTTGCCCCCGTTGCCTAAGTTAAGGAGTTGAAAT

  5701  AAATTGTTTATAAAAGAATACTCTTTGTTTGGCTTTCAAAAAAGCCTGGACATGCAGTGG

  5761  GGGAAAATCATTTACTATGTCTAGTAGTGAAAAAAAACTTAATTGGTACAAAAATGTGTC

  5821  TTGGTTAACTAGTTATTTAATTAATTTTACGGGGTACGTGGTTGCTGTTACAGTTTCCCA

  5881  GAAGCAAAAGACGTTTGCGGCTTAGTGGGGCAACATATTGAACCAACTTTTGACGTCACT

  5941  TCATCTGCATCCCTAATCTTCGTTGCCAACAACTCAGAAGTACGAAATGTGGAATCGAAC

  6001  TAGAATTTGTTTTGACTTCTGTGGATTTCTTAAGAACGTATAAATAATTACCGCACACCT

  6061  AACTGGTTTTTTTTTTTCAATTAAAAATCTTGTTCAAATCAACCAAATATAAATAGAGGG

  6121  AAGATATAAGAACCATGAAATATAGCTACTCCAATTTAATTTAAAGCATTTTGATTTATT

  6181  TTAAACTCTTTGATCGATTTGGAAAACATCTTAAGCAACTGGTGCCACGGGCAGATGGGC

  6241  GCCCTGGGGCTGGTATCCGTTCTCATCAGCCACGTATGTGATGGTGAACTTCTCGCCGGT

  6301  CTTCTCATCCACCCAGGTGAAGGATCCGTGGACGACAGCGGCCTCGTTGTCAGTGCCAGC

  6361  GTTCTTGAGGACACCCTCCTGTTTGATGCTGGTGCCATCGCTGGTCTCCACGTCGGAGCT

  6421  CCACTTCTCGGGCTCAACATCGGAGACCTGCCTCACGATCTCGGCAAGGTTGGGGCGGGC

  6481  CACTGCCATGGCGAAGAGGGCGACGAAGACGATGAGGAATTTCATGTTGGAGCTGTGTGG

  6541  TGTTTGTTAGAAAACTTGGAACTGTTTGATGCTCTGGTGCAGATGGGTGGAGACTTTTAT

  6601  ACGACTAGGAATTACGAATTGTGAGTTTTAAAAGTCAAAGGTTAAGTATGGCATTGTGGC

  6661  TAACTGCCAAATTTGCTTGGACAATTGTATGACGATTTTATTTGCATCTGTTCCGGTCTA

  6721  ACTGGAAACTAAAGCAAAGGCTGCACTTCAATAACGAAGCCAGTAGCCCAAATTAAGGCT

  6781  GAAGCAGATTATGAATCTGAATCCAAACTATTGTCGCCTAACCAGCTGGGCCGGTGCATC

  6841  CGCATGCAAACAGCTTGCTAACATATTAACTAAGGCCAAGATCATGTCCACGATTTCCAT

  6901  AAAGTCATAAGAGGCTAGTCCGGCGCTTTCGTCCTTTAGTTTAAATCATAATTTTTTTGG

  6961  AGTTGATTTAGAGTGAGTGCACTGTGTACCATAACCGGTGTACACAAATTAGATACAATT

  7021  GCTTTTTGATATAAAAACAAGGGAGAATGTTAGAGTGGAGTTCCCCGACTATCGGATACC

  7081  CGTTACGCACCTAGAGTGAATGCGAACGCGAAATTTCTTCGGTTTTCTGGGATATCGATA

  7141  GATATTGGGAAATAAATTGAAAATTAATATTGTTCAAAAATGTGGGAGTGGCAGCTTTGC

  7201  GCGGTTTTAAGGCGTTAGAGTGGGCGTGACAACAATTTTTTTGGCAAATCGATAGAAATT

  7261  TACACAACTAATAATTTTATGAAAAAATATCCAAACATTTTTCAAAAATTTGGGCGTGGA

