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Alignment to

1A_Part_F60_5F_226.txt-- Matches:405; Mismatches:18; Gaps:99; Unattempted:0
1A _Part_F60_5R_228.txt-- Matches:368; Mismatches:4; Gaps:185; Unattempted:0
* * * * * * * * *
I ~~~~GCA -TA-GACTTCGAGTGTCATGTTGTTTCATAAATGAACATTGGGAT>46
> e e e e e e e Gl BSHEEEE T ~BcACTTCGAGTGTCATGTEGTTTCATAAATGAACATTGGGAT>55
417<CATTTTCTTGACCTTACAGTGTTCAGCCTACATCTGTTTAACTTAGCA-——————— TA-GACTTCGAGTGTCATGTTGTTTCATAAATGAACATTGGGAT<327
* * * * * * * * * *

47>GCAAGAATTGATAATAGTCTTGTATAGTAACCGATGCCATGTTTGAATGCTGCACCACATTTTGACAGATAAACCTTTTTTTCATTTTCCCCTTTCTTTT>146
56>GCAAGAATTGATAATAGTCTTGTATAGTAACCGATGCCATGT! AATGCTGCACCACN.TTTGACAGATAAACCTTTTTTTCATTTTCCCCTTTCTTTT>154
326<GCAAGAATTGATAATAGTCTTGTATAGTAACCGATGCCATGT AATGCTGCACCACATTTTGACAGATAAACCTTTTTTTCATTTTCCCCTTTCTTTT<228

* * * * * * * * * *

147>CTTTTGGATACGCATGACCGGTTCAGTCATATATGTAATGTTGACTAATAGGAGCTCATTCTTTCGTAAATAGCTTTGAAGCACAGCAATGAAACAGAGA>246
155>CTTTTGGATACGCATGACCGGTTCAGTCATATATGTAATGTTGACTAATAGGAGCTCATTCTTTCGTAAATAGCTTTGAAGCACAGCAATGAAACAGAGA>254
227<CTTTTGGATACGCATGACCGGTTCAGTCATATATGTAATGTTGACTAATAGGAGCTCATTCTTTCGTAAATAGCTTTGAAGCACAGCAATGAAACAGAGA<128

* * * * * * * * * *
247>AGACCATACTGGCAATTTANNANNNANNNANNNANNNTCTGACCACCACTGGATATACGCAAGAGGACTACACCATGCTAGGCTCGGATGACTTTTTCTA>346
255>AGACC ATATACGCAGAGGACTACACCATGCTAGGCTCGEBIGHlcTTTTTCEA>309
127<AGACC ATATACGCAAGAGGACTACACCATGCTAGGCTCGGATGACTTTTTCTA<73

* * * * * * * * * *
347>TGTCGGCGGTAGTCCCAGCACTGCCGATCTTCCTGGATCACCTGTCAGCAACAACTTTATGGGCTGCTTGAAAGAGgtaagagatttgaacaattg—-ctc>445
310>@BTCGGCGGTAGTCCCAGCACTGCCGATC TGGATCACCTGTCAGCAACAACTTTATGGGCTGCTTGAAAGAGGTAAGAGATTTGAACAATT >406

72<TGTCGGCGGTAGTCCCAGCACTGCCGATC] TGGATCACCTGTCAGCAACAACT e CEAETG- 12

* * * * * *
446>ctcggaaaaaatcaaattgttc gcctgtaatttaatcgctgtttggttacgetg>512
407>[#TCGG Tl RN R AT

11< TTC




