Supplemental Table 1 All candidate piRNAs from P, olivaceus gonads

Reads number

Reads number

Sequence D
(ovary) (testis)

CTCGCCTTAGGACACCTGCGTTACC 25_138820_4 0 4
ACATGAGAGGTGTAGAATAAGTGGGAGGCCG 31 14304 3 3 0
CATGAGAGGTGTAGAATAAGTGGGAGGCCG 3028247 3 3 0
ACATGAGAGGTGTAGAATAAGTGGGAGGCCA 31 77355 4 1
TGAGAGGTGTAGAATAAGTGGGAGGCCC 28 113342 4 4 0
ATGAGAGGTGTAGAATAAGTGGGAGGCCTCG 31 5035 8 7 1
CATGAGAGGTGTAGAATAAGTGGGAGGCCA 30_11346_7 7 0
ATGAGAGGTGTAGAATAAGTGGGAGGCCA 29_22065_9 8 1
ATGAGAGGTGTAGAATAAGTGGGAGGCCG 29_24740_8 8 0
TGAGAGGTGTAGAATAAGTGGGAGGCCA 28 521029 8 1
TGAGAGGTGTAGAATAAGTGGGAGGCCTCG 30_6769_12 8 4
CATGAGAGGTGTAGAATAAGTGGGAGGCCTC 31_2671_16 15 1
TGAGAGGTGTAGAATAAGTGGGAGGCCTC 29_6481_33 31 2
TGAGAGGTGTAGAATAAGTGGGAGGCCTCGG 31 1351 33 31 2
GACATGAGAGGTGTAGAATAAGTGGGAGGC 301983 42 37 5
CATGAGAGGTGTAGAATAAGTGGGAGGC 28 11222 47 45 2
ATGAGAGGTGTAGAATAAGTGGGAGGCCTC 30 1713 49 48 1
CATGAGAGGTGTAGAATAAGTGGGAGG 27 16978 55 49 6
TGAGAGGTGTAGAATAAGTGGGAGGC 26_14285_74 58 16
ACATGAGAGGTGTAGAATAAGTGGGAGGC 29_3287_65 59 6
GACATGAGAGGTGTAGAATAAGTGGGAGG 29_3120_68 62 6
ATGAGAGGTGTAGAATAAGTGGGAGGC 27_11876_79 71 8
TGAGAGGTGTAGAATAAGTGGGAGG 259954 178 73 5
GACATGAGAGGTGTAGAATAAGTGGGAGGCC 31_586_78 74 4
ACATGAGAGGTGTAGAATAAGTGGGAGG 28 5769 _91 81 10
ATGAGAGGTGTAGAATAAGTGGGAGG 26_11706_91 82 9
CATGAGAGGTGTAGAATAAGTGGGAGGCC 29_2001_105 99 6
ACATGAGAGGTGTAGAATAAGTGGGAGGCC 30_737_109 100 9
TGAGAGGTGTAGAATAAGTGGGAGGCC 27_9006_105 103 2
ATGAGAGGTGTAGAATAAGTGGGAGGCC 28 3748 142 132 10
ACATGAGAGGTGTAGAATAAGTGGGAGGCCT 31 221 186 174 12
CATGAGAGGTGTAGAATAAGTGGGAGGCCT 30372197 183 14
TGAGAGGTGTAGAATAAGTGGGAGGCCT 28_2269_226 207 19
ATGAGAGGTGTAGAATAAGTGGGAGGCCT 29_755_260 243 17
GTATTGACTACAGAGGTCTCAACGATG 27 237437 3 3 0
CTATTGAAAGTCAGCCCTCGATCCAAG 27 312411_2 0 2
GAAAGTCAGCCCTCGATCCAA 21_29046_2 1 1
GAAAGTCAGCCCTCGATCCAAGCTTTGT 28 215235 2 1 1
TTGAAAGTCAGCCCTCGATCCAAG 24 125849 2 1 1
GAAAGTCAGCCCTCGATCCAAG 22 52007 _2 2 0




TGAAAGTCAGCCCTCGATCCAA 22 50852 2 2 0
TGAAAGTCAGCCCTCGATCCAAGC 24 26782_11 2 9
TTGAAAGTCAGCCCTCGATCCAAGCTTT 28 128270 3 2 1
GAAAGTCAGCCCTCGATCCAAGCTTT 26_125751_6 3 3
TGAAAGTCAGCCCTCGATCCAAGCT 25 188449 3 3 0
TGAAAGTCAGCCCTCGATCCAAGCTT 26_256753_3 3 0
TTGAAAGTCAGCCCTCGATCCAAGCTT 27_247368_3 3 0
ATTGAAAGTCAGCCCTCGATCCAAGCTT 28_89219_5 4 1
TTGAAAGTCAGCCCTCGATCCAAGCT 26_158330_5 4 1
GAAAGTCAGCCCTCGATCCAAGCTT 25_71386_9 8 1
TATTGAAAGTCAGCCCTCGATCCAAGCT 28_47529_10 8 2
CTATTGAAAGTCAGCCCTCGATCCAAGC 28_39900_12 9 3
TTGAAAGTCAGCCCTCGATCCAAGC 25_30781_23 9 14
ATTGAAAGTCAGCCCTCGATCCAAG 25_65781_10 10 0
ATTGAAAGTCAGCCCTCGATCCAAGCT 27_58685_14 10 4
GAAAGTCAGCCCTCGATCCAAGCT 24 15956_20 14 6
ATTGAAAGTCAGCCCTCGATCCAAGC 26_35749_27 18 9
TATTGAAAGTCAGCCCTCGATCCAAG 26_36985_26 19 7
GAAAGTCAGCCCTCGATCCAAGC 23_2049_74 21 53
TATTGAAAGTCAGCCCTCGATCCAAGC 27_20488_45 25 20
GATCCTTCGATGTCGGCTCTTCCTATCATT 30_9614_8 2 6
TTTGATCCTTCGATGTCGGCTCTTCCTATCAT 326789 4 2 2
TTTTGATCCTTCGATGTCGGCTCTTCCTATCA 3217297 2 2 0
GATCCTTCGATGTCGGCTCTTCCTATCAT 29 14894_13 3 10
TCCTTCGATGTCGGCTCTTCCTATCAT 27_137921_5 3 2
TCGATGTCGGCTCTTCCTATCATTGT 26_187269_4 3 1
TGATCCTTCGATGTCGGCTCTTCCTATCA 29 68351_3 3 0
TTGATCCTTCGATGTCGGCTCTTCCTATCA 30_26469 3 3 0
TTTGATCCTTCGATGTCGGCTCTTCCTATCA 31.9085_4 3 1
TTGATCCTTCGATGTCGGCTCTTCCTATCAT 31_7307_5 4 1
TTGATCCTTCGATGTCGGCTCTTCCTATCATT 32 4848 6 4 2
TTGATCCTTCGATGTCGGCTCTTCCTATC 29 277677 6 1
ATCCTTCGATGTCGGCTCTTCCTATCATTGT 31_5762_7 7 0
CCTTCGATGTCGGCTCTTCCTATCAT 26_85738_10 7 3
TCCTTCGATGTCGGCTCTTCCTATCATT 28_42636_11 7 4
TCGATGTCGGCTCTTCCTATCAT 23_12676_11 7 4
TGATCCTTCGATGTCGGCTCTTCCTATC 28_57806_8 7 1
ATCCTTCGATGTCGGCTCTTCCTATCATT 29 10765_19 8 11
TCCTTCGATGTCGGCTCTTCCTATC 25_68399_9 8 1
TCGATGTCGGCTCTTCCTATCA 22 8517_10 8 2
TTTGATCCTTCGATGTCGGCTCTTCCTATC 30_8698_9 8 1
ATCCTTCGATGTCGGCTCTTCCTATC 26_69659_13 9 4
TCCTTCGATGTCGGCTCTTCCTATCA 2673439 12 9 3




TCCTTCGATGTCGGCTCTTCCTATCATTGT 30_7347_11 9 2
TGATCCTTCGATGTCGGCTCTTCCTATCATT 31_3703_11 9 2
ATCCTTCGATGTCGGCTCTTCCTATCAT 28 39442 12 10 2
CCTTCGATGTCGGCTCTTCCTATCA 25_42471_16 10 6
TCGATGTCGGCTCTTCCTATCATT 24 14686_22 10 12
CTTCGATGTCGGCTCTTCCTATCATT 2649439 19 11 8
GATCCTTCGATGTCGGCTCTTCCTATCATTGT 32 2550 13 11 2
TCCTTCGATGTCGGCTCTTCCTATCATTG 29 14428 14 11 3
GATCCTTCGATGTCGGCTCTTCCTATCA 28_24216_20 12 8
TTCGATGTCGGCTCTTCCTATCA 23_9657_15 12 3
TTCGATGTCGGCTCTTCCTATCATTGT 27_55427_15 12 3
ATCCTTCGATGTCGGCTCTTCCTATCA 27_52338_16 13 3
TTCGATGTCGGCTCTTCCTATCATT 25_28182_25 13 12
CCTTCGATGTCGGCTCTTCCTATCATT 27_38267_22 14 8
CTTCGATGTCGGCTCTTCCTATCA 24 18774 _17 14 3
TTTTGATCCTTCGATGTCGGCTCTTCCTATC 31_2829 15 14 1
CTTCGATGTCGGCTCTTCCTATCAT 25 36423 19 15 4
TTCGATGTCGGCTCTTCCTATC 22 3227 29 17 12
CTTCGATGTCGGCTCTTCCTATCATTG 27_40897_21 18 3
TTCGATGTCGGCTCTTCCTATCAT 24 12473 _26 18 8
CTTCGATGTCGGCTCTTCCTATC 23_6260_23 19 4
TTCGATGTCGGCTCTTCCTATCATTG 26_40219_24 19 5
TCGATGTCGGCTCTTCCTATCATTG 25_26065_28 22 6
CCTTCGATGTCGGCTCTTCCTATCATTG 28_18850_27 23 4
TCGATGTCGGCTCTTCCTATC 21_2388_27 23 4
CCTTCGATGTCGGCTCTTCCTATC 24 8945 37 30 7
GATCCTTCGATGTCGGCTCTTCCTATC 27_17457_53 32 21
GATCCTTCGATGTCGGCTCTTCCTATCATTG 31_618 74 34 40
ATCCTTCGATGTCGGCTCTTCCTATCATTG 30111373 48 25
CCTTCGATGTCGGCTCTTCCTATCATTGT 29 2597 82 58 24
TGATCCTTCGATGTCGGCTCTTCCTATCATTG 32 480 74 68 6
CTTCGATGTCGGCTCTTCCTATCATTGT 28_3028_173 132 41
TTGATCCTTCGATGTCGGCTCTTCCTAT 28_217650_2 1 1
TGATCCTTCGATGTCGGCTCTTCCTAT 27243914 3 3 0
TTCGATGTCGGCTCTTCCTAT 21.9930_6 3 3
ATCCTTCGATGTCGGCTCTTCCTAT 25_120253_5 5 0
CCTTCGATGTCGGCTCTTCCTAT 2313954 10 5 5
TTTGATCCTTCGATGTCGGCTCTTCCTAT 29 29733 6 5 1
TTTTGATCCTTCGATGTCGGCTCTTCCTAT 30_15968_5 5 0
GATCCTTCGATGTCGGCTCTTCCTAT 26_66250_13 6 7
CTTCGATGTCGGCTCTTCCTAT 22 7437_12 9 3
GGCGAGCTCAGGGAGGACAGAAACC 25 70163 9 4 5
AGGCGAGCTCAGGGAGGACAGAAACC 26_59204_15 11 4




GGCGAGCTCAGGGAGGACAGAAACCT 26_54839_17 14 3
AGGCGAGCTCAGGGAGGACAGAAACCT 27_32873_27 25 2
CTAAGGCGAGCTCAGGGAGGACAGAAACC 29 6504_33 29 4
AAGGCGAGCTCAGGGAGGACAGAAACC 2722423 40 32 8
TAAGGCGAGCTCAGGGAGGACAGAAACC 28_11580_45 37 8
TAAGGCGAGCTCAGGGAGGACAGAAACCT 29 4476_48 39 9
AAGGCGAGCTCAGGGAGGACAGAAACCT 28_6803_78 65 13
TATCCTTCGATGTCGGCTCTTCCTA 25_216631_2 0 2
TTGATCCTTCGATGTCGGCTCTTCCA 26_347047_2 1 1
TGATCCTTCGATGTCGGCTCTTCCTA 26_379360_2 2 0
TTTTATCCTTCGATGTCGGCTCTTCCT 27_245165_3 3 0
TTGATCCTTCGATGTCGGCTCTTC 24_49600_6 6 0
ATCCTTCGATGTCGGCTCTTC 21_4882_12 7 5
TCCTTCGATGTCGGCTCTTCCTA 23 1373210 7 3
TTGATCCTTCGATGTCGGCTCTT 23_13766_10 7 3
TTGATCCTTCGATGTCGGCTCTTCCTA 27_110627_7 7 0
TGATCCTTCGATGTCGGCTCTTC 23 13087_11 9 2
GATCCTTCGATGTCGGCTCTTC 22 522017 11 6
TGATCCTTCGATGTCGGCTCTTCC 24 19841 16 11 5
TTTTGATCCTTCGATGTCGGCTCTTCCTA 29 18433 _11 11 0
ATCCTTCGATGTCGGCTCTTCCTA 24 22306_14 12 2
TGATCCTTCGATGTCGGCTCTT 22 7669_12 12 0
TTTGATCCTTCGATGTCGGCTCTTC 25_51477_13 12 1
CCTTCGATGTCGGCTCTTCCTA 22 _6528_14 13 1
CTTCGATGTCGGCTCTTCCTA 21_4468_14 13 1
TTTGATCCTTCGATGTCGGCTCTTCCTA 28 37645_13 13 0
TTTGATCCTTCGATGTCGGCTCTT 24 19500_16 14 2
GATCCTTCGATGTCGGCTCTT 21 253125 16 9
TTTGATCCTTCGATGTCGGCTCTTCC 26_33902_29 22
TTGATCCTTCGATGTCGGCTCTTCC 25 24712 29 25
GATCCTTCGATGTCGGCTCTTCC 23 3456_44 26 18
GATCCTTCGATGTCGGCTCTTCCTA 25_15749_48 29 19
TCCTTCGATGTCGGCTCTTCC 21_1848_35 30 5
TTTTGATCCTTCGATGTCGGCTCTTCC 2726527 34 32 2
TTTTGATCCTTCGATGTCGGCTCTTC 26_26707_38 34 4
TCCTTCGATGTCGGCTCTTCCT 22.2048_47 39 8
ATCCTTCGATGTCGGCTCTTCC 22 1943_50 42 8
CCTTCGATGTCGGCTCTTCCT 21 _1183_55 44 11
ATCCTTCGATGTCGGCTCTTCCT 23 2292 68 60 8
TGATCCTTCGATGTCGGCTCTTCCT 25_9035_86 61 25
GATCCTTCGATGTCGGCTCTTCCT 24 3043_108 63 45
TTGATCCTTCGATGTCGGCTCTTCCT 269035 119 94 25
TTTTGATCCTTCGATGTCGGCTCTTCCT 28 3462 153 125 28




