nrxn2a.ape
Alignment to

2A_TMR_F3_8R_210.txt-- Matches:188; Mismatches:14; Gaps:342; Unattempted:0
* * * * * * * * * *
1>~~~ CCTGGTGTAGGCAAAAGTGGCCACGGTGACCACCGTCCTCCAGTCCCTGCCCCGACCACCCATCCTAACCAGCTCCACATC>81

222<TCCTGGTTAGCAAAAGGGTCCTGGTGTAGGCAAAAGTGGCCACGGTGACCACCGTCCTCCAGTCCCTGCCCCGACCACCCATCCTAACCAGCTCCACATC<123

* * * * * * * * * *
82>CCAGCGGGCAAAATGAACACCCGCGACCAGGTGCTCCTGCCACCCGTCCCGTCCTCGCGCCACACTCCAGGTCTAACCTACCCGCCTGATTTCCCCCATG>181
122<CCAGCGGGCAAAATGAACACCCGCGACCAGGTGCTCCTGCCACCCGTCCCGTCCTCGCGE: 62
* * * * * * * * * *
182>TGCCCACAGCTCATCCCACCGACCTGATGGAGAAGGGCCGTCCAGGTGCCGTGGAGGTGATTCGAGAGTCCAGCAGCACCACAGGCATGGTGGTTGGCAT>281
37O <62
* * * * * * * * * *
282>CGTGGCGGCTGCCGCCCTCTGCATCCTCATCCTCCTATACGCCATGTATAAATACCGCAATCGAGACGAAGGCTCTTATCAGGTGGATCAAAGCCGCAAC>381
37 <62
* * * * * * * * * *

382>TCCGGCTCTGAAAGCAACGGTGCCGTAGTGAAGGAGAAAACGCCGAGTACGACTGCCGCCGTGGCTAAAACCACCACCAAGGGCAAGAAGAACAAAGACA>481
o 1< S A CCACCAAGGGCAAGA A CHABBANE< 3 1

* * * *
482>AGGAGTATTACGTCTGAG-AAAGACAGAGGAGAAGGTACTGATG>524
30<acEAEEAET AEEEERCAGEAATGACANEEG G IR G AlG< 1



