nrxn2b_tmr.ape
Alignment to

2B_TMR_7-3F_211.txt-- Matches:241; Mismatches:1; Gaps:286; Unattempted:0
2B_TMR_7-3R_212.txt-- Matches:250; Mismatches:0; Gaps:283; Unattempted:0
* * * * * * * * *

1>~~~GCTCAAACCGGGCATCAA-TGCGCCCAACAT-CCCCGCGGGTAAAATGAACACTCGAGATCAGGTGCTGCTGCCGCCTGCTCAGCCCTCGGGCGACA>95
1> T-lccccGGETRAAATGRACACTCGAGATCAGGTGCTGCTGCCGCCTGCTCAGCCCTCGGGCGACA> 62
255<TTGGCTCAAACCGGGCATCAABTGCGCCCAACATHCCCCGCGGGTAAAATGAACACTCGAGATCAGGTGCTGCTGCCGCCTGCTCAGCCCTCGGGCGACA<1S6

* * * * * * * * * *
96>CTGATCACAGCGGGCGGCATCGACACATCCCAGGTATAACATATCCCCCTAATTTCCCCCATGTGCCCACTACAGACCCCTCATCGCCGGACCGAGGGCC>195
63>CTGATCACAGCGGGCGGCATCGACACATCCCAGGTATAACATATCCCCCTAATTTCCCCC. 123

155<CTGATCACAGCGGGCGGCATCGACACATCCCAGGTATAACATATCCCCCTAATTTCCCCCATGTGCCCACTACAGACCCCTCATCGCCGGACCGAGGGCC<56

* * * * * * * * * *

196>GCCTGGAGCCGTGGAGGTGATCCGAGAGTCCAGCAGTACCACGGGTATGGTGGTGGGCATCGTGGCAGCGGCTGCCCTCTGCATCCTCATCCTGCTGTAC>295
I S >123

5 5<GCCTGGAGCCGTGOAGCTGATCCGAGAGTCCAGCAGTACC A <

* * * * * * * * * *
296>GCCATGTACAAGTACCGCAACCGCGACGAAGGCTCCTACCAGGTGGACCAGAGCCGCAATTACATTAGCAATTCAGCCACGCAAAGCAATGGCGCCCTAG>395

396>TGAAGGAGARACAGCCCGGCGCTGCCAAGACGGGCACCAAGAGCAAGAAAAACAAAGACAAGGAGTATTACGTCTGAGCACGGCCCCTAGGGGGACCCGA>495
124> BBBGGAGAAACAGCCCGGCGCTGCCAAGACGGGCACCAAGAGCAAGAAAAACAAAGACAAGGAGTATTACGTCTGAGCACGGCCCCTAGGGGGACCCGA>219
2 e <2

496>GGGGAGAAGGAGAGAGATAGGATGAGGACTGGA>528

22 0>GGGGAGAAGGAGAGAGATAG-A> 242
1< <1l