TTTGATCCTTCGATGTCGGCTCTTCCT 27_5448_175 139 36
CAGCCCGTGGACGGTGTGAGGCCGGT 26_343689_2 1 1
CCCGTGGACGGTGTGAGGCCGGTAA 25134224 4 1 3
TCAGCCCGTGGACGGTGTGAGGCCGG 26_364281_2 1 1
TCAGCCCGTGGACGGTGTGAGGCCGGTA 28_121128_3 1 2
AGCCCGTGGACGGTGTGAGGCCGGT 25168612 3 2 1
CCCGTGGACGGTGTGAGGCCGGTA 24 63434 4 2 2
CTCAGCCCGTGGACGGTGTGAGGCCGGTA 29 106217_2 2 0
GCCCGTGGACGGTGTGAGGCCGGTAAC 27_115678_6 2 4
TCAGCCCGTGGACGGTGTGAGGCCGGT 27230459 3 2 1
AGCCCGTGGACGGTGTGAGGCCGGTAAC 28_108141_4 3 1
CAGCCCGTGGACGGTGTGAGGCCGG 25_132634_4 3 1
CCCGTGGACGGTGTGAGGCCGG 22 29447 3 3 0
CTCAGCCCGTGGACGGTGTGAGGCCGG 27 238953 3 3 0
GCCCGTGGACGGTGTGAGGCCGG 23 464323 3 0
GCCCGTGGACGGTGTGAGGCCGGT 24 _70718_4 3 1
TCAGCCCGTGGACGGTGTGAGGCCG 25_129669_4 3 1
AGCCCGTGGACGGTGTGAGGCCGG 24 417227 5 2
CCGTGGACGGTGTGAGGCCGGT 22_17803_5 5 0
CCGTGGACGGTGTGAGGCCGG 21_8788_17 6 1
AGCCCGTGGACGGTGTGAGGCCG 23.19999_7 7 0
TCAGCCCGTGGACGGTGTGAGGCCGGTAAC 30_9883_8 7 1
GCCCGTGGACGGTGTGAGGCC 21_6909_9 8 1
CAGCCCGTGGACGGTGTGAGGCCGGTAAC 29_14072_14 12 2
CAGCCCGTGGACGGTGTGAGGCCG 24 17336_18 14 4
CCGTGGACGGTGTGAGGCCGGTA 23 _7732_19 17 2
CCCGTGGACGGTGTGAGGCCG 21 2317 28 24 4
TCAGCCCGTGGACGGTGTGAGGCC 24 4730_72 65 7
CAGCCCGTGGACGGTGTGAGGCC 23_1724_87 66 21
AGCCCGTGGACGGTGTGAGGCC 22_1037_94 79 15
GTGTTGAACCAATTGGTTGGCCGGTG 26_307053_2 0 2
TGACTGTGTTGAACCAATTGGTTGGACG 28_183858_2 0 2
TGACTGTGTTGAACCAATTGGTTGGACGG 29 113903_2 2 0
TGACTGTGTTGAACCAATTGGTTGGAC 27 _46431_18 11 7
AAGCGTTGGATTGTTCACCCACTAATG 27_154551_4 0 4
TTGGATTGTTCACCCACTAATAAGGG 26_322868_2 0 2
TTGGATTGTTCACCCACTAATGGG 24 81488_3 0 3
TTGGATTGTTCACCCACTAATGGGG 25 231872 2 0 2
TTGGATTGTTCACCCACTAATGTGGA 26_170333_4 0 4
AAGCGTTGGATTGTTCACCCACTAAAA 27_300700_2 1 1
AAGCGTTGGATTGTTCACCCACTAATT 27_172763_4 1 3
CACGAAGCGTTGGATTGTTCACCCACTAATAGG 3311810 2 1 1
CGTTGGATTGTTCACCCACTAAT 23 52734 2 1 1




CTTTGGATTGTTCACCCACTAATAGGG 27_215940_3 1 2
GCGTTGGATTGTTCACCCACTAATAGGG 28 202824 2 1 1
GGATTGTTCACCCACTAATAG 21 175873 1 2
AAGCGTTGGATTGTTCACCCACTAAG 26_248078_3 2 1
AAGCGTTGGATTGTTCACCCACTAATAGT 29 114220 2 2 0
AAGCGTTGGATTGTTCACCCAG 22 51050_2 2 0
AAGGGTTGGATTGTTCACCCACTAATAGGG 30_44167_2 2 0
ACCGAGCGTTGGATTGTTCACCCACTAAT 29109424 2 2 0
ACCGAGCGTTGGATTGTTCACCCACTAATAGGG 3314149 2 2 0
AGCGTTGGATTGTTCACCCACTA 23 78336_2 2 0
ATCAAGCGTTGGATTGTTCACCCACTAATAGGG 3314048 2 2 0
CAAGCGTTGGATTGTTCACCCACTAAA 27 354722 2 2 0
CAAGCTTTGGATTGTTCACCCACTAATAGGG 31_25081_2 2 0
CACGAAGCGTTGGATTGTTCACCCACTAATAGGG 34.10933_2 2 0
CCAAGCGTTGGATTGTTCAACCACTAATAGGG 3217629 2 2 0
CCAAGCGTTGGATTGTTCACCCCTAATAGGG 31.21201_2 2 0
CCAAGCGTTGGCTTGTTCACCCACTAATAGGG 32.17956_2 2 0
CCAAGCGTTGGGTTGTTCACCCACTAATAGG 31 24352 2 2 0
CCAAGCGTTGGGTTGTTCACCCACTAATAGGG 32 17415 2 2 0
CCTGGATTGTTCACCCACTAATAGGGA 27_381378_2 2 0
CGTTGGATTGTTCACCCACTAATAG 25286542 2 2 0
CTAAGCGTTGGATTGTTCACCCACT 25_277075_2 2 0
GATTGTTCACCCACTAATAGG 21393592 2 0
GCGTTGGATTGTTCACCCACTAATAGGGAACG 3214794 2 2 0
GTTGGATTGTTCACCCACTAATAGGG 26_401226_2 2 0
GTTGGATTGTTCACCCACTAATAGGGAACG 30_47574 2 2 0
TCAAGCGTTGGATTGTTCACCCACTAATA 29 111590_2 2 0
AAGCCTTGGATTGTTCACCCACTAATAGGGA 3113397 3 3 0
AGCGTTGGATTGTTCACCCACTAA 24 102520 3 3 0
CAAGCGTTGGATTGTTCACCCACG 24 67162 4 3 1
CAATCGTTGGATTGTTCACCCACTAATAG 29 46959_4 3 1
CACCAAGCGTTGGATTGTTCACCCACG 27_170310_4 3 1
CACCAAGCGTTGGATTGTTCACCCACTT 28 151529 3 3 0
CCAAGCGTTGGATTGTTCACCCACTAATAGGC 32.10113_3 3 0
CGTTGGATTGTTCACCCACTAATAGGGAACG 31_14524 3 3 0
GGATTGTTCACCCACTAATAGGG 23_48082_3 3 0
GTTGGATTGTTCACCCACTAATAG 24_100225_3 3 0
TTGGATTGTTCACCCACTAATAGGGC 26_265425_3 3 0
AGCGTTGGATTGTTCACCCACTAATAGGGAAC 327759 4 4 0
GCGTTGGATTGTTCACCCACT 21 122735 4 1
TGGATTGTTCACCCACTAATAGG 23 25944 5 4 1
TTGGATTGTTCACCCACTAATAGGC 25 154002_4 4 0
TTGGATTGTTCACCCACTAATAGGGT 26_198004_4 4 0




AAGCGTTGGATTGTTCACCCACTAAA 26_68329_13 5 8
CGTTGGATTGTTCACCCACTAATA 24 587645 5 0
CGTTGGATTGTTCACCCACTAATAGGGAA 29 38851_5 5 0
TTGGATTGTTCACCCACTAATAGGGAT 27_151739_5 5 0
GTTGGATTGTTCACCCACTAATAGGGA 27_99950_7 6 1
GTTGGATTGTTCACCCACTAATAGGGAAC 29_27971_7 6 1
AGCGTTGGATTGTTCACCCACTAATAG 27_86697_9 7 2
AGCGTTGGATTGTTCACCCACTAAT 25_80685_8 8 0
AGCGTTGGATTGTTCACCCACTAATAGGGAACG 33_3601_8 8 0
CAATCGTTGGATTGTTCACCCACTAATAGG 30_10095_8 8 0
CGTTGGATTGTTCACCCACTAATAGGGA 28_52440_9 8 1
AGCGTTGGATTGTTCACCCACTAATA 26_80028_11 10 1
AGCGTTGGATTGTTCACCCAC 21_4665_13 11 2
CAATCGTTGGATTGTTCACCCACTAATAGGG 31_3443_12 11 1
TTGGATTGTTCACCCACTAATAGGGAAA 28 27053_18 11 7
CAAGCGTTGGATTGTTCACCCACTAATAGGGAA 33.2321 13 12 1
CCAAGCGTTGGATTGTTCACCCACTAAT 28 30805_16 15 1
TTGGATTGTTCACCCACTAATA 22 4997 18 15 3
CGTTGGATTGTTCACCCACTAATAGGGAAC 30 5158 16 16 0
GTTGGATTGTTCACCCACTAATAGGGAA 28_25538_19 16 3
GTTGGATTGTTCACCCACTAATA 23_7005_21 17 4
ACCAAGCGTTGGATTGTTCACCCA 2414964 _21 18 3
CCAAGCGTTGGATTGTTCACCCACTAA 27_35826_24 18 6
TTGGATTGTTCACCCACTAATAGGGAACG 29 11607_18 18 0
AAGCGTTGGATTGTTCACCCACTA 24_10559_31 19 12
AAGCGTTGGATTGTTCACCCACTAATAGGGAACG 34 _1386_20 20 0
AGCGTTGGATTGTTCACCCACTAATAGGGA 30_4150_20 20 0
CCAAGCGTTGGATTGTTCACCCACTA 26_39608_24 20 4
ACCAAGCGTTGGATTGTTCACCCACTAA 28 15661_33 21 12
CGTTGGATTGTTCACCCACTAATAGG 26_40581_24 21 3
AGCGTTGGATTGTTCACCCACT 22 3446_27 22 5
CCAAGCGTTGGATTGTTCACCCACTAATAGGGAA 34_1063_26 23 3
CACCAAGCGTTGGATTGTTCACCCACTAA 29 5793_37 24 13
CCAAGCGTTGGATTGTTCACCCACTAATAGGGA 331393 24 24 0
AGCGTTGGATTGTTCACCCACTAATAGGGAA 31_1537_29 26 3
CCAAGCGTTGGATTGTTCACCCAC 24 9723 34 26 8
AAGCGTTGGATTGTTCACCCACTAATAGGGAAC 33113230 28 2
CACCAAGCGTTGGATTGTTCACCCACTA 28 14785_35 28 7
CGTTGGATTGTTCACCCACTAATAGGG 27_27905_32 29 3
ACCAAGCGTTGGATTGTTCACCCACTA 27 27848 32 30 2
CAAGCGTTGGATTGTTCACCCACTA 25 18637_40 30 10
TTGGATTGTTCACCCACTAAT 21 1967 33 32 1
AGCGTTGGATTGTTCACCCACTAATAGG 28 11698_45 35 10