  7321  AGTTTTGGGCGGTTTTAAAGCGTTAGACTAGCCGTGGCAAATCTATAGAATTTTACAATA

  7381  CTAATAAATTTATGAAAAAATATCGAAACAATTTTCAAAAATGTGGGCGTGCCAGCTTTG

  7441  GGCGGTTTTAGGGTGTTAGAGTGGGCGTAATAAACCTCATACACCCATTAATAGGTGGGG

  7501  AATCAGTTCTGGGGTTGGAATCCGTTCTCATCAGCCACGTAGCTGATGGCATGCGTCTGT

  7561  CCATCGTCTCCTACGAAGCTAAAGGATCCGGCCACCTGCAAGGCATCCTCCTCGGGACCA

  7621  AGGCTCTTCGGGGAGCCGTTCTGCTCCTGCTTGGTGCCATCGCTTGTCTCAAACTTGTAG

  7681  CTATAGCTATCGGCATTGACATCGGACACCAGGTCAACAATCTCTGCATCCGGAGCGGCA

  7741  GCAGTTAGGCACAGGGCAATTGAAATGGTTTTGTAGTAGTCGGAAGTAGTACTTAATATT

  7801  CAAAATGCCAGATTGCAGGACTCTTTTTTACGATTGCAGCATCGGCGGATAAGACAGCTA

  7861  ATGTAATTAGCACTTTGGGGCAAGTCTTTAACAATTGAACTATAAAGATTTTCTCCAAAC

  7921  GCCTTTCAGACAATTACAATATATTAAAATTAAATTTTGCATATAAACCAGGCTTCTAAA

  7981  CTTTTCGTTTAAATTTCGATCCACATATTTATTAGCTCAAACTATAGATTTCAAGTTTTA

  8041  AGCTTAGCTTAGCCGAAACTAGTTTTGATTGCTGTAGCGCGTGCTTTTGCCCAAAGAGTT

  8101  GAACTATAAATAAACTGAGAATACGCCCTAAACAGTATAGTAATCATTGAGTCTTCAACG

  8161  ATCTACCACGTCTTCAATATGAAATTCGCCATCGTCCTGTTCGCCCTCTTTGCCGTGGCC
  8221  CTGGCTGCCCCTACTGTCGAGGTCCTGCGATCGGATAGCAATGTTGGAATCGATAACTAC
  8281  TCATATGCGTAAGTTCTTAAAGCGCATAGATGGCAATTCGAGTATGTAATTCCGATGCAA

  8341  CCCCCTTCTCCGACAGAGTTGAAACCAGCGACGGTACCTCGAAGAGCGAGGAGGGTGTGC
  8401  TGAAGAACGCCGGCACCGAGCTAGAGGCCATCTCAACCCACGGCTCCTTCAGCTACGTGG
  8461  GCCCTGATGGCCAGACCTACACCGTCACCTACGTGGCCGATGAGAACGGATTCCAGCCCC
  8521  AGGGTGCTCATCTGCCCGTTGCCCCCGTTGCCTAAGTTAAGGAGTTGAAATAAATTGTTT

  8581  ATAAAAGAATACTCTTTGTTTGGCTTTCAAAAAAGCCTGGACATGCAGTGGGGGAAAATC

  8641  ATTTACTATGTCTAGTAGTGAAAAAAAACTTAATTGGTACAAAAATGTGTCTTGGTTAAC

  8701  TAGTTATTTAATTAATTTTACGGGGTACGTGGTTGCTGTTACAGTTTCCCAGAAGCAAAA

  8761  GACGTTTGCGGCTTAGTGGGGCAACATATTGAACCAACTTTTGACGTCACTTCATCTGCA

  8821  TCCCTAATCTTCGTTGCCAACAACTCAGAAGTACGAAATGTGGAATCGAACTAGAATTTG

  8881  TTTTGACTTCTGTGGATTTCTTAAGAACGTATAAATAATTACCGCACACCTAACTGGTTT

Here is clustal with upstream and downstream included  -- identity extends far upstream and downstream.  

