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Alignment to

1B_Full 26-5F_213.txt-- Matches:230; Mismatches:5; Gaps:211; Unattempted:0
1B_Full 26-5R_217.txt-- Matches:230; Mismatches:5; Gaps:210; Unattempted:0
* * * * * * * * * *
1>~GCTTAGTTTTGCTGTCATGTGTACTTTAAAACTGCCTTTTAAAGTGGCTTCCTGATCCTAAGTATCGCACAATGAGACAAAACAAACGTCTGACTAAAT>99
1>~ T Tcfiir TEEEAGTGECETCCTGATCCTAAGTATCGCACAATGAGACAAAACAAACGTCTGACTAAAT>67

>
236<AlpTTAGTTT TGTCATGTGTACTTTAAAACTGCCTTTTAAAGTGGCTTCCTGATCCTAAGTATCGCACAATGAGACAAAACAAACGTCTGACTAAAT<137

* * * * * * * * * *
100>AAATAAGCCGATAAAGCAGTGTTTGGATGAATGATATGGCTGATTTGGGTAGCAGCGCGCTGTCCAAGGTGCTGCAAAGCGCGGGCTGCGCCTCCCGCCA>199
68>AAATAAGCCGATAAAGCAGTGTTTGGATGAATGATATGGCTGATTTGGGTAGCAGCGCGCTGTCCAAGGTGCTGCAAAGCGCGGGCTGCGCCTCCC 163
136<AAATAAGCCGATAAAGCAGTGTTTGGATGAATGATATGGCTGATTTGGGTAGCAGCGCGCTGTCCAAGGTGCTGCAAAGCGCGGGCTGCGCCTCCC 41

* * * * * * * * * *

200>GATTCACATCACGTGACCCGCTCCAACCGCTGCGCGTTCACGACTnnnnnnnnnnnnnnnAGACATCAGATCTTACAGTACAGTACGCAGGGGCATAGTA>299
164> C 166
40< C 38

* * * * * * * * * *
300>ATGGGGGGAAATGGTGACAGAGTGCATTTAGGGGCCCAGCAACAAGTCTTCTCTTCAGTCAACCCCCTCACCCACGCTCTTGACTTGGGAGATCGCCAAC>399
167> TCTTGACTTGGGAGATCGCCAAC>190

37< TCTTGACTTGGGAGATCGCCARR<16

* * * *
400>ATCACAACTTTGGAAATAAACTCGCTGTTTCTTGTA-TAACTTACG~>444
191>ATCACAACTTTGGAAA CTCGCTGTTTCTT AACTTACGA>237
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