
All MitoAll RSS000056015V01 complete 46 RSA001145148 369 TGTAAAACGACGGCCAGTCCCGTTCCAGTGAGTTCACCC CAGGAAACAGCTATGACCCCCAGTTTGGGTCTTAGCTATTGTGTG H2 34 MT 1757 2126 129 498
All MitoAll RSS000056015V01 complete 46 RSA001145163 559 TGTAAAACGACGGCCAGTGGTTGGTCAATTTCGTGCCAG CAGGAAACAGCTATGACCCTGCTAAATCCACCTTCGACCCTTAAG H2 34 MT 1924 2483 296 855
All MitoAll RSS000056015V01 complete 46 RSA001145139 597 TGTAAAACGACGGCCAGTTGGCGGTGCTTCATATCCCTC CAGGAAACAGCTATGACCCGCCAGGTTTCAATTTCTATCGC H2 34 MT 2225 2822 597 1194
All MitoAll RSS000056015V01 complete 46 RSA001145117 594 TGTAAAACGACGGCCAGTGCCCGTCACCCTCCTCAAGT CAGGAAACAGCTATGACCGGGATTTAGAGGGTTCTGTGGGC H2 34 MT 2536 3130 908 1502
All MitoAll RSS000056015V01 complete 46 RSA001145118 569 TGTAAAACGACGGCCAGTAACTTTGCAAGGAGAGCCAAAGC CAGGAAACAGCTATGACCGCATGCCTGTGTTGGGTTGA H2 34 MT 2924 3493 1296 1865
All MitoAll RSS000056015V01 complete 46 RSA001145119 597 TGTAAAACGACGGCCAGTGCGTTCAAGCTCAACACCCA CAGGAAACAGCTATGACCGCAGGTTTGGTAGTTTAGGACCTGTG H2 34 MT 3252 3849 1624 2221
All MitoAll RSS000056015V01 complete 46 RSA001145120 599 TGTAAAACGACGGCCAGTGCGGTACCCTAACCGTGCAA CAGGAAACAGCTATGACCGGGAAGGCGCTTTGTGAAGTAGG H2 34 MT 3622 4221 1994 2593
All MitoAll RSS000056015V01 complete 46 RSA001145121 600 TGTAAAACGACGGCCAGTCCCTAGGGATAACAGCGCAATCCT CAGGAAACAGCTATGACCGCGGTGATGTAGAGGGTGATGG H2 34 MT 3978 4578 2350 2950
All MitoAll RSS000056015V01 complete 46 RSA001145122 585 TGTAAAACGACGGCCAGTCATACCCATGGCCAACCTCCT CAGGAAACAGCTATGACCCGGTTGGTCTCTGCTAGTGTGGA H2 34 MT 4356 4941 2728 3313
All MitoAll RSS000056015V01 complete 46 RSA001145172 539 TGTAAAACGACGGCCAGTCCTCTAGCCTAGCCGTTTACTCAATCC CAGGAAACAGCTATGACCGTGTATGAGTTGGTCGTAGCGGAATC H2 34 MT 4679 5218 3051 3590
All MitoAll RSS000056015V01 complete 46 RSA001250242 637 TGTAAAACGACGGCCAGTCTTCGACCTTGCCGAAGGG CAGGAAACAGCTATGACCGCGCTGTGATGAGTGTGCCT H2 34 MT 4947 5584 3319 3956
All MitoAll RSS000056015V01 complete 46 RSA001145173 599 TGTAAAACGACGGCCAGTCACCCCATCCTAAAGTAAGGTCAGC CAGGAAACAGCTATGACCGTTTGGTTTAATCCACCTCAACTGCC H2 34 MT 5439 6038 3811 4410
All MitoAll RSS000056015V01 complete 46 RSA001250243 679 TGTAAAACGACGGCCAGTCTTCTGAGTCCCAGAGGTTACCCA CAGGAAACAGCTATGACCAGGTAGGAGTAGCGTGGTAAGGGC H2 34 MT 5855 6534 4227 4906
All MitoAll RSS000056015V01 complete 46 RSA001308205 672 TGTAAAACGACGGCCAGTTGGGCCATTATCGAAGAATTCACA CAGGAAACAGCTATGACCAGAGAATAGTCAACGGTCGGCG H2 34 MT 6309 6981 4681 5353
All MitoAll RSS000056015V01 complete 46 RSA001145177 568 TGTAAAACGACGGCCAGTCAGCTAAGCACCCTAATCAACTGGC CAGGAAACAGCTATGACCGGCCTCCACTATAGCAGATGCG H2 34 MT 6746 7314 5118 5686
All MitoAll RSS000056015V01 complete 46 RSA001145178 543 TGTAAAACGACGGCCAGTCAGCTCTAAGCCTCCTTATTCGAGC CAGGAAACAGCTATGACCCTGTTAGTAGTATAGTGATGCCAGCAGCTAGG H2 34 MT 7045 7588 5417 5960
All MitoAll RSS000056015V01 complete 46 RSA001250244 468 TGTAAAACGACGGCCAGTTGCCATAACCCAATACCAAACGC CAGGAAACAGCTATGACCCTTCCGTGGAGTGTGGCGAG H2 34 MT 7475 7943 5847 6315
All MitoAll RSS000056015V01 complete 46 RSA001250245 661 TGTAAAACGACGGCCAGTCAATTGGCTTCCTAGGGTTTATCGTG CAGGAAACAGCTATGACCGGGCATCCATATAGTCACTCCAGG H2 34 MT 7789 8450 6161 6822
All MitoAll RSS000056015V01 complete 46 RSA001307967 573 TGTAAAACGACGGCCAGTCCCGATGCATACACCACATGAA CAGGAAACAGCTATGACCCTAGGATGATGGCGGGCAGG H2 34 MT 8283 8856 6655 7228
All MitoAll RSS000056015V01 complete 46 RSA001250246 675 TGTAAAACGACGGCCAGTGAGCTTATCACCTTTCATGATCACGC CAGGAAACAGCTATGACCGCTAAGTTAGCTTTACAGTGGGCTCTAG H2 34 MT 8690 9365 7062 7737
All MitoAll RSS000056015V01 complete 46 RSA001145184 511 TGTAAAACGACGGCCAGTCTACGGTCAATGCTCTGAAATCTGTG CAGGAAACAGCTATGACCGTCATTGTTGGGTGGTGATTAGTCG H2 34 MT 9211 9722 7583 8094
All MitoAll RSS000056015V01 complete 46 RSA001145185 528 TGTAAAACGACGGCCAGTGAAAATCTGTTCGCTTCATTCATTGCC CAGGAAACAGCTATGACCGGTGGCGCTTCCAATTAGGTG H2 34 MT 9583 10111 7955 8483
All MitoAll RSS000056015V01 complete 46 RSA001145124 562 TGTAAAACGACGGCCAGTCCTCCTCGGACTCCTGCCTC CAGGAAACAGCTATGACCTGAGGAGCGTTATGGAGTGGAAG H2 34 MT 9825 10387 8197 8759
All MitoAll RSS000056015V01 complete 46 RSA001145137 598 TGTAAAACGACGGCCAGTATTGGAAGCGCCACCCTAGC CAGGAAACAGCTATGACCCAGGTGATTGATACTCCTGATGCGA H2 34 MT 10096 10694 8468 9066
All MitoAll RSS000056015V01 complete 46 RSA001145188 562 TGTAAAACGACGGCCAGTCGATACGGGATAATCCTATTTATTACCTCAG CAGGAAACAGCTATGACCTTATACTAAAAGAGTAAGACCCTCATCAATAGATGG H2 34 MT 10494 11056 8866 9428
All MitoAll RSS000056015V01 complete 46 RSA001145189 529 TGTAAAACGACGGCCAGTCGAGTCTCCCTTCACCATTTCCG CAGGAAACAGCTATGACCGGGTAAAAGGAGGGCAATTTCTAGATC H2 34 MT 10802 11331 9174 9703
All MitoAll RSS000056015V01 complete 46 RSA001250247 610 TGTAAAACGACGGCCAGTCATTTTGACTACCACAACTCAACGGCTAC CAGGAAACAGCTATGACCAGGCCATATGTGTTGGAGATTGAGA H2 34 MT 11170 11780 9542 10152
All MitoAll RSS000056015V01 complete 46 RSA001145125 578 TGTAAAACGACGGCCAGTCTAGTCTTTGCCGCCTGCGA CAGGAAACAGCTATGACCGGGAAGGGAGCCTACTAGGGTGT H2 34 MT 11709 12287 10081 10659
All MitoAll RSS000056015V01 complete 46 RSA001145126 597 TGTAAAACGACGGCCAGTCCAACGCCACTTATCCAGCG CAGGAAACAGCTATGACCTGTCGTAGGCAGATGGAGCTTG H2 34 MT 12049 12646 10421 11018
All MitoAll RSS000056015V01 complete 46 RSA001145192 537 TGTAAAACGACGGCCAGTCTTATGACTCCCTAAAGCCCATGTCG CAGGAAACAGCTATGACCGTGATATTTGATCAGGAGAACGTGGTTAC H2 34 MT 12448 12985 10820 11357
All MitoAll RSS000056015V01 complete 46 RSA001145193 441 TGTAAAACGACGGCCAGTCAAACTACGAACGCACTCACAGTCG CAGGAAACAGCTATGACCGTCGTAAGCCTCTGTTGTCAGATTCAC H2 34 MT 12804 13245 11176 11617