CACCAAGCGTTGGATTGTTCACCCACTAATAG 3272150 36 14
AAGCGTTGGATTGTTCACCCACTAAT 26_21083_49 38 11
ACCAAGCGTTGGATTGTTCACCCACTAATAGGGA 34 731 39 38 1
CAAGCGTTGGATTGTTCACCCAC 23 2926 52 41 11
ACCAAGCGTTGGATTGTTCACCCAC 25_13274_57 42 15
TTGGATTGTTCACCCACTAATAG 23 2646_58 45 13
CCAAGCGTTGGATTGTTCACCCACTAATAG 30_1539 54 47 7
AAGCGTTGGATTGTTCACCCACTAA 25_6800_114 50 64
CAAGCGTTGGATTGTTCACCCACTAATAGGGA 32_659_55 52 3
ACCAAGCGTTGGATTGTTCACCCACTAATAG 31_729 64 53 11
AGCGTTGGATTGTTCACCCACTAATAGGG 29 3906_55 54 1
CAAGCGTTGGATTGTTCACCCACTAAT 27_14554_64 54 10
CAAGCGTTGGATTGTTCACCCACTAA 26_17439_60 55 5
CACCAAGCGTTGGATTGTTCACCCAC 26_14129_75 59 16
AAGCGTTGGATTGTTCACCCACTAATA 279732 97 64 33
CAAGCGTTGGATTGTTCACCCACTAATA 28_7489_71 64 7
AAGCGTTGGATTGTTCACCCAC 22 1194_82 65 17
CCAAGCGTTGGATTGTTCACCCA 23 1702_88 65 23
CCAAGCGTTGGATTGTTCACCCACTAATA 29 2433 88 73 15
ACCAAGCGTTGGATTGTTCACCCACTAAT 29 2288 93 76 17
CAAGCGTTGGATTGTTCACCCACTAATAG 29 2377_90 79 11
ACCAAGCGTTGGATTGTTCACCCACTAATA 30_837_97 80 17
AAGCGTTGGATTGTTCACCCACTAATAG 28_5310_99 85 14
CAAGCGTTGGATTGTTCACCCA 22 954 103 85 18
CAAGCGTTGGATTGTTCACCCACTAATAGGGAAC 34 273 98 86 12
CACCAAGCGTTGGATTGTTCACCCA 25_7283_107 90 17
CCAAGCGTTGGATTGTTCACCCACT 25_6327_123 99 24
AAGCGTTGGATTGTTCACCCA 21 480133 100 33
CACCAAGCGTTGGATTGTTCACCCACTAAT 30_637_124 102 22
CACCAAGCGTTGGATTGTTCACCCACTAATA 31324 134 106 28
CCAAGCGTTGGATTGTTCACCCACTAATAGG 31_243_166 142 24
AAGCGTTGGATTGTTCACCCACTAATAGGGA 31_257_159 143 16
AAGCGTTGGATTGTTCACCCACT 23 _641_212 149 63
AAGCGTTGGATTGTTCACCCACTAATAGGGAA 32124 236 187 49
CAAGCGTTGGATTGTTCACCCACTAATAGG 30_280_238 204 34
ACCAAGCGTTGGATTGTTCACCCACTAATAGG 32_123_241 205 36
AAGCGTTGGATTGTTCACCCACTAATAGG 29 _786_251 208 43
TTGGATTGTTCACCCACTAATAGGGAAC 28 1623 309 211 98
TTGGATTGTTCACCCACTAATAGG 24 _756_395 214 181
CACCAAGCGTTGGATTGTTCACCCACTAATAGG 33_110_306 268 38
AAGCGTTGGATTGTTCACCCACTAATAGGG 30_183_341 290 51
CAAGCGTTGGATTGTTCACCCACT 24 663_444 319 125
TTGGATTGTTCACCCACTAATAGGGAA 27 1853 489 365 124




CACCAAGCGTTGGATTGTTCACCCACT 27_1764_511 374 137
TTGGATTGTTCACCCACTAATAGGGA 26_1912 515 397 118
CACCAAGCGTTGGATTGTTCACCCACTAATAGGG 34 54 450 403 47
ACCAAGCGTTGGATTGTTCACCCACT 26_1773_551 416 135
ACCAAGCGTTGGATTGTTCACCCACTAATAGGG 33_67_508 433 75
CCAAGCGTTGGATTGTTCACCCACTAATAGGG 32 53 504 447 57
CAAGCGTTGGATTGTTCACCCACTAATAGGG 31_57_534 461 73
TTGGATTGTTCACCCACTAATAGGG 25_420_1434 1111 323
ATCTTGGACAGGGTTGCTGAGCTTCC 26_266403_3 3 0
TCTTGGACAGGGTTGCTGAGCTTCC 25_38566_18 12 6
CGTGGACGGTGTGAGGCCGGGAACGGCC 28_186809_2 0 2
GGACGGTGTGAGGCCGGTAACGGC 24 132526_2 0 2
CCGGGGACGGTGTGAGGCCGGTAACG 26_357706_2 1 1
TGGACGGTGTGAGGCCGGTAACGGCA 26_349521 2 1 1
AGCGTGGACGGTGTGAGGCCGGTAACGG 28 226475 2 2 0
CCGTGGACGGGGTGAGGCCGGTAACGGCC 29 109086_2 2 0
CGTGGACGGGGTGAGGCCGGTAACGGC 27_390547_2 2 0
CGTGGACGGTGAGAGGCCGGTAACG 25_179083_3 2 1
CGTGGACGGTGTGAGGCCTGTAACGGC 27_376694_2 2 0
GACGGTGTGAGGCCGGTAACGGC 23 75545 2 2 0
CGTGGACGGGGTGAGGCCGGTAACG 25_202668_3 3 0
GACGGTGTGAGGCCGGTAACG 21_15621_4 3 1
GACGGTGTGAGGCCGGTAACGGCCCC 26_148845_5 3 2
GTGGACGGTGTGAGGCCGGTAA 2230920_3 3 0
TGGACGGTGTGAGGCCGGTAACG 23_45639_3 3 0
CGTTGACGGTGTGAGGCCGGTAACG 25_150084_4 4 0
GCCCGTGGACGGTGTGAGGCCGGTAACGG 29 366335 4 1
CCCGTGGACGGTGTGAGGCCGGTAACGGC 29 33166_6 6 0
CGTGGACGGTGTGAGGCCGGTAACGG 26_121189_7 7 0
GTGGACGGTGTGAGGCCGGTA 21_9042_7 7 0
GTGGACGGTGTGAGGCCGGTAACGGCCC 28_34593_14 7 7
TGGACGGTGTGAGGCCGGTAAC 22 12679_7 7 0
TGGACGGTGTGAGGCCGGTAACGG 24 37103_8 7 1
GACGGTGTGAGGCCGGTAACGGCC 24 335539 8 1
GCCCGTGGACGGTGTGAGGCCGGTAACG 28 525539 9 0
TGGACGGTGTGAGGCCGGTAACGGCCC 277892310 9 1
GTGGACGGTGTGAGGCCGGTAACGG 25_65501_10 10 0
CCGTGGACGGTGTGAGGCCGGTAACGG 27_62768_13 11 2
GTGGACGGTGTGAGGCCGGTAACGGCCCC 29 14546_14 11 3
AGCCCGTGGACGGTGTGAGGCCGGTAACGG 30_6880_12 12 0
CCGTGGACGGTGTGAGGCCGGTAACGGC 28_37045_13 12 1
TGGACGGTGTGAGGCCGGTAACGGCCCC 28 32742 15 12 3
GGACGGTGTGAGGCCGGTAACGGCC 2539592 17 13 4




CCGTGGACGGTGTGAGGCCGGTAACGGCCC 30_4469 18 14 4
CGTGGACGGTGTGAGGCCGGTA 22 5416_17 14 3
CCCGTGGACGGTGTGAGGCCGGTAACGG 28_25108_20 16 4
CCGTGGACGGTGTGAGGCCGGTAA 24 16831_19 16 3
CGTGGACGGTGTGAGGCCGGT 21_3575_18 18 0
CGTGGACGGTGTGAGGCCGGTAA 23_7359_20 18 2
TGGACGGTGTGAGGCCGGTAACGGC 25_25084_29 20 9
AGCCCGTGGACGGTGTGAGGCCGGTAACG 29 6124 _35 22 13
CCCGTGGACGGTGTGAGGCCGGTAACGGCC 30_2948 28 23 5
GTGGACGGTGTGAGGCCGGTAACG 24 12722 26 24 2
CGTGGACGGTGTGAGGCCGGTAACGGCCC 29 5120_42 27 15
CCCGTGGACGGTGTGAGGCCGGTAAC 26_27317_37 31 6
CGTGGACGGTGTGAGGCCGGTAACGGCCCC 30_1602_52 32 20
CCCGTGGACGGTGTGAGGCCGGTAACG 27_13186_71 52 19
GTGGACGGTGTGAGGCCGGTAAC 23 2612 59 55 4
GTGGACGGTGTGAGGCCGGTAACGGC 26_15715_67 61 6
CCGTGGACGGTGTGAGGCCGGTAACGGCC 29_2656_80 73 7
TGGACGGTGTGAGGCCGGTAACGGCC 26_12138_88 76 12
GTGGACGGTGTGAGGCCGGTAACGGCC 27_9243_102 93 9
CGTGGACGGTGTGAGGCCGGTAACGGCC 28 4728 112 95 17
CCGTGGACGGTGTGAGGCCGGTAAC 25_6413_121 102 19
CGTGGACGGTGTGAGGCCGGTAACGGC 27 _6182_155 133 22
CCGTGGACGGTGTGAGGCCGGTAACG 26_7513_145 137 8
CGTGGACGGTGTGAGGCCGGTAACG 25_3969_194 177 17
CGTGGACGGTGTGAGGCCGGTAAC 24 _1119_273 249 24
AGGGTTTCGTGCGTAGCAGAGCAGC 25_177682_3 1 2
AGGGTTTCGTGCGTAGCAGAGCAGCTCCC 29 110689_2 2 0
AGGGTTTCGTGCGTAGCAGAGCAGCTCC 28 147946 3 3 0
GGTCAGGGTTTCGTGCGTAGCAGAGCAGC 29_48786_4 4 0
TCAGGGTTTCGTGCGTAGCAGAGCAGC 271502435 5 0
AGGGTTTCGTGCGTAGCAGAGCAGCT 26_83448_10 8 2
CAGGGTTTCGTGCGTAGCAGAGCAGC 26_84431_10 8 2
CAGGGTTTCGTGCGTAGCAGAGCAGCT 2798424 8 8 0
AGGGTTTCGTGCGTAGCAGAGCAGCTC 27_68121_12 12
GTCAGGGTTTCGTGCGTAGCAGAGCAGC 28_36956_13 12 1
CAGGGTTTCGTGCGTAGCAGAGCAGCTCC 29_14697_14 14 0
TCAGGGTTTCGTGCGTAGCAGAGCAGCT 28_27067_18 16 2
GTCAGGGTTTCGTGCGTAGCAGAGCAGCT 29 11647_18 18 0
CAGGGTTTCGTGCGTAGCAGAGCAGCTC 28 1355338 32 6
TCAGGGTTTCGTGCGTAGCAGAGCAGCTC 29 3762_57 50 7
GCAAATCCCGGACGAGCCCCCA 22 1171_83 0 83
GGTGCAAATCCCGGACGAGCCCCCA 25_95889_6 0 6
GTGCAAATCCCGGACGAGCCCCCA 24 2492 130 0 130




TGCAAATCCCGGACGAGCCCCCA 23_707_196 1 195
TTCAAATCCCGGACGAGCCCCCA 23 363473 1 2
CAAATCCCGGACGAGCCCCCA 21278 209 3 206
TCAAATCCCGGACGAGCCCCCA 22 3792 24 8 16
TACAGGACTATGCTGAGTATGTGACT 26143639 5 1 4
TATCCGGTAAAGCGAATGACTAGA 24 79691 3 1 2
GGTAAAGCGAATGACTAGAGGTCTT 25 311945 2 2 0
TGAGCGCGTGCGATAGGACCCGAAAGATGGTG 328261 3 1 2
GAGCGCGTGCGATAGGACCCGAAAGATGGT 30_42173_2 2 0
GAGCGCGTGCGATAGGACCCGAAAGATGGTG 31_12452 3 2 1
TGAGCGCGTGCGATAGGACCCGAAAGATGGT 31_4293 9 6 3
GAGCGCGTGCGATAGGACCCGAAAGATGGTGA 32 3712 8 7 1
GTGAGCGCGTGCGATAGGACCCGAAAGATGGT 323378 9 7 2
GAGCGCGTGCGATAGGACCCGAAAGATGG 29 18340_11 9 2
GTGAGCGCGTGCGATAGGACCCGAAAGATGG 31_3755_11 11 0
CGTGAGCGCGTGCGATAGGACCCGAAAGATGG 321774 20 19 1
TGAGCGCGTGCGATAGGACCCGAAAGATGG 30_2530_32 26 6
ATGACTGTGTTGAACCAATTGGTTGGC 27_171681_4 1 3
GCACACCTGATGACTGTGTTGAACCA 26_276156_2 1 1
TGACTGTGTTGAACCAATTGGTTGGT 26_211365_3 1 2
ACCTGATGACTGTGTTGAACCAATT 25_307989_2 2 0
CACCTGATGACTGTGTTGAACCAATTGG 28_101145_4 2 2
GATGACTGTGTTGAACCAATTGGT 24 150955_2 2 0
GATGACTGTGTTGAACCAATTGGTTGGCA 29_109677_2 2 0
TGACTGTGTTGAACCAATTGG 21_15357_4 2 2
TGACTGTGTTGAACCAATTGGTT 23 14782 9 2 7
TGACTGTGTTGAACCAATTGGTTG 24 53667_5 2 3
TGACTGTGTTGAACCAATTGGTTGGCA 27_50652_16 2 14
TGATGACTGTGTTGAACCAATTGG 24 140703_2 2 0
TGATGACTGTGTTGAACCAATTGGTTGG 28 252909_2 2 0
TGCACACCTGATGACTGTGTTGAACCAATT 3043822 2 2 0
ATGACTGTGTTGAACCAATTGGTTGGCC 28_73935_6 3 3
TGATGACTGTGTTGAACCAATTGGTTGGC 29 26991_7 3 4
CACACCTGATGACTGAGTTGAACCAATT 28_113169_4 4 0
GATGACTGTGTTGAACCAATTGGTTGGC 28_75934_6 4 2
ACACCTGATGACTGTGTTGAACCAATT 27_94853_8 6 2
GATGACTGTGTTGAACCAATTGGTT 25_88614_7 6 1
ACACCTGATGACTGAGTTGAACCAATT 27_110140_7 7 0
TGACTGTGTTGAACCAATTGGTTGGA 26_42781_22 7 15
TGCACACCTGATGACTGTGTTGAACC 2694823 9 8 1
TGACTGTGTTGAACCAATTGGT 22 2297 42 9 33
TGACTGTGTTGAACCAATTGGTTGG 2516524 45 12 33
TGATGACTGTGTTGAACCAATTGGT 25 51411 13 12 1