18777up         GCTTCTAAACTTTTCGTTTAAATTTCGATCCACATATTTATTAGCTCAAACTATAGATTT

18777down       ---------CTTTTCGTTTAAATTTCGATCCACATATTTATTAGCTCAAACTATAGATTT

                         ***************************************************

18777up         CAAGTTTTAAGCTTAGCTTAGCCGAAACTAGTTTTGATTGCTGTAGCGCGTGCTTTTGCC

18777down       CAAGTTTTAAGCTTAGCTTAGCCGAAACTAGTTTTGATTGCTGTAGCGCGTGCTTTTGCC

                ************************************************************

18777up         CAAAGAGTTGAACTATAAATAAACTGAGAATACGCCCTAAACAGTATAGTAATCATTGAG

18777down       CAAAGAGTTGAACTATAAATAAACTGAGAATACGCCCTAAACAGTATAGTAATCATTGAG

                ************************************************************

18777up         TCTTCAACGATCTACCACGTCTTCAATATGAAATTCGCCATCGTCCTGTTCGCCCTCTTT

18777down       TCTTCAACGATCTACCACGTCTTCAATATGAAATTCGCCATCGTCCTGTTCGCCCTCTTT

                ************************************************************

18777up         GCCGTGGCCCTGGCTGCCCCTACTGTCGAGGTCCTGCGATCGGATAGCAATGTTGGAATC

18777down       GCCGTGGCCCTGGCTGCCCCTACTGTCGAGGTCCTGCGATCGGATAGCAATGTTGGAATC

                ************************************************************

18777up         GATAACTACTCATATGCGTAAGTTCTTAAAGCGCATAGATGGCAATTCGAGTATGTAATT

18777down       GATAACTACTCATATGCGTAAGTTCTTAAAGCGCATAGATGGCAATTCGAGTATGTAATT

                ************************************************************

18777up         CCGATGCAACCCCCTTCTCCGACAGAGTTGAAACCAGCGACGGTACCTCGAAGAGCGAGG

18777down       CCGATGCAACCCCCTTCTCCGACAGAGTTGAAACCAGCGACGGTACCTCGAAGAGCGAGG

                ************************************************************

18777up         AGGGTGTGCTGAAGAACGCCGGCACCGAGCTAGAGGCCATCTCAACCCACGGCTCCTTCA

18777down       AGGGTGTGCTGAAGAACGCCGGCACCGAGCTAGAGGCCATCTCAACCCACGGCTCCTTCA

                ************************************************************

18777up         GCTACGTGGGCCCTGATGGCCAGACCTACACCGTCACCTACGTGGCCGATGAGAACGGAT

18777down       GCTACGTGGGCCCTGATGGCCAGACCTACACCGTCACCTACGTGGCCGATGAGAACGGAT

                ************************************************************

18777up         TCCAGCCCCAGGGTGCTCATCTGCCCGTTGCCCCCGTTGCCTAAGTTAAGGAGTTGAAAT

18777down       TCCAGCCCCAGGGTGCTCATCTGCCCGTTGCCCCCGTTGCCTAAGTTAAGGAGTTGAAAT

                ************************************************************

18777up         AAATTGTTTATAAAAGAATACTCTTTGTTTGGCTTTCAAAAAAGCCTGGACATGCAGTGG

18777down       AAATTGTTTATAAAAGAATACTCTTTGTTTGGCTTTCAAAAAAGCCTGGACATGCAGTGG

                ************************************************************

18777up         GGGAAAATCATTTACTATGTCTAGTAGTGAAAAAAAACTTAATTGGTACAAAAATGTGTC

18777down       GGGAAAATCATTTACTATGTCTAGTAGTGAAAAAAAACTTAATTGGTACAAAAATGTGTC

                ************************************************************

18777up         TTGGTTAACTAGTTATTTAATTAATTTTACGGGGTACGTGGTTGCTGTTACAGTTTCCCA

18777down       TTGGTTAAC---------------------------------------------------

                *********                                                   

CPR65Ay
found this by searching 65A region of genome.