All MitoAll RSS000056015V01 complete 46 RSA001145138 554 TGTAAAACGACGGCCAGTGGGCTCACTCACCCACCACAT CAGGAAACAGCTATGACCTGGGTTGTTTGGGTTGTGGCT H2 34 MT 13057 13611 11429 11983
All MitoAll RSS000056015V01 complete 46 RSA001145127 600 TGTAAAACGACGGCCAGTTTACCACCCTCGTTAACCCTAACAAA CAGGAAACAGCTATGACCCTGCTAGGAGGAGGCCTAGTAGTGG H2 34 MT 13445 14045 11817 12417
All MitoAll RSS000056015V01 complete 46 RSA001145196 559 TGTAAAACGACGGCCAGTCCTTCTTGCTCATCAGTTGATGATACG CAGGAAACAGCTATGACCGCTTTGAAGAAGGCGTGGGTACAG H2 34 MT 13838 14397 12210 12769
All MitoAll RSS000056015V01 complete 46 RSA001145128 515 TGTAAAACGACGGCCAGTGCAGCAGTCTGCGCCCTTAC CAGGAAACAGCTATGACCGCTGCCAGGCGTTTAATGGG H2 34 MT 14248 14763 12620 13135
All MitoAll RSS000056015V01 complete 46 RSA001250248 610 TGTAAAACGACGGCCAGTCCACATCATCGAAACCGCAAAC CAGGAAACAGCTATGACCGATGAGTGGGAAGAAGAAAGAGAGGAAG H2 34 MT 14565 15175 12937 13547
All MitoAll RSS000056015V01 complete 46 RSA001145129 572 TGTAAAACGACGGCCAGTCAGCCCTCGCTGTCACTTTCC CAGGAAACAGCTATGACCGGATTGGTGCTGTGGGTGAAA M 34 MT 14852 15424 13224 13796
All MitoAll RSS000056015V01 complete 46 RSA001145144 588 TGTAAAACGACGGCCAGTACGCCCATAATCATACAAAGCCC CAGGAAACAGCTATGACCGGGAGGTCGATGAATGAGTGGT M 34 MT 15274 15862 13646 14234
All MitoAll RSS000056015V01 complete 46 RSA001145130 599 TGTAAAACGACGGCCAGTGCCATCGCTGTAGTATATCCAAAGACA CAGGAAACAGCTATGACCAGGCCTCGCCCGATGTGTAG H2 34 MT 15503 16102 13875 14474
All MitoAll RSS000056015V01 complete 46 RSA001145131 596 TGTAAAACGACGGCCAGTCGCCTGCCTGATCCTCCAA CAGGAAACAGCTATGACCGAAGGAAGAGAAGTAAGCCGAGGG H2 34 MT 15910 16506 14282 14878
All MitoAll RSS000056015V01 complete 46 RSA001145132 556 TGTAAAACGACGGCCAGTGACAGTCCCACCCTCACACGA CAGGAAACAGCTATGACCCGGATGCTACTTGTCCAATGATGG H2 34 MT 16307 16863 14679 15235
All MitoAll RSS000056015V01 complete 46 RSA001145133 578 TGTAAAACGACGGCCAGTCTAGGAGGCGTCCTTGCCCT CAGGAAACAGCTATGACCGGGTTTGATGTGGGTTGGGTT H2 34 MT 16658 17236 15030 15608
All MitoAll RSS000056015V01 complete 46 RSA001250252 589 TGTAAAACGACGGCCAGTGAAAAAGTCTTTAACTCCACCATTAGCACC CAGGAAACAGCTATGACCGGGAACGTGTGGGCTATTTAGGCT H1 34 MT 17011 17600 15383 15972
All MitoAll RSS000056015V01 complete 46 RSA001250250 656 TGTAAAACGACGGCCAGTCCCCCCATGCTTACAAGCAAGT CAGGAAACAGCTATGACCCTGTGTGGAAAGCGGCTGTG H2 34 MT 17240 17896 15612 16268
All MitoAll RSS000056015V01 complete 46 RSA001145161 493 TGTAAAACGACGGCCAGTCAGGTCTATCACCCTATTAACCACTCACG CAGGAAACAGCTATGACCGGGTTGTATTGATGAGATTAGTAGTATGGGAG H2 34 MT 17626 18119 15998 16491
All MitoAll RSS000056015V01 complete 46 RSA001250241 607 TGTAAAACGACGGCCAGTTGGCCACAGCACTTAAACACATCTC CAGGAAACAGCTATGACCCTATTGACTTGGGTTAATCGTGTGACC H2 34 MT 17943 18550 16315 16922