TGATGACTGTGTTGAACCAATTGGTTGGCC 30_5848 14 13 1
GATGACTGTGTTGAACCAATTGGTTGGCC 29 12193 17 14 3
TGATGACTGAGTTGAACCAATTGGT 25_48626_14 14 0
TGATGACTGTGTTGAACCAATTGGTT 26_52386_18 17 1
TGCACACCTGATGACTGTGTTGAACCA 27_39180_22 17 5
TGATGACTGAGTTGAACCAATTGGTT 2642420 23 23 0
CACCTGATGACTGAGTTGAACCAATT 26_40799_24 24 0
CACCTGATGACTGTGTTGAACCAATT 26_14624 72 54 18
TGACTGTGTTGAACCAATTGGTTGGC 26_2007_491 126 365
TGACTGTGTTGAACCAATTGGTTGGCC 27_1371_639 286 353
ATCGTTTCCTCACTTACCCGGTG 23_69855_2 1 1
CTTATCGTTTCCTCACTTACCCGGTGAG 28 117929 3 1 2
TCGTTTCCTCACTTACCCGGTG 22 23016_3 1 2
TCGTTTCCTCACTTACCCGGTGA 23 31355 4 1 3
TATCGTTTCCTCACTTACCCGGTGAGGC 28 231461 _2 2 0
ATCGTTTCCTCACTTACCCGGTGA 24 _46415_6 3 3
ATCGTTTCCTCACTTACCCGGT 22 171295 4 1
TATCGTTTCCTCACTTACCCGGTGA 25 122513 5 5 0
TATCGTTTCCTCACTTACCCGGT 23 16335_8 6 2
TCGTTTCCTCACTTACCCGGT 21794517 6 1
TTATCGTTTCCTCACTTACCCG 22 7760_11 6 5
TTATCGTTTCCTCACTTACCCGGTGA 26_85972_10 6 4
TATCGTTTCCTCACTTACCCGGTG 24 24813 _12 7 5
ATCGTTTCCTCACTTACCCGG 21_3518_18 9 9
TATCGTTTCCTCACTTACCCG 21_5571_11 9 2
TTATCGTTTCCTCACTTACCCGGT 24 16651_19 9 10
TTATCGTTTCCTCACTTACCCGGTG 25_48040_14 10 4
TATCGTTTCCTCACTTACCCGG 22 4172 22 13 9
TTATCGTTTCCTCACTTACCCGG 23 6572 22 13 9
CTTATCGTTTCCTCACTTACCCGGTGA 2739284 22 15 7
CTTATCGTTTCCTCACTTACCCGGT 25 31016_23 18 5
TCTTATCGTTTCCTCACTTACCCGGTGA 28_20338_25 20 5
CTTATCGTTTCCTCACTTACCCGGTG 26_40692_24 22 2
TCTTATCGTTTCCTCACTTACCCGGT 26_32894 30 23 7
TCTTATCGTTTCCTCACTTACCCGGTG 2721514 42 29 13
CTTATCGTTTCCTCACTTACCCGG 24_7528_44 37 7
CAACCAGTGTCTCCATTCCTCTAGTG 26_273717_2 0 2
TCCGACCTGGGTATAGGGGCGA 22 39909_2 0 2
ATCGGTCGTCCGACCTGGGTATAGGGGCGG 30_47204 2 2 0
ATCTGTCGTCCGACCTGGGTATAGGGGC 28 254412 2 2 0
ATCTGTCGTCCGACCTGGGTATAGGGGCGA 3026299 3 2 1
CGGTCGTCCGACCTGGGTATAGGGG 25 317191 2 2 0
CGTCCGACCTGGGTATAGGGGCGA 24 87306_3 2 1




CGTCCGACCTGGGTATAGGGGCGAA 25_308237_2 2 0
CGTCCGACCTGGGTATAGGGGCGAAAG 27343693 2 2 0
GGTCGTCCGACCTGGGTATAGG 22 48283 2 2 0
GTCCGACCTGGGTATAGGGGCGAAAG 26_399916_2 2 0
GTCGTCCGACCTGGGTATAGGGGC 24_70125_4 2 2
GTCGTCCGACCTGGGTATAGGGGCGA 26_244919_3 2 1
GTCGTCCGACCTGGGTATAGGGGCGAA 27 357834 2 2 0
TCGTCCGACCTGGGTATAGGGGCGA 25_308561_2 2 0
CGGTCGTCCGACCTGGGTATAGGG 24 _96885_3 3 0
GGTCGTCCGACCTGGGTATAGGGGCGA 27 237262 3 3 0
TCCGACCTGGGTATAGGGGCG 2114824 _4 3 1
ATCGGTCGTCCGACCTGGGTATAGGGGCGT 30_20541_4 4 0
CGGTCGTCCGACCTGGGTATAGGGGCGAA 29 _48965_4 4 0
TCGTCCGACCTGGGTATAGGGC 22 22521 4 4 0
TCGTCCGACCTGGGTATAGGGG 22 22114 4 4 0
ATCGGTCGTCCGACCTGGGTATAGGGGCT 29 39486_5 5 0
CGTCCGACCTGGGTATAGGGG 21_12937_5 5 0
GTCGTCCGACCTGGGTATAGGG 22 17878_5 5 0
TCGGTCGTCCGACCTGGGTATAGGGGCG 28_76825_6 6 0
TCGTCCGACCTGGGTATAGGG 21_10481_6 6 0
GGTCGTCCGACCTGGGTATAGGGGC 25_90803_7 7 0
GTCCGACCTGGGTATAGGGGCG 22 128837 7 0
GTCCGACCTGGGTATAGGGGC 21_5665_11 9 2
TCGTCCGACCTGGGTATAGGGGCG 24_30793_10 10 0
CGGTCGTCCGACCTGGGTATAGGGGCG 27_51601_16 14 2
TCGGTCGTCCGACCTGGGTATAGGGGCGA 29 _14663_14 14 0
TCGGTCGTCCGACCTGGGTATAGGGGC 2752728 16 16 0
TCGTCCGACCTGGGTATAGGGGC 23.9203_16 16 0
CGGTCGTCCGACCTGGGTATAGGGGC 26_49902_19 18 1
CGTCCGACCTGGGTATAGGGGCG 23_7048_21 19 2
CGGTCGTCCGACCTGGGTATAGGGGCGA 28_14743_35 27 8
ATCGGTCGTCCGACCTGGGTATAGGGGCG 29 6136_35 31 4
ATCGGTCGTCCGACCTGGGTATAGGGG 27_19703_47 32 15
CGTCCGACCTGGGTATAGGGGC 22 2154 45 37 8
ATCGGTCGTCCGACCTGGGTATAGGG 26_17437_60 46 14
ATCGGTCGTCCGACCTGGGTATAGGGGCGA 30_717_112 96 16
ATCGGTCGTCCGACCTGGGTATAGGGGC 28 4233125 114 11
GGTGCGAAGCTACCATCTGTGGGATT 26_276154_2 1 1
TGGTGCGAAGCTACCATCTGTGGGATTA 28_160751_2 1 1
AATGGTGCGAAGCTACCATCTGTGGGATTAT 31_24407_2 2 0
AATTGTGCGAAGCTACCATCTGTGGGATT 29 105901_2 2 0
CAATGGTGCGACGCTACCATCTGTGGGATT 3045069 2 2 0
GTGCGAAGCTACCATCTGTGGGATTAT 27227927 3 2 1




GTGCGAAGCTACCATCTGTGGGATTATG 28_236936_2 2 0
TGCGAAGCTACCATCTGTGGGATTA 25_98388_6 2 4
TGGTGCGAAGCTACCATCTGTGGGAT 26_374378_2 2 0
TGGTGCGAAGCTACCATCTGTGGGATTAT 29 112760_2 2 0
ATGGTGCGAAGCTACCATCTGTGGGATTA 29 68016_3 3 0
TGCGAAGCTACCATCTGTGGGATTATG 27_104792_7 4 3
TGCGAAGCTACCATCTGTGGGATTATGA 28 89237 5 4 1
TGGTGCGAAGCTACCATCTGTGGGATT 27_178083_4 4 0
ATGGTGCGAAGCTACCATCTGTGGGATT 28_91960_5 5 0
GTGCGAAGCTACCATCTGTGGGAT 24_48652_6 5 1
GCGAAGCTACCATCTGTGGGATTATG 26_137418_6 6 0
GTGCGAAGCTACCATCTGTGGGATTA 26_118104_7 6 1
GTGCGAAGCTACCATCTGTGGGATTATGA 29 27807_7 6 1
GCGAAGCTACCATCTGTGGGATTAT 25_88930_7 7 0
TGCGAAGCTACCATCTGTGGGATTAT 26_105049_8 7 1
ATGGTGCGAAGCTACCATCTGTGGGAT 27_86768_9 8 1
GCGAAGCTACCATCTGTGGGATTA 24 21780_14 8 6
TGCGAAGCTACCATCTGTGGGAT 23 13960_10 8 2
CAATGGTGCGAAGCTACCATCTGTGGGATTA 31 4164 10 10 0
CGAAGCTACCATCTGTGGGATTAT 24 28075_11 10 1
CGAAGCTACCATCTGTGGGATTATG 25_66027_10 10 0
AATGGTGCGAAGCTACCATCTGTGGGATTA 30_7437_11 11 0
CCAATGGTGCGAAGCTACCATCTGTGGGATT 31_3489 12 12 0
GCGAAGCTACCATCTGTGGGATTATGA 27_52201_16 13 3
TGCGAAGCTACCATCTGTGGGATT 24 22426 14 13 1
GCGAAGCTACCATCTGTGGGAT 22 5168_18 14 4
CGAAGCTACCATCTGTGGGATTA 23 _8678_17 15 2
AATGGTGCGAAGCTACCATCTGTGGGAT 28 22506_22 21 1
AATGGTGCGAAGCTACCATCTGTGGGATT 29 10022_21 21 0
GTGCGAAGCTACCATCTGTGGGATT 25 28952 25 21 4
CCAATGGTGCGAAGCTACCATCTGTGGGAT 30 3464 24 22 2
GCGAAGCTACCATCTGTGGGATT 23_5747_26 26 0
CGAAGCTACCATCTGTGGGAT 21_1643_40 29 11
CAATGGTGCGAAGCTACCATCTGTGGGAT 29 6510_33 32 1
CAATGGTGCGAAGCTACCATCTGTGGGATT 30_2253_37 37 0
CGAAGCTACCATCTGTGGGATT 22 634 154 125 29
GCGAAGCTACCATCTGTGGGA 21_40168_2 2 0
ATGGTGCGAAGCTACCATCTGTGGGA 26_178679_4 3 1
GTGCGAAGCTACCATCTGTGGGA 23 475403 3 0
TGCGAAGCTACCATCTGTGGGA 22 21853 4 4 0
CAATGGTGCGAAGCTACCATCTGTGGGA 28_66574_7 7 0
CCAATGGTGCGAAGCTACCATCTGTGGGA 29_12169_17 16 1
GTGCGAAGCTACCATCTGTGGG 22 14886_6 6 0




