nrxn3a-tmr region.ape

Alignment to

3A_TMR_F16_2F 205.txt-- Matches:344; Mismatches:4; Gaps:223; Unattempted:0
3A_TMR_F16_2R_206.txt-- Matches:342; Mismatches:5; Gaps:223; Unattempted:0

* * * * * * * * * *
1>CGACATAGTCTTGCTTCCATTGCCCACTTCCTATGAGGTAGACAACACAAAGCTGAAGAGCCCATTAATAACCTCCCCCATGTTCCGTAATGTACCCACA>100
1> calia 7 SRR R CRESSNNRENS « . CRESSEREERE (A GCTGAAGAGCCCATTAATAACCTCCCCCA 49

347<~~~~ATAGTCTTGCTTCCATTGCCCACTTCCTATGAGGTAGACAACACAAAGCTGAAGAGCCCATTAATAACCTCCCCCA 271

* * * * * * * * * *
101>GCAATCCCCACGGAGCCGGGCATCAGGCGGGTTCCGGGGGCCTCCGAGGTGGTCCGTGAATCTAGCAGCACCACCGGAATGGTCGTCGGGATAGTTGCCG>200

201>CTGCCGCTTTGTGCATCCTAATTCTGCTCTACGCCATGTATAAGTACAGAAACAGGGACGAGGGGTCCTACCAAGTGGATGAGACCAGGAATTACATTAC>300
50> AAGTGGATGAGACCAGGAATTACATTAC>78
270< AAGTGGATGAGACCAGGAATTACATTAC<242

* * * * * * * * * *
301>CAACTCGGCGCAGAGCAATGGCGCGGTCATGAAGGACAAGCAGCAGAGCACCAAAAGCGGCAACAAGAAACAGAAAAACAAGGACAAGGAGTACTACGTG>400
79>CAACTCGGCGCAGAGCAATGGCGCGGTCATGAAGGACAAGCAGCAGAGCACCAAAAGCGGCAACAAGAAACAGAAAAACAAGGACAAGGAGTACTACGTG>178
241<CAACTCGGCGCAGAGCAATGGCGCGGTCATGAAGGACAAGCAGCAGAGCACCAAAAGCGGCAACAAGAAACAGAAAAACAAGGACAAGGAGTACTACGTG<142

* * * * * * * * * *
401>TGAGTCCGAGCCACAGAACTTTAACAGACAGACAGACAGATGGACCTGTTGGGCACTGCGCCAAGAGAGAGGGCGACAGGAGCCCAACCCTGGCGCCGTG>500
179>TGAGTCCGAGCCACAGAACTTTAACAGACAGACAGACAGATGGACCTGTTGGGCACTGCGCCAAGAGAGAGGGCGACAGGAGCCCAACCCTGGCGCCGTG>278
14 1<TGAGTCCGAGCCACAGAACTTTAACAGACAGACAGACAGATGGACCTGTTGGICACTGCGCCAAGAGAGAGGGCGACAGGAGCCCAACCCTGGCGCCGTHK42

* * * * * * *
501>CCGAGAAGGCGAACTCTGACGCGAACTGTACCATARAGCACACTTACAACAGTAAGCATACCGCGAAAGG~>570
279>CCGAGAAGGCGAACTCTGACGCGAACTGTACCATAAAGCACACTTACAACAGTAAGCATACCGCGAAAGGA>349

41<CCGAGAAGGCGAACTCTGACGC CEEEEEncacTAAGCHT G < 1



