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CG6084 (RA) CDS_WT.ape from 1 to 951

Alignment to

CG6084 (RA)CDS _10-1 allele.ape-- Matches:948; Mismatches:2; Gaps:3; Unattempted:0

* * * * * * * * *
1>ATGGCTGTACCGAACGTTAAATTCAACAACGGCAAGGAAGTCCCAATCATTGGACTGGGAACCTGGGGCAGCCCCAAGGGTCAGGTC-A~-CCGAGGCTGT>98

PR PP PP PP PP L P LT EE PP P Er LT # # 1 FETTTL

1>ATGGCTGTACCGAACGTTAAATTCAACAACGGCAAGGAAGTCCCAATCATTGGACTGGGAACCTGGGGCAGCCCCAAGGGTCAGGTC.CIAGGCTGT> 929

* * * * * * * * * *
99>CAAAGTTGCCATTGATGCCGGATACAGGCACATTGACTGTGCCTATGTATACCAAAACGAGGATGAGGTCGGAGATGGTGTTGAGGCCAAGATCAAGGAG>198

200> [ [LLEEEEETEEEEEEE TR TP E PP PP TP

100>CAAAGTTGCCATTGATGCCGGATACAGGCACATTGACTGTGCCTATGTATACCAAAACGAGGATGAGGTCGGAGATGGTGTTGAGGCCAAGATCAAGGAG>199

* * * * * * * * * *
199>GGCGTTGTCAAGCGTGAGGATCTGTTCATCACCAGCAAACTGTGGAACACTTTCCATCGCCCGGATCTTGTCAAGTCGGCATTGGAGAACACATTGAGCT>298

200> [ LLLEEEREREEEEEEEEEEE e e e e e e e e e e e e e e e e e e PR

200>GGCGTTGTCAAGCGTGAGGATCTGTTCATCACCAGCAAACTGTGGAACACTTTCCATCGCCCGGATCTTGTCAAGTCGGCATTGGAGAACACATTGAGCT>299

* * * * * * * * * *
299>CCCTGAAGCTGAAGTACCTCGATCTGTACCTTATCCACTGGCCCATGGGCTACAAGGAGGGATGCGATCTGTTCCCCACCGACAAGGATGGCAAGACGCT>398

300> [ [ [LITEETEEETEEE R EEE PR e PR R PR E TR TR

300>CCCTGAAGCTGAAGTACCTCGATCTGTACCTTATCCACTGGCCCATGGGCTACAAGGAGGGATGCGATCTGTTCCCCACCGACAAGGATGGCAAGACGCT>399

* * * * * * * * * *
399>GTACTCGCCGGTTGATTACGTCGACACGTGGAAGGCCATGGAGAAGTTGGTGGAAGAGGGTCTGGTCAAGTCCATTGGTGTTTCCAACTTCAACAGAAGG>498

400> [ LLTEEEEEEEEEE R EEE R PR TR PP PR PP EE T

400>GTACTCGCCGGTTGATTACGTCGACACGTGGAAGGCCATGGAGAAGTTGGTGGAAGAGGGTCTGGTCAAGTCCATTGGTGTTTCCAACTTCAACAGAAGG>499

* * * * * * * * * *
499>CAGATCGAGCGCGTGCTTGAGGTGGCCACTATTCCACCAGTAACCAATCAGATTGAGTGCCATCCATATCTGACCCAGAAGAAGCTGATTGACTTCTGCA>598

SOO>[ [ [LITEETEEETEEE R EEEEE PR LT TR PR E T EE TP E PP E LT EET L

500>CAGATCGAGCGCGTGCTTGAGGTGGCCACTATTCCACCAGTAACCAATCAGATTGAGTGCCATCCATATCTGACCCAGAAGAAGCTGATTGACTTCTGCA>599

* * * * * * * * * *
599>AGTCAAAGGACATTACAATCACTGCCTACAGTCCCTTGGGATCTCCCAACCGCCCATGGGCCAAGGCTGGTGATCCGGTCATCCTAGAGGAGGCTAAGAT>698

SOO>| [ [ [LIPIEEEEEETE e e e e e e e e e e e e e e e e e e e e e e e e

600>AGTCAAAGGACATTACAATCACTGCCTACAGTCCCTTGGGATCTCCCAACCGCCCATGGGCCAAGGCTGGTGATCCGGTCATCCTAGAGGAGGCTAAGAT>699

* * * * * * * * * *
699>CAAGGAAATTGCCGCTAAGAAGAAGAAGACCCCTGGACAGATCCTTATTCGATACCAGGTTCAGCGTGCCAACATTGTTATCCCCAAATCTGTGACCAAG>798

700> [ LLLTEEEEEEEEEEEEE TP E PP PR E P E T EE PP E PP E TR

700>CAAGGAAATTGCCGCTAAGAAGAAGAAGACCCCTGGACAGATCCTTATTCGATACCAGGTTCAGCGTGCCAACATTGTTATCCCCAAATCTGTGACCAAG>799

* * * * * * * * * *
799>GACCGCATCGAGTCCAACTTCCAGGTCTTCGACTTCGAACTGACACCTGAGGAAATCGAAATCATCGAAAGCTTCGAGTGCAACGGCCGCCTTGTTCCCC>898

SOO>[ [ [LLTEETEEETEEEEEEEEE PR PP PR E TP E PP EET L

800>GACCGCATCGAGTCCAACTTCCAGGTCTTCGACTTCGAACTGACACCTGAGGAAATCGAAATCATCGAAAGCTTCGAGTGCAACGGCCGCCTTGTTCCCC>899

* * * * * *
899>TACTCAACCAATACGGTCACCCTCACCACCCTTTCGAGAAGGACGAATACTAG>951

00> [ [ [LITEETEETTEEEEEE LT PR TR LT E T

900>TACTCAACCAATACGGTCACCCTCACCACCCTTTCGAGAAGGACGAATACTAG>952