TGCGAAGCTACCATCTGTGGG 21_10461_6 6 0
GTGCGAAGCTACCATCTGTGG 21 6889 9 8 1
CTCACTTACCCGGTGAGGCGG 21 33246_2 0 2
TCACTTACCCGGTGAGGCGGGGAGG 25 271823 2 1 1
TTCCTCACTTACCCGGTGAGGCGGGGAGGC 30_37631_2 1 1
CACTTACCCGGTGAGGCGGGGAGGCGA 27_207769_3 2 1
CGTTTCCTCACTTACCCGGTGAGGCGGGGAG 31.22533.2 2 0
CTCACTTACCCGGTGAGGCGGGG 23_30537_4 2 2
TCACTTACCCGGTGAGGCGGGGA 23_74265_2 2 0
TTCCTCACTTACCCGGTGAGGCGGGG 26_425872_2 2 0
TTTCCTCACTTACCCGGTGAGGCGGGGAGGC 31_22345 2 2 0
ACTTACCCGGTGAGGCGGGGAGGC 24 _47461_6 3 3
CACTTACCCGGTGAGGCGGGGAGGC 25_191700_3 3 0
CACTTACCCGGTGAGGCGGGGAGGCG 26272923 3 3 0
CGTTTCCTCACTTACCCGGTGAGGCGGGG 29 65866_3 3 0
GTTTCCTCACTTACCCGGTGAGGCGGGG 28 156527_3 3 0
TCACTTACCCGGTGAGGCGGGGAG 24_70195_4 3 1
TCCTCACTTACCCGGTGAGGCGGGG 25_144864_4 3 1
TCCTCACTTACCCGGTGAGGCGGGGAGG 28_106838_4 3 1
TTTCCTCACTTACCCGGTGAGGCGGGG 27_243303_3 3 0
ACTTACCCGGTGAGGCGGGGA 21_16255_4 4 0
ACTTACCCGGTGAGGCGGGGAGGCGA 26_197681_4 4 0
CACTTACCCGGTGAGGCGGGGA 22 22132 4 4 0
CACTTACCCGGTGAGGCGGGGAGG 24 _71645_4 4 0
TCACTTACCCGGTGAGGCGGGG 22 15216_5 4 1
TTCCTCACTTACCCGGTGAGGCGGGGAG 28 113864_4 4 0
ACTTACCCGGTGAGGCGGGGAG 22 10983_8 5 3
ACTTACCCGGTGAGGCGGGGAGG 23 23096_6 5 1
GTTTCCTCACTTACCCGGTGAGGCGGGGAG 30_11484 7 7 0
CACTTACCCGGTGAGGCGGGG 21_7822_8 8 0
CACTTACCCGGTGAGGCGGGGAG 23_14164_10 8 2
AAGTAGATGCAGCAGGATGAAGATCT 26_396429_2 2 0
TCATCATGAAGTGCTTCGAACGGC 24 134049 _2 1 1
TCATCATGAAGTGCTTCGAACGGCTA 26_190482_4 3 1
CACAATGAGCTCCTTGGTCTTGCTG 25_237964_2 0 2
CCTGAAGTCCACAATGAGCTCCTTGGTCT 29 80532 2 1 1
TCCACAATGAGCTCCTTGGTCTTGCTG 27_137679_5 2 3
TGAAGTCCACAATGAGCTCCTTGGTCTT 28 85888_5 4 1
TGAAGTCCACAATGAGCTCCTTGGTCT 27_64043_12 7 5
TGACATGATAGCATCATGCAGTCGCT 26_219032_3 1 2
GATATAGACAGCAGGACGGTGGCCAT 26_102266_8 6 2
TATAGACAGCAGGACGGTGGCCAT 24 28071_11 10 1
ATATAGACAGCAGGACGGTGGCCAT 25_40745_17 15 2




ATATAGACAGCAGGACGGTGGCCA 24 3604_93 69 24
GATATAGACAGCAGGACGGTGGCCA 25_4141_186 156 30
CAGGTTCTATTGGCCAAGGATGGCA 25299697 _2 2 0
CAGGTTCTATTGGCCAAGGATGGCATT 27_352996_2 2 0
TCACAGTGCCAGACTAGAGTCAAGC 25 261710_2 0 2
TTCACAGTGCCAGACTAGAGGCAAGC 26_224015_3 0 3
TTCACAGTGCCAGACTAGAGT 21 7618 8 0 8
TTCACAGTGCCAGACTAGAGTC 22 4178_22 0 22
TTCACAGTGCCAGACTAGAGTCAA 24122602 _2 0 2
TTCACAGTGCCAGACTAGAGTCAAG 25_14008_54 0 54
TTCACAGTGCCAGACTAGAGTCAAGC 26_5210_206 0 206
TTCACAGTGCCAGACTAGAGTCAAGCTC 28_15634_33 0 33
TTCACAGTGCCAGACTAGAGTCAAGCTCA 29 504543 0 3
TTCACAGTGCCAGACTAGAGTCAAGT 26_335354_2 0 2
TTCACAGTGCCAGACTAGAGTCGGGC 26_282388_2 0 2
TTCACAGTGCCAGACTGGAGTCAAGC 26_171455_4 0 4
TTCACAGTGCCAGACTGGAGTCAAGCT 27_275562_2 0 2
TTCACAGTGCCGGACTAGAGTCAAGC 26_115632_7 0 7
TTCACAGTGCCAGACTAGAGTCA 23 11636_12 1 11
TTCACAGTGCCAGACTAGAGTCAAGCT 2712524 74 1 73
TGATGATTATGATGATGATGACAAA 25 284412 2 2 0
CGTGAAAGCGGGGCCTCACGATCCT 25_224260_2 0 2
TGAAAGCGGGGCCTCACGATCCTTC 25_179926_3 1 2
AAAGCGGGGCCTCACGATCCTTCTGGC 27_373830_2 2 0
AGCGGGGCCTCACGATCCTTCTGGC 25_167710_3 2 1
GAAAGCGGGGCCTCACGATCCTTC 24 158737 2 2 0
GAAAGCGGGGCCTCACGATCCTTCT 25 3177732 2 0
GTGAAAGCGGGGCCTCACGATCCTTC 26_240275_3 2 1
AAAGCGGGGCCTCACGATCCTTCT 24 95272 3 3 0
AAGCGGGGCCTCACGATCCTTCT 23 28923 4 3 1
GTGAAAGCGGGGCCTCACGATCC 23_33702_4 3 1
GTGAAAGCGGGGCCTCACGATCCTT 25_201054_3 3 0
GTGAAAGCGGGGCCTCACGATCCTTCT 27_174034_4 3 1
TGAAAGCGGGGCCTCACGATCC 22 30420_3 3 0
TGAAAGCGGGGCCTCACGATCCTTCTGGC 29 _66645_3 3 0
AAAGCGGGGCCTCACGATCCT 21_16107_4 4 0
GAAAGCGGGGCCTCACGATCC 21_16457_4 4 0
GAAAGCGGGGCCTCACGATCCT 22 16620_5 4 1
GTGAAAGCGGGGCCTCACGATCCT 24 75277_4 4 0
AAGCGGGGCCTCACGATCCTTC 22 177145 5 0
AAGCGGGGCCTCACGATCCTTCTGGC 26_160861_5 5 0
GAAAGCGGGGCCTCACGATCCTTCTG 26_164301_5 5 0
CGTGAAAGCGGGGCCTCACGATCCTTCTG 29 32612 6 6 0




TGAAAGCGGGGCCTCACGATCCT 23_16637_8 6 2
GTGAAAGCGGGGCCTCACGATCCTTCTG 28 50025_9 8 1
GAAAGCGGGGCCTCACGATCCTTCTGGCT 29 20166_10 10 0
AAGCGGGGCCTCACGATCCTTCTGGCT 2762293 13 12 1
AAAGCGGGGCCTCACGATCCTTCTGGCT 28_22958 22 20 2
GGGTTGTTTGGGAATGCAGCCCAAAGCGGGTGGT 34_8710_2 1 1
TGTTTGGGAATGCAGCCCAAAGCAGGTGG 2969222 2 1 1
TGTTTGGGAATGCAGCCCAAAGCGGA 26_236691_3 1 2
TGTTTGGGAATGCAGCCCAAAGCGGGAG 28_137926_3 1 2
TGTTTGGGAATGCAGCCCAAAGCGGGTGGG 3034275 2 1 1
TGTTTGGGAATGCAGCCCAAAGCGGGTGGT 30_9110_8 1 7
TGTTTGGGAATGCAGCCCAAAGCGGGTGTT 30_38268_2 1 1
TTGTTTGGGAATGCAGCCCAAAGCGGGCG 29 94602_2 1 1
TTGTTTGGGAATGCAGCCCAAAGCGGGTGGT 31_12246_3 1 2
GGTTGTTTGGGAATGCAGCCCAAAGCGGG 29 108599 _2 2 0
GGTTGTTTGGGAATGCAGCCCAAAGCGGGTG 3122717 2 2 0
GGTTGTTTGGGAATGCAGCCCAAAGCGGGTGGTA 34 11644 2 2 0
GTTGTTTGGGAATGCAGCCCAAAGCGGG 28_244018_2 2 0
TGTTTGGGAATGCAGCCCAAA 2119401 3 2 1
TGTTTGGGAATGCAGCCCAAAGCGGGG 27_191656_3 2 1
TTGTTTGGGAATGCAGCCCAAAGC 24 143939 2 2 0
GGTTGTTTGGGAATGCAGCCCAAAGC 26259922 3 3
TGTTTGGGAATGCAGCCCAAAGC 23_32800_4 3 1
TTGTTTGGGAATGCAGCCCAAAGCGGG 27232899 3 3 0
TTGTTTGGGAATGCAGCCCAAAGCGGGAG 29 68586_3 3 0
TTGTTTGGGAATGCAGCCCAAAGCGGGTGGTA 32.7013_4 3 1
GTTGTTTGGGAATGCAGCCCAAA 23 33976_4 4
GTTGTTTGGGAATGCAGCCCAAAGCGGGT 29 49749 _4 4 0
TGTTTGGGAATGCAGCCCAAAGCGGGTT 28_111471_4 4 0
TGTTTGGGAATGCAGCCCAAAG 22 13392 6 5 1
TGTTTGGGAATGCAGCCCAAAGCGGGTGGTA 31_6616_6 5 1
TTGTTTGGGAATGCAGCCCAAAGCGGGGG 29 39660_5 5 0
TGTTTGGGAATGCAGCCCAAAGCGGGTGG 29 8254 25 6 19
TTGTTTGGGAATGCAGCCCAAAGCGGGT 28_58976_8 8 0
TGTTTGGGAATGCAGCCCAAAGCGGGTGT 29_14668_14 14 0
TGTTTGGGAATGCAGCCCAAAGCGGGGG 28_30855_16 15 1
TGTTTGGGAATGCAGCCCAAAGCGGG 26_43881_22 17 5
GTTGTTTGGGAATGCAGCCCAAAGCGGGTG 30_4400_19 19 0
TGTTTGGGAATGCAGCCCAAAGCGGGT 27_29607_30 19 11
TTGTTTGGGAATGCAGCCCAAAGCGGGTG 29 2788_76 70 6
TGTTTGGGAATGCAGCCCAAAGCGGGTG 28_1037_461 384 77
TAAAGTCCACCGCTATATGCGACCAGG 27_228900_3 2 1
TGAAGTCCACCGCTATATGCGACCAA 26_427480_2 2 0




GCCTGGCTAGCTCAGTCGGTAGAGCATGACACTC 34 8703_2 0 2
ACCACTGAACCAGGTGAAGCCCTCCT 26_316057_2 0 2
ACTGAACCAGGTGAAGCCCTCCTC 24 35202_8 0 8
ACTGAACCAGGTGAAGCCCTCCTCT 25_115383_5 0 5
CACCACTGAACCAGGGGAAGCCCTCCTC 28_182233 2 0 2
CACCACTGAACCAGGTGAAGCCCTCC 26_102449_8 0 8
CACCACTGAACCAGGTGAAGCCCTCCT 27_88898_8 0 8
CACCACTGAACCAGGTGAAGCCCTCCTC 28_5968_88 0 88
CACTGAACCAGGTGAAGCCCTCC 23257245 0 5
CACTGAACCAGGTGAAGCCCTCCT 24 395357 0 7
CACTGAACCAGGTGAAGCCCTCCTC 25_58615_11 0 11
CACTGAACCAGGTGAAGCCCTCCTCT 26_140769_5 0 5
CACTGAACCAGGTGAAGCCCTCCTCTC 27.290022_2 0 2
CCACTGAACCAGGTGAAGCCCTCCT 25_125856_4 0 4
CCACTGAACCAGGTGAAGCCCTCCTC 26_175129_4 0 4
TCACCACTGAACCAGGTGAAGCCCT 25_140518_4 0 4
TCACCACTGAACCAGGTGAAGCCCTCC 27_116339_6 0 6
TCACCACTGAACCAGGTGAAGCCCTCCT 28_38737_12 0 12
TCACCACTGAACCAGGTGAAGCCCTCCTC 29_7016_30 0 30
ACCACTGAACCAGGTGAAGCCCTCCTC 27_175201_4 1 3
GTCAGAATCCCGCCTAGACGTAACG 25175634 3 1 2
TAAGTCAGAATCCCGCCTAGACGTAACGAT 30_23849 3 1 2
AAGTCAGAATCCCGCCTAGACGTAACG 27.210302_3 2 1
AGTCAGAATCCCGCCTAGACGTAACG 26_369331_2 2 0
CCTCTAAGTCAGAATCCCGCCTAGACGTAACGA 3315489 2 2 0
CTAAGTCAGAATCCCGCCTAGACGTAAC 28 242012 2 2 0
CTAAGTCAGAATCCCGCCTAGACGTAACGATA 32.9016_3 2 1
TCAGAATCCCGCCTAGACGTAACGA 25_168327_3 2 1
TCTAAGTCAGAATCCCGCCTAGACGTAACG 30_45173_2 2 0
CTCTAAGTCAGAATCCCGCCTAGACGTAACGA 327559 4 4 0
CTCTAAGTCAGAATCCCGCCTAGACGTAAC 3013428 6 6 0
CCTCTAAGTCAGAATCCCGCCTAGACGTAACG 32.3947_8 8 0
TAAGTCAGAATCCCGCCTAGACGTAACG 2839919 12 8 4
CTCTAAGTCAGAATCCCGCCTAGACGTAACG 31_4571_.9 9
CTAAGTCAGAATCCCGCCTAGACGTAACG 29 13616_15 11 4
TAAGTCAGAATCCCGCCTAGACGTAACGATACC 33_2168 14 11 3
ATCTATTGAAAGTCAGCCCTCGATCCA 27_194608_3 1 2
TTGAAAGTCAGCCCTCGATCCA 22 276733 1 2
CTATTGAAAGTCAGCCCTCGATCCAA 26_230066_3 2 1
CTATTGAAAGTCAGCCCTCGATCCA 25_128027_4 3 1
ATCTATTGAAAGTCAGCCCTCGATCC 26134498 _6 4 2
TCTATTGAAAGTCAGCCCTCGATCC 25_84768_7 4 3
TCTATTGAAAGTCAGCCCTCGATCCA 26_132670_6 4 2




TCTATTGAAAGTCAGCCCTCGATCCAA 27_85598_9 5 4
ATTGAAAGTCAGCCCTCGATCCA 23_17509_8 7 1
TCTATTGAAAGTCAGCCCTCGATC 24 1857217 7 10
ATCTATTGAAAGTCAGCCCTCGATC 25_50946_13 9 4
ATTGAAAGTCAGCCCTCGATCCAA 24 33825 9 9 0
CTATTGAAAGTCAGCCCTCGATCC 24 34212 9 9 0
ATTGAAAGTCAGCCCTCGATC 21_3707_17 10 7
TATTGAAAGTCAGCCCTCGATCCAA 25_58258_11 10 1
ATTGAAAGTCAGCCCTCGATCC 22 _6506_14 11 3
CTATTGAAAGTCAGCCCTCGATC 23_9698_15 11 4
TATTGAAAGTCAGCCCTCGATCCA 24 20827_15 13 2
TATTGAAAGTCAGCCCTCGATCC 23_7731_19 16 3
TATTGAAAGTCAGCCCTCGATC 22 2472 39 36 3
GATCCTTCTGGCTTTTTGGGTTTC 24 1335972 0 2
ACGATCCTTCTGGCTTTTTGG 21 27898 2 1 1
ACGATCCTTCTGGCTTTTTGGGTT 24 131474 2 1 1
GATCCTTCTGGCTTTTTGGGTT 22 38964 2 1 1
ACGATCCTTCTGGCTTTTTGGGTTTC 26_397024_2 2 0
ACGATCCTTCTGGCTTTTTGGGTTTCAAG 29 106646_2 2 0
ATCCTTCTGGCTTTTTGGGTT 21.21067_3 2 1
ATCCTTCTGGCTTTTTGGGTTTCAAG 26_186206_4 2 2
CCTCACGATCCTTCTGGCTTTTTGGGTT 28 246455 2 2 0
CGATCCTTCTGGCTTTTTGGGTTTCAAG 28_229009_2 2 0
GCCTCACGATCCTTCTGGCTTTTTGGG 27_174479_4 2 2
ACGATCCTTCTGGCTTTTTGGG 22 29149 3 3 0
ATCCTTCTGGCTTTTTGGGTTTCA 24_100652_3 3 0
CCTCACGATCCTTCTGGCTTTTTGGGTTTC 30_26541_3 3 0
CGATCCTTCTGGCTTTTTGGGTTTC 25_190368_3 3 0
CGATCCTTCTGGCTTTTTGGGTTTCA 26_186862_4 3 1
CTCACGATCCTTCTGGCTTTTTGGGTT 27 245534 3 3 0
GATCCTTCTGGCTTTTTGGGT 21 22351 3 3 0
GCCTCACGATCCTTCTGGCTTTTTGG 26_166001_4 3 1
TCACGATCCTTCTGGCTTTTTGGG 24 _67488_4 3 1
ATCCTTCTGGCTTTTTGGGTTT 22 22013 _4 4 0
CACGATCCTTCTGGCTTTTTGGGTTTCA 28 _111257_4 4 0
CACGATCCTTCTGGCTTTTTGGGTTTCAAG 30_20016_4 4 0
CCTCACGATCCTTCTGGCTTTTTGG 25_112676_5 4 1
GATCCTTCTGGCTTTTTGGGTTTCA 25_146730_4 4 0
CACGATCCTTCTGGCTTTTTGGGTTTC 271497795 5 0
CCTCACGATCCTTCTGGCTTTTTGGGT 27_123740_6 5 1
CGATCCTTCTGGCTTTTTGGGTT 23 285175 5 0
TCACGATCCTTCTGGCTTTTTGG 23 28174 5 5 0
CACGATCCTTCTGGCTTTTTGGG 23_17463_8 7 1




CTCACGATCCTTCTGGCTTTTTGG 24 31189_9 7 2
CTCACGATCCTTCTGGCTTTTTGGGT 26_105643_8 7 1
CTCACGATCCTTCTGGCTTTTTGGGTTTC 29 27995 7 7 0
TCACGATCCTTCTGGCTTTTTGGGTTTCA 29 24520 8 7 1
ACGATCCTTCTGGCTTTTTGGGT 23 14248 10 8 2
ACGATCCTTCTGGCTTTTTGGGTTTCA 27_86775_9 8 1
CACGATCCTTCTGGCTTTTTGG 22 7922 11 8 3
TCACGATCCTTCTGGCTTTTTGGGTT 26_73319_12 8 4
GCCTCACGATCCTTCTGGCTTTTTG 25_49671_13 9 4
CGATCCTTCTGGCTTTTTGGGT 22 5074_18 10 8
TCACGATCCTTCTGGCTTTTTGGGTTT 27_55259_15 10 5
TCACGATCCTTCTGGCTTTTTGGGTTTC 28_37880_12 10 2
CACGATCCTTCTGGCTTTTTGGGTTT 26_68307_13 11 2
CACGATCCTTCTGGCTTTTTGGGTT 25_52037_13 13 0
CCTCACGATCCTTCTGGCTTTTTGGG 26_34785_28 23 5
CTCACGATCCTTCTGGCTTTTTGGG 2526991 _27 23 4
CACGATCCTTCTGGCTTTTTGGGT 24 11828 28 24 4
CCTCACGATCCTTCTGGCTTTTTG 24 11037_30 24 6
CACGATCCTTCTGGCTTTTTG 21 _1640_40 29 11
CTCACGATCCTTCTGGCTTTTTG 23_3457_44 32 12
TCACGATCCTTCTGGCTTTTTG 22 2601_37 32 5
TCACGATCCTTCTGGCTTTTTGGGT 25_17686_42 32 10
CACTGTGAGCTGTAAGGTCTTATA 24 118636_2 0 2
TGAGCTGTAAGGTCTTATATAGACAGG 27 215451 3 2 1
ATCCCGCCTAGACGTAACGATACCG 25_233040_2 1 1
ATCCCGCCTAGACGTAACGATACCGTA 27_118309_6 3 3
ATCCCGCCTAGACGTAACGATACCGT 26_103935_8 5 3
ATCCCGCCTAGACGTAACGATACCGTAG 28 928285 5 0
ATCCCGCCTAGACGTAACGATACCGTAGC 29_19996_10 7 3
TACCATGACAGACCCTGACTTTTGGA 26_317749_2 0 2
TACCATGACAGACCCTGGCTTTTGGACT 28 216697_2 1 1
TACCATGACAGACCCTGACTTTTGG 25_206319_3 3 0
TACCATGACAGACCCTGACTTTTGGACT 28_47502_10 7 3
TACCATGACAGACCCTGACTTTTGGAC 27 _97335_8 8 0
TGACATGATGGCATCACACAGTTGCTG 27359123 2 2 0
AGCAAACTGATGTGGATCCAGTGTGGG 27_325073_2 1 1
GTAATTTGACAGTCAGTGCTTTGGTA 26_290251_2 0 2
TGACAGTCAGTGCTTTGGTATTGC 24 106331_2 0 2
TAAGTTGACAGTCAGTGCTTTGGTA 25132332 4 1 3
TGACAGTCAGTGCTTTGGTATTGCAAG 27 215864 3 1 2
TTGACAGTCAGTGCTTTGGTATTGC 25244919 2 1 1
TTTGACAGTCAGTGCTTTGGTA 22 25306_3 1 2
AATTTGACAGTCAGTGCTTTGGTA 24 43879_6 2 4




ATTTGACAGTCAGTGCTTTGGTATT 25_136114_4 2 2
CAATTTGACAGTCAGTGCTTTGGTA 25_277089_2 2 0
TAATTTGACAGTCAGTGCTTTGGT 24 2745711 2 9
TAATTTGACAGTCAGTGCTTTGGTATTGC 29 20537_9 2 7
TCAGTGCTTTGGTATTGCAAGGAC 24 44263 6 2 4
TTTGACAGTCAGTGCTTTGGTATTGCA 27 202658_3 2 1
AATTTGACAGTCAGTGCTTTGGTATTG 27_237531_3 3 0
AATTTGACAGTCAGTGCTTTGGTATT 26_133102_6 4 2
TTTGACAGTCAGTGCTTTGGTATTG 25_118780_5 4 1
TTTGACAGTCAGTGCTTTGGTATTGCAAG 29 48773_4 4 0
TTTGACAGTCAGTGCTTTGGTATT 24 47924 6 5 1
TAATTTGACAGTCAGTGCTTTGGTAT 26_77579_11 7 4
TTTGACAGTCAGTGCTTTGGTATTGC 26_28786_35 21 14
TAATTTGACAGTCAGTGCTTTGGTATT 27_17369_53 28 25
TAATTTGACAGTCAGTGCTTTGGTA 25_1548_461 223 238
TTACTCTGAGATGGTCAACCAGTAACTC 28 142217 3 0 3
AAACTCTGAGATGGTCAACCAGTAACTC 28_176270_2 1 1
CTCTGAGATGGTCAACCAGTAACTC 25 238878 2 1 1
GAACTCTGAGATGGTCAACCAGTAACTC 28 185373 2 1 1
TGACTCTGAGATGGTCAACCAGTAACTC 28 95032_4 1 3
ACTCTGAGATGGTCAACCAGTAACTC 26_385348_2 2 0
TAACTCTGAGATGGTCAACCAGTAACTCCTC 31_3265_12 2 10
TAACTCTGAGATGGTCAACCAGTAACTCCTCTG 33.4285_6 3 3
AACTCTGAGATGGTCAACCAGTAACTC 27_52266_16 10 6
ATAACTCTGAGATGGTCAACCAGTAACTC 29_4655_46 10 36
CAACTCTGAGATGGTCAACCAGTAACTC 28 37326_13 12 1
TAACTCTGAGATGGTCAACCAGTAACTCC 29 1587_130 35 95
TAACTCTGAGATGGTCAACCAGTAACTC 28_109_3076 592 2484
GCCATTGAAGTCGGAATCCGCTAAGGA 27 285643 2 1 1
GGCCATGGAAGTCGGAATCCGCTAAGGAGGG 31_10687_3 2 1
TGGCCATGGAAGTCGGAATCCGCTAAGGAGCG 32 171552 2 0
TGGCCATGGAAGTCGGAATCCGTTAAGGAG 30_46673_2 2 0
ACGTTGGCCATGGAAGTCGGAATCCGC 27_167993_4 3 1
TGGCCATGGAAGTCGGAATCCGCTAAGGAGGG 32_5006_6 5 1
AAAGATGGTGAACTATGCCTGGGCAC 26_301883_2 0 2
AAGATGGTGAACTATGCCTGGGCAC 25_228508_2 0 2
AAGATGGTGAACTATGCCTGGGCG 24 129877 2 0 2
CGAAAGATGGTGAACTATGCCTGGGCAC 28 127748_3 0 3
AGGACCCGAAAGATGGGGAACTATGCCTGGGCA 33_11708_2 1 1
CCGAAAGATGTTGAACTATGCCTGGGCA 28 213701_2 1 1
CGAAAGATGGAGAACTATGCCTGGGCAG 28 165224 2 1 1
AAGATGGTGAACTATGCCTGGGCT 24 140790_2 2 0
ACCCGAAAGATAGTGAACTATGCCTGGGCA 30 48168 2 2 0




ACCCGAAAGATGGTGAACTATGCCTGGGCG 30_43967_2 2 0
AGATGGTGAACTATGCCTGGGCC 23 72511 2 2 0
AGGACCCGAAAGATGGAGAACTATGCCTGGGCA 33_13673_2 2 0
AGGACCCGAAAGATGGCGAACTATGCCTGGGC 3216345 2 2 0
AGGACCCGAAAGATGGGGAACTATGCCTGGGC 32 16828 2 2 0
AGGACCCGAAAGATGGTGATCTATGCCTGGGC 32 16834 2 2 0
AGGACCCGTAAGATGGTGAACTATGCCTGGGC 32 16858 2 2 0
ATCCGAAAGATGGTGAACTATGCCTGGGCAGG 3217695 2 2 0
CCGAAAGATGGGGAACTATGCCTGGGC 27 384482 2 2 0
CGAAAGATGGGGAACTATGCCTGGGC 26_386943_2 2 0
CGAAAGATGGGGAACTATGCCTGGGCAG 28229964 2 2 0
CGAAAGATGGTCAACTATGCCTGGGCA 27389374 2 2 0
GAAAGATGGGGAACTATGCCTGGGCA 26_369698_2 2 0
GAAAGATGGTGATCTATGCCTGGGC 25313434 2 2 0
GACCCGAAAGATGGAGAACTATGCCTGGGC 30_44655_2 2 0
GACCCGAAAGATGGTGAACTATGCCTGGGCAGT 3313042 2 2 0
GAGATGGTGAACTATGCCTGGGC 23_77407_2 2 0
GTAAGATGGTGAACTATGCCTGGGCAG 27393438 _2 2 0
TAAAGATGGTGAACTATGCCTGGGCA 26_398257_2 2 0
TAGGACCCGAAAGATGGAGAACTATGCCTGGGC 33_13546_2 2 0
CCCTAAAGATGGTGAACTATGCCTGGGCA 29 685543 3 0
GAAAGATGGGGAACTATGCCTGGGC 25_142567_4 3 1
GACCCGAAAGATGGTGAACTATGCCTGGGCAGTA 34_7230_3 3 0
GACCCGAAAGATGGTGAACTATGCCTGGGCAGTT 34 7222 3 3 0
TAGGACCCGAACGATGGTGAACTATGCCTGGGC 33.9276_3 3 0
TAGGACCCGAAGGATGGTGAACTATGCCTGGGC 339159 3 3 0
GTAAGATGGTGAACTATGCCTGGGCA 26_200117_4 4 0
TAGGACCCGAAAGATGGGGAACTATGCCTGGGC 3349135 4 1
CGAAAGATGGGGAACTATGCCTGGGCA 27_147987_5 5 0
TAGTACCCGAAAGATGGTGAACTATGCCTGGGC 33_4286_6 5 1
GGACCCGAAAGATGGTGAACTATGCCTGGGCAGG 34_1768_15 14 1
ACCCGAAAGATGGTGAACTATGCCTGGGCAGGGC 34 1213_23 22 1
GGACCCGAAAGATGGTGAACTATGCCTGGGCA 32_1436_25 23 2
GAAAGATGGTGAACTATGCCTGGGCAGGGC 30_3203_26 25 1
GGACCCGAAAGATGGTGAACTATGCCTGGGCAG 33_1169_29 28 1
TAGGACCCGAAAGATGGTGAACTATGCCTGGGCA 34 833_34 28 6
CCGAAAGATGGTGAACTATGCCTGGGCA 28_10720_49 44 5
CGAAAGATGGTGAACTATGCCTGGGCAGGG 30_1695_49 46 3
CGAAAGATGGTGAACTATGCCTGGGCAGGGC 31923 50 48 2
ACCCGAAAGATGGTGAACTATGCCTGGGCAGGG 33_560_60 50 10
CCCGAAAGATGGTGAACTATGCCTGGGCAGGG 32 611_58 56 2
CCGAAAGATGGTGAACTATGCCTGGGCAGGG 31_731_64 59 5
GAAAGATGGTGAACTATGCCTGGGCAG 27_14441_65 62 3




CCGAAAGATGGTGAACTATGCCTGGGCAG 29 3150_68 65 3
CGAAAGATGGTGAACTATGCCTGGGCAGG 29 2958 72 65 7
CGAAAGATGGTGAACTATGCCTGGGCAG 28_7094_75 67 8
GAAAGATGGTGAACTATGCCTGGGCAGGG 29 2923 73 71 2
CCGAAAGATGGTGAACTATGCCTGGGCAGGGC 32.456_78 75 3
AAAGATGGTGAACTATGCCTGGGCAGGG 28_6487_82 77 5
CCCGAAAGATGGTGAACTATGCCTGGGCAG 30_968_85 78 7
ACCCGAAAGATGGTGAACTATGCCTGGGCAG 31_498 90 83 7
GACCCGAAAGATGGTGAACTATGCCTGGGCAGG 33.356_92 85 7
GACCCGAAAGATGGTGAACTATGCCTGGGCAGGG 34 292 92 89 3
CCGAAAGATGGTGAACTATGCCTGGGCAGG 30_835_97 92 5
GACCCGAAAGATGGTGAACTATGCCTGGGCAG 32_365_96 92 4
ACCCGAAAGATGGTGAACTATGCCTGGGCAGG 32_331_104 93 11
CCCGAAAGATGGTGAACTATGCCTGGGCA 29 1856_112 95 17
AAAGATGGTGAACTATGCCTGGGCAG 26_10491_102 97 5
GAAAGATGGTGAACTATGCCTGGGCAGG 28 4303_123 119 4
CCCGAAAGATGGTGAACTATGCCTGGGCAGG 31332 131 122 9
AGGACCCGAAAGATGGTGAACTATGCCTGGGCAG 34 202 132 126 6
CCCGAAAGATGGTGAACTATGCCTGGGCAGGGC 33_229 140 131 9
AAAGATGGTGAACTATGCCTGGGCAGG 27_6303_152 134 18
ACCCGAAAGATGGTGAACTATGCCTGGGCA 30_446_173 137 36
GACCCGAAAGATGGTGAACTATGCCTGGGCA 31272 155 141 14
AAGATGGTGAACTATGCCTGGGCAG 25_4805_162 151 11
AAGATGGTGAACTATGCCTGGGCAGG 26_4390_244 222 22
CGAAAGATGGTGAACTATGCCTGGGC 26_3853_277 230 47
CCGAAAGATGGTGAACTATGCCTGGGC 273499 272 243 29
CGAAAGATGGTGAACTATGCCTGGGCA 272921 323 290 33
GAAAGATGGTGAACTATGCCTGGGCA 26_3177_332 298 34
AGGACCCGAAAGATGGTGAACTATGCCTGGGC 3275375 331 44
TAGGACCCGAAAGATGGTGAACTATGCCTGGGC 33_89 386 345 41
AGGACCCGAAAGATGGTGAACTATGCCTGGGCA 33_81_425 376 49
AAGATGGTGAACTATGCCTGGGC 23249 491 406 85
AAGATGGTGAACTATGCCTGGGCA 24 458 638 522 116
TTCCAGAGCTCCGCCGTCATGGCGC 25_306726_2 2 0
TCCAGAGCTCCGCCGTCATGGCGCT 25_88559_17 6 1
TTCCAGAGCTCCGCCGTCATGGCGCTG 27_108170_7 6 1
TTCCAGAGCTCCGCCGTCATGGCGCT 26_107827_8 8 0
TGTGTGACCAAGGACGATGAGGAACT 26_342986_2 0 2
CAGCTGTGTGTCTCTGAAGAGTGACC 26_214396_3 1 2
CAGCTGTGTGTCTCTGAAGAGTGACTG 27_175791_4 1 3
TGTGTGTCTCTGAAGAGTGACTGG 24 122734 2 1 1
CTGTGTGTCTCTGAAGAGTGACTGGT 26419545 2 2 0
GCTGTGTGTCTCTGAAGAGTAACTGGT 27 222111 3 2 1




TCTGTGTGTCTCTGAAGAGTGACCG 25_301896_2 2 0
TGTGTGTCTCTGAAGAGGGACTGGTC 26_428866_2 2 0
TGTGTGTCTCTGAAGAGTGACCAGTC 26_386025_2 2 0
TGTGTGTCTCTGAAGAGTGACTGGTCT 27_371079_2 2 0
GCTGTGTGTCTCTGAAGAGTGACTGG 26_78818 11 3 8
GCTGTGTGTCTCTGAAGAGTGACTGGT 27_167902_4 3 1
GCTGTGTGTCTCTGAAGAGTGACTGGTC 28_110469_4 3 1
TCTGTGTGTCTCTGAAGAGTGACCA 25_114156_5 3 2
CAGCTGTGTGTCTCTGAAGAGTGACT 26_100424_8 5 3
GCTGTGTGTCTCTGAAGAGTGACCAG 26_165788_5 5 0
AGCTGTGTGTCTCTGAAGAGTGACCA 26_104945_8 7 1
CTGTGTGTCTCTGAAGAGTGACCA 24 42592 17 7 0
TGTGTGTCTCTGAAGAGTGACTGGTC 26_105422_8 7 1
GCTGTGTGTCTCTGAAGAGTGACC 24 25016_12 11 1
GCTGTGTGTCTCTGAAGAGTGACCG 25_45275_15 14 1
GCTGTGTGTCTCTGAAGAGTGACTG 2531943 22 16 6
GCTGTGTGTCTCTGAAGAGTGACT 24 16753_19 17 2
GCTGTGTGTCTCTGAAGAGTGACCGG 26 21524 48 39 9
GCTGTGTGTCTCTGAAGAGTGACCA 25_1283_550 475 75
CCTGACGTGCAAATCGGTCGTCCGACCA 28_158218_2 0 2
CTGACGTGCAAGTCGGTCGTCCGACC 26_333472_2 0 2
GTCCTGACGTGCAAATCGGTCGTCCGACCA 30.29245 2 0 2
CTGACGTGCAAATCGGTCGTCCGACCG 27279375 2 1 1
TGACGTGCAAATCGGTCGTCCGACCTGGGGATA 3311739 2 1 1
CCTGACGTGCAAATCGGTCGTCCGACCTGGC 31_20920_2 2 0
CTGACGCGCAAATCGGTCGTCCGACCT 27 375872 2 2 0
CTGACGCGCAAATCGGTCGTCCGACCTGG 29 110543 2 2 0
CTGACGTGCAAATCGGGCGTCCGACCT 27_162063_4 2 2
CTGACGTGCAAATCGGTCGTCCGACCA 27_169736_4 2 2
CTGACGTGCAAATCGGTCGTCCGACCTGGGG 31_22576_2 2 0
GGTCCTGACGGGCAAATCGGTCGTCCGAC 29_115300_2 2 0
GGTCCTGACGTGCAAATCGGTCGTCCGACCTGG 33_13311_2 2 0
GGTCCTGACGTGCAAATCGGTCGTCCGACCTGGG 34_13096_2 2 0
GGTGCTGACGTGCAAATCGGTCGTCC 26_400528_2 2 0
GTCCTGACGCGCAAATCGGTCGTCCGACCT 30_47560_2 2 0
GTCCTGACGTGCAAATCGGGCGTCCGACCT 30_44769 2 2 0
TGACGGGCAAATCGGTCGTCCGACCTGGGT 30_48065_2 2 0
TTCCTGACGTGCAAATCGGTCGTCCGA 27_370296_2 2 0
CTGACGGGCAAATCGGTCGTCCGACCT 27_239606_3 3 0
CTGACGTGCAACTCGGTCGTCCGACCT 27123313 _6 3 3
TCCTGACGTGCAAATCGGTCGTCCGACCTGGGGA 34 7332 3 3 0
CTGACGTGCAAATCGGTCGTCCGACCTT 28_84177_5 4 1
GGTCCTGACGTGCAAATCGGTCGTCCGACCTG 327152 4 4 0




CCTGACGTGCAAATCGGTCGTCCGACCTGGGTAT 34 3137_7 5 2
TCCTGACGTGCAAATCGGTCGTCCGACCTGGGTAT 35_4004_5 5 0
TCCTGACGTGCAAATCGGTCGTCCGACCTG 30_11191_7 6 1
CTGACGTGCAAATCGGTCGTCCGACCTGGGTATAG  35_2597_8 8 0
CCTGACGTGCAAATCGGTCGTCCGACCTGGGTATA 352322 9 9 0
GTCCTGACGTGCAAATCGGTCGTCCGACCTGG 322669 _12 9 3
CCTGACGTGCAAATCGGTCGTCCGACCTGG 30_5826_14 11 3
CTGACGTGCAAATCGGTCGTCCGACCTG 28_23817_21 11 10
TCCTGACGTGCAAATCGGTCGTCCGACCTGG 31_3764 11 11 0
GGTCCTGACGTGCAAATCGGTCGTCCG 27_46955_18 12 6
GTCCTGACGTGCAAATCGGTCGTCCGACCTG 31_3486_12 12 0
TGACGTGCAAATCGGTCGTCCGACCTGGGTAT 322188 15 13 2
GGTCCTGACGTGCAAATCGGTCGTCCGACCT 31_2498 17 15 2
TGACGTGCAAATCGGTCGTCCGACCTGGGTATAG 34 1778 15 15 0
CCTGACGTGCAAATCGGTCGTCCGACCTGGG 312523 17 16 1
CTGACGTGCAAATCGGTCGTCCGACCTGGGTAT 33_1863_17 16 1
TCCTGACGTGCAAATCGGTCGTCCGACCTGGG 32 1822 19 18 1
CTGACGTGCAAATCGGTCGTCCGACCTGG 29_9491_22 19 3
TGACGTGCAAATCGGTCGTCCGACCTGGGTATA 33_1421_23 20 3
GTCCTGACGTGCAAATCGGTCGTCCGACCTGGG 33_1445 23 21 2
CTGACGTGCAAATCGGTCGTCCGACCTGGG 30_3615_23 23 0
TCCTGACGTGCAAATCGGTCGTCCGACCTGGGTA 34_1107_25 23 2
TGACGTGCAAATCGGTCGTCCGACCTGGG 29 8824 24 23 1
GTCCTGACGTGCAAATCGGTCGTCCG 26_39158_25 24 1
TCCTGACGTGCAAATCGGTCGTCCGACCTGGGT 33_1095_31 27 4
CTGACGTGCAAATCGGTCGTCCGACCTGGGTATA 34 825 34 28 6
CCTGACGTGCAAATCGGTCGTCCGACCTGGGT 32 1138 32 30 2
CCTGACGTGCAAATCGGTCGTCCGACCTGGGTA 33962 35 32 3
GTCCTGACGTGCAAATCGGTCGTCCGACCTGGGTA  35_544_40 35 5
TCCTGACGTGCAAATCGGTCGTCCGAC 27_25146_36 35 1
GTCCTGACGTGCAAATCGGTCGTCCGACCTGGGT 34 _711_40 39 1
TCCTGACGTGCAAATCGGTCGTCCGA 26_21596_48 42 6
CTGACGTGCAAATCGGTCGTCCGACCTGGGT 31_920_50 45 5
CTGACGTGCAAATCGGTCGTCCGACCTGGGTA 32_618_57 54 3
CCTGACGTGCAAATCGGTCGTCCGAC 26_15735_67 63 4
GGTCCTGACGTGCAAATCGGTCGTCCGACC 30_1142_71 63 8
TGACGTGCAAATCGGTCGTCCGACCTGGGT 30_907_90 85 5
GTCCTGACGTGCAAATCGGTCGTCCGACC 29 2095_101 90 11
TGACGTGCAAATCGGTCGTCCGACCTGGGTA 31_428 104 94 10
GTCCTGACGTGCAAATCGGTCGTCCGA 27_6251_153 120 33
GTCCTGACGTGCAAATCGGTCGTCCGAC 28_3742_142 120 22
TCCTGACGTGCAAATCGGTCGTCCGACCT 29_1313_158 136 22
GGTCCTGACGTGCAAATCGGTCGTCCGA 28_3414_155 139 16