supported by two cDNAs  111aa

MAMKLLSQVFLITALIALVSS   ASLEKGEREEKLHFGFHTENGHQRNEAITYTVKPETVQD

PKEVTTQKPVEYKGGYSFISADGYEYQVLYKANKNGFQPYVTAHKIKPDKS-

pos. 21 and 22: VSS-AS

0.671 between pos. 21 and 22

atg
gcaatgaaattgctaagccaagtgtttttaataactgcgttaattgctttggtttcatcg

gcttccttggagaaaggtgagcgagaggagaagcttcatttcggatttcacaccgaaaat

ggtcaccagagaaatgaggccataacgtacacagtaaagccggaaacagttcaggatccc

aaggaggtgacaacccaaaaacctgtagaatataaaggtggatacagcttcatctcagcc

gatggttacgagtaccaggtcctctataaagccaacaaaaacggttttcagccctatgtg

acagcccacaaaattaaaccggataagagttaa
Got it because of this translation in the 65A region

VKPETVQDPKEVTTQKPVEYKGGYSFISADGYEYQVLYKANKNGFQPYVTAHKIKPDKS-
Features flanking this part of subject sequence:

   776 bp at 5' side: CG13297-PA
   2515 bp at 3' side: CG12330-PA
Here are the two cDNAs that confirm annotation.

BT029712                 457 bp    mRNA    linear   INV 16-DEC-2006

DEFINITION  Drosophila melanogaster IP17519 full insert cDNA.

ACCESSION   BT029712

VERSION     BT029712.1  GI:119508387

KEYWORDS    FLI_CDNA.

SOURCE      Drosophila melanogaster (fruit fly)

/translation="MAMKLLSQVFLITALIALVSSASLEKGEREEKLHFGFHTENGHQ

                     RNEAITYTVKPETVQDPKEVTTQKPVEYKGGYSFISADGYEYQVLYKANKNGFQPYVT

                     AHKIKPDKS"

ORIGIN      

        1 caagaacgta gggttctgat cacaaatata ttctaatttt gcccttgtta aaacgctata

       61 atggcaatga aattgctaag ccaagtgttt ttaataactg cgttaattgc tttggtttca

      121 tcggcttcct tggagaaagg tgagcgagag gagaagcttc atttcggatt tcacaccgaa

      181 aatggtcacc agagaaatga ggccataacg tacacagtaa agccggaaac agttcaggat

      241 cccaaggagg tgacaaccca aaaacctgta gaatataaag gtggatacag cttcatctca

      301 gccgatggtt acgagtacca ggtcctctat aaagccaaca aaaacggttt tcagccctat

      361 gtgacagccc acaaaattaa accggataag agttaagcca ttttattgta ttgtgataga

      421 aaaataaaat tccgcaaagt taaaaaaaaa aaaaaaa

matched  1/216   59/392

BT029667                 459 bp    mRNA    linear   INV 16-DEC-2006

DEFINITION  Drosophila melanogaster IP17319 full insert cDNA.

ACCESSION   BT029667

VERSION     BT029667.1  GI:119508297

KEYWORDS    FLI_CDNA.

SOURCE      Drosophila melanogaster (fruit fly)

  ORGANISM  Drosophila melanogaster
/translation="MAMKLLSQVFLITALIALVSSASLEKGEREEKLHFGFHTENGHQ

                     RNEAITYTVKPETVQDPKEVTTQKPVEYKGGYSFISADGYEYQVLYKANKNGFQPYVT

                     AHKIKPDKS"

ORIGIN      

        1 aagaacgtag ggttctgatc acaaatatat tctaattttg cccttgttaa aacgctataa

       61 tggcaatgaa attgctaagc caagtgtttt taataactgc gttaattgct ttggtttcat

      121 cggcttcctt ggagaaaggt gagcgagagg agaagcttca tttcggattt cacaccgaaa

      181 atggtcacca gagaaatgag gccataacgt acacagtaaa gccggaaaca gttcaggatc

      241 ccaaggaggt gacaacccaa aaacctgtag aatataaagg tggatacagc ttcatctcag

      301 ccgatggtta cgagtaccag gtcctctata aagccaacaa aaacggtttt cagccctatg

      361 tgacagccca caaaattaaa ccggataaga gttaagccat tttattgtat tgtgatagaa

      421 aaataaaatt ccgcaaagtt aaaaaaaaaa aaaaaaaaa
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