nrxnlA.ape
Alignment to
1A_Full_32-2R_215.txt-- Matches:274; Mismatches:4; Gaps:103; Unattempted:0

* * * * * * * * *
1>~GCATAGA-CTTCGAGTGTCATGTTGTTTCATAAATGAACATTGGGATGCAAGAATTGATAATAGTCTTGTATAGTAACCGATGCCATGTTTGAATGCTG>98
28 0<I-\GCATAGA.C'I‘CGAGTGTCATGTTGTTTCATAAATGAACATTGGGATGCAAGAATTGATAATAGTCTTGTATAGTAACCGATGCCATGTTTGAATGCTG< 181

* * * * * * * * * *

99>CACCACATTTTGACAGATAAACCTTTTTTTCATTTTCCCCTTTCTTTTCTTTTGGATACGCATGACCGGTTCAGTCATATATGTAATGTTGACTAATAGG>198
180<CACCACATTTTGACAGATAAACCTTTTTTTCATTTTCCCCTTTCTTTTCTTTTGGATACGCATGACCGGTTCAGTCATATATGTAATGTTGACTAATAGG<81

* * * * * * * * * *

199>AGCTCATTCTTTCGTAAATAGCTTTGAAGCACAGCAATGAAACAGAGAAGACCATACTGGCAATTTAGCTGGAAATAGNnnnnnnnnnnnnnCCGGGGCC>298
80<AGCTCATTCTTTCGTAAATAGCTTTGAAGCACAGCAATGARACA /SRR 3 6

* * * * * * * * *

299>ATTCGGAATAGATTGAGGAAAAACTCCATGCACGTAAAGTATCTTATTACATGTTTATATACGGTGCAAAGACTATCTGTG> 3 79
35< P N GAAAAACTCCATGCACGTAAAGTATC