GGTCCTGACGTGCAAATCGGTCGTCC 26_5763_188 149 39
TCCTGACGTGCAAATCGGTCGTCCGACC 28 2704_193 170 23
CCTGACGTGCAAATCGGTCGTCCGACC 274392 216 186 30
CTGACGTGCAAATCGGTCGTCCGACC 26_3489_305 225 80
CCTGACGTGCAAATCGGTCGTCCGACCT 28_1836_276 233 43
GTCCTGACGTGCAAATCGGTCGTCCGACCT 30_221_285 246 39
GGTCCTGACGTGCAAATCGGTCGTCCGAC 29_521_368 326 42
CTGACGTGCAAATCGGTCGTCCGACCT 27_1072_795 430 365
CTCGCAGCTTTTGAGCCATCTTGGAC 26_286300_2 0 2
TCGCAGCTTTTGAGCCATCTTGGACA 26_231609_3 1 2
TCGCAGCTTTTGAGCCATCTTGGACAG 27.101094_7 3 4
TCTCGCAGCTTTTGAGCCATCTTGGAC 27_81789_9 4 5
TCGCAGCTTTTGAGCCATCTTGGAC 25_28498_25 11 14
TAAATCCGGGATCTGCAGAGATGCTACT 28_249590_2 2 0
AATCCGGGATCTGCAGAGATGCTACA 26_266906_3 3 0
TAAATCCGGGATCTGCAGAGATGCTT 26_263415_3 3 0
TAAATCCGGGATCTGCAGAGATGCTACAG 29_27789_7 5 2
TAAATCCGGGATCTGCAGAGATGCTACAGTC 31_81755 5 0
TAAATCCGGGATCTGCAGAGATGCTACA 28_49091_9 7 2
TAAATCCGGGATCTGCAGAGATGCTAC 27_22887_40 40 0
TAAATCCGGGATCTGCAGAGATGCTA 26_6656_164 163 1
TAAATCCGGGATCTGCAGAGATGCT 252129 338 323 15
AGGCGCCCGATGCCGACGCTCATCA 25_253187_2 1 1
GGCGCCCGATGCCGACGCTCATCAGACC 28_189630_2 1 1
TTAAGGCGCCCGATGCCGACGCTCATCAG 29 95078_2 1 1
CCGGGTTAAGGCGCCCGATGCCGACGCTCATC 3214914 2 2 0
CGCCCGATGCCGACGCTCATC 21 36823 2 2 0
CGCCCGATGCCGACGCTCATCA 22 53440 2 2 0
CGCCCGATGCCGACGCTCATCAGAC 253032822 2 0
GCCGGGTTAAGGCGCCCGATGCCGACGCTCATC 33_12277_2 2 0
GCGCCCGATGCCGACGCTCATCA 23 78819 2 2 0
GTTAAGGCGCCCGATGCCGACGCTCATC 28242349 2 2 0
TTAAGGCGCCCGATGCCGACGCTCAT 26_420991_2 2 0
TTAAGGCGCCCGATGCCGACGCTCATC 272263473 2 1
CGCCCGATGCCGACGCTCATCAGA 24 61314_4 3 1
CGCCCGATGCCGACGCTCATCAGACC 26_264970_3 3 0
GCGCCCGATGCCGACGCTCATCAGAC 26_180808_4 3 1
TAAGGCGCCCGATGCCGACGCTCATC 26_268174_3 3 0
TAAGGCGCCCGATGCCGACGCTCATCAGACC 31_8698 4 3 1
GGGTTAAGGCGCCCGATGCCGACGCTCATCAGAC 34 42155 4 1
CGCCCGATGCCGACGCTCATCAG 23_22847_6 5 1
TTAAGGCGCCCGATGCCGACGCTCATCAGACC 32 4174 7 5 2
AAGGCGCCCGATGCCGACGCTCATCAGACC 30_11245_7 6 1




AGGCGCCCGATGCCGACGCTCATCAGAC 28_77296_6 6 0
GGTTAAGGCGCCCGATGCCGACGCTCATCAGACC 34 3247 7 6 1
GTTAAGGCGCCCGATGCCGACGCTCATCAGACC 332662 11 10 1
TTAAGGCGCCCGATGCCGACGCTCATCAGAC 31_1849 23 17 6
GGCGCCCGATGCCGACGCTCATCAGAC 27_34801_25 18 7
TAAGGCGCCCGATGCCGACGCTCATCAGAC 30_3508_23 18 5
AAGGCGCCCGATGCCGACGCTCATCAGAC 29_5267_41 23 18
GGTTAAGGCGCCCGATGCCGACGCTCATCAGAC 33_1128 30 25 5
GTTAAGGCGCCCGATGCCGACGCTCATCAGAC 32968 37 29 8
CCGGGTTAAGGCGCCCGATGCCGACGCTCA 30.27243 3 3 0
GCCGGGTTAAGGCGCCCGATGCCGACGCTCAT 3210279 3 3 0
CGCCGGGTTAAGGCGCCCGATGCCGACGCTC 31_15716_2 0 2
GGGTTAAGGCGCCCGATGCCGACGC 2595454 6 0 6
CGCCGGGTTAAGGCGCCCGATGCCGAC 27.104707_7 1 6
CGCCGGGTTAAGGCGCCCGATGCCGACGC 29 84831 2 1 1
CGGGTTAAGGCGCCCGATGCCGACGCT 27_317780_2 1 1
GCCGGGTTAAGGCGCCCGATGCCGACGC 28_219423 2 1 1
GTTAAGGCGCCCGATGCCGACG 22_40160_2 1 1
AAGGCGCCCGATGCCGACGCTC 22 50766_2 2 0
CCGGGTTAAGGCGCCCGATGCCGA 24 77944 3 2 1
CGCCGGGTTAAGGCGCCCGATGCCGACG 28_145265_3 2 1
CGCCGGGTTAAGGCGCCCGATGCCGACGCT 30_10228 7 2 5
CGGGTTAAGGCGCCCGATGCCG 22 _47409_2 2 0
CGGGTTAAGGCGCCCGATGCCGACG 25_278440_2 2 0
CGGGTTAAGGCGCCCGATGCCGACGC 26_93737_9 2 7
GCCGGGTTAAGGCGCCCGATGCCGAC 26_140863_5 2 3
GCCGGGTTAAGGCGCCCGATGCCGACG 27343258 _2 2
GGTTAAGGCGCCCGATGCCGACGCTC 26_385872_2 2 0
GTTAAGGCGCCCGATGCCGAC 21_36235_2 2 0
GTTAAGGCGCCCGATGCCGACGC 23_75806_2 2 0
GTTAAGGCGCCCGATGCCGACGCTC 25_278659_2 2 0
TTAAGGCGCCCGATGCCGACG 21_38288_2 2 0
TTAAGGCGCCCGATGCCGACGC 22 52313 2 2 0
CGGGTTAAGGCGCCCGATGCCGA 23453923 3 0
GGGTTAAGGCGCCCGATGCCGACG 24_100773_3 3 0
GGGTTAAGGCGCCCGATGCCGACGCTC 27_175138_4 3 1
CCGGGTTAAGGCGCCCGATGCCG 23272035 4 1
CCGGGTTAAGGCGCCCGATGCCGAC 25_75744_8 4 4
CGGGTTAAGGCGCCCGATGCCGACGCTC 28 _64809_7 4 3
CCGGGTTAAGGCGCCCGATGCCGACG 26_164407_5 5 0
CCGGGTTAAGGCGCCCGATGCCGACGC 27_36150_24 5 19
CCGGGTTAAGGCGCCCGATGCCGACGCTC 29_19211_10 5 5
CGGGTTAAGGCGCCCGATGCCGAC 24 58269_5 5 0




GCCGGGTTAAGGCGCCCGATGCCGACGCTC 30_10170_7 5 2
CCGGGTTAAGGCGCCCGATGCCGACGCT 2826092 19 7 12
GGGTTAAGGCGCCCGATGCCGACGCT 26_68730_13 10 3
GGGTTAAGGCGCCCGATGCCGAC 23 5486_27 19 8
TCTGGGTGAACTATCCCTTTAAGGAGC 27 371183 _2 2 0
ACTGAACCAGGTGAAGCCCTCCTCTC 26_47126_20 0 20
ACTGAACCAGGTGAAGCCCTCCTCTCT 27_194294 3 0 3
ACTGAACCAGGTGAAGCCCTCCTCTCTG 28196932 2 0 2
CTGAACCAGGTGAAGCCCTCCTCTC 25_112761_5 0 5
CTGAACCAGGTGAAGCCCTCCTCTCT 26_274955_2 0 2
GAACCAGGTGAAGCCCTCCTCTCTG 25219955 2 0 2
TGAACCAGGTGAAGCCCTCCTCTC 24_10170_32 0 32
TGAACCAGGTGAAGCCCTCCTCTCT 25_16837_44 0 44
TGAACCAGGTGAAGCCCTCCTCTCTG 26_19472_53 0 53
TGAACCAGGTGAAGCCCTCCTCTCTGG 27_40095_21 0 21
TGAACCAGGTGAAGCCCTCCTCTCTGGG 28 202938 _2 0 2
TGAACCAGGTGAAGCCCTCCTCTCTGGGA 29 335525 0 5
AGCTCAGGGAGGACAGAAACCTCCCGTGGAG 31.20459 2 1 1
GAGCTCAGGGAGGACAGAAACCTCCC 26_360173_2 1 1
GCGAGCTCAGGGAGGACAGAAACCTCCC 28_195703_2 1 1
AAGGCGAGCTCAGGGAGGACAGAAACCTCCCGT 3314524 2 2 0
AAGTCGAGCTCAGGGAGGACAGAAACCTC 29_106051_2 2 0
CGAGCTCAGGGAGGACAGAAACCTCCCGTGGAG 33_15561_2 2 0
GAGCTCAGGGAGGACAGAAACCTCCCG 27_397095_2 2 0
GCGAGCTCAGGGAGGACAGAAACCTCC 27224350 3 2 1
AAGGCGAGCTCAGGGAGGACAGAAACCTCCCG 327129 4 3 1
AGGCGAGCTCAGGGAGGACAGAAACCTCCC 30_18942 4 3 1
AGGCGAGCTCAGGGAGGACAGAAACCTCCCGTG 338399 3 3 0
CGAGCTCAGGGAGGACAGAAACCTCCCGTG 30_16406_4 3 1
GGCGAGCTCAGGGAGGACAGAAACCTCCC 29_65743_3 3 0
CGAGCTCAGGGAGGACAGAAACCTCCC 27_179008_4 4 0
AAGGCGAGCTCAGGGAGGACAGAAACCTCCC 31_6575_6 5 1
AGGCGAGCTCAGGGAGGACAGAAACCTCC 29 22972 8 7 1
CGAGCTCAGGGAGGACAGAAACCTCCCGTGG 31_4483_9 7 2
AGGCGAGCTCAGGGAGGACAGAAACCTC 28523959 8 1
AAGGCGAGCTCAGGGAGGACAGAAACCTCC 30_7529 10 9 1
GGCGAGCTCAGGGAGGACAGAAACCTC 27_73725_11 11 0
AAGGCGAGCTCAGGGAGGACAGAAACCTC 29_10900_19 17 2
GCGAGCTCAGGGAGGACAGAAACCTC 26_31122 32 28 4
CGAGCTCAGGGAGGACAGAAACCTC 25_14705_51 39 12
TACTTAGTAAACCAGACCCGAGCTACAAC 29_6372_33 3 30
GGGTGTAGAATAAGTGGGAGGCCT 24 153401 _2 2 0
TCATACAGTAACTGTGTCCACAGC 24 39862 _7 0 7




TCATACAGTAACTGTGTCCACAGCC 25_128528_4 0 4
CTTGCCAAACTGAAGCTTGCAGTGAGC 27_176405_4 3 1
TTGCTGGTGTTAAGGAGCAGGTTATTGTC 29 109705_2 2 0
AAGCAGGAGGTGTCAGAAAAGTTACCA 27 214312 3 2 1
AAGCAGGAGGTGTCAGAAAAGTTACCAC 28 133693 3 2 1
AGCAGGAGGTGTCAGAAAAGTTACCAC 27 395115 2 2 0
AAGCAGGAGGTGTCAGAAAAGTTAC 25_119083_5 4 1
GCAGGAGGTGTCAGAAAAGTTACC 24_56200_5 4 1
AGCAGGAGGTGTCAGAAAAGTTACC 25_97026_6 5 1
AAGCAGGAGGTGTCAGAAAAGTTACC 26_107862_8 8 0
CAGGAGGTGTCAGAAAAGTTACCAC 25_55618_12 12 0
CATTGACTATAGCCCTGTGGCCAAT 252329912 0 2
ACATTGACTATAGCCCTGTGGCCAA 25_271876_2 1 1
TGGGACATTGACTATAGCCCTGTGGCC 27_116961_6 2 4
CATTGACTATAGCCCTGTGGCCAA 24 _46158_6 4 2
GACTGGGGCGGTACACCTGTCAAACGGT 28 120251_3 1 2
GACTGGGGCGGTACACCTGTCAAACGG 27_377788_2 2 0
GACTGGGGCGGTACACCTGTCAAACGGTAACGC 33_14044 2 2 0
GTTTGACTGGGGCGGTACACCTGTCA 26_411906_2 2 0
TTTGACTGGGGCGGTACACCTGTCAAA 27_220311_3 2 1
TTTGACTGGGGCGGTACACCTGTCAAACGG 3048022 2 2 0
TTTGACTGGGGCGGTACACCTGTCAAACGGT 31_25032 2 2

TTGACTGGGGCGGTACACCTGTCAAACGG 29 45373 _4 3 1
TTGACTGGGGCGGTACACCTGTCAAACGGT 30_26863_3 3 0
TTTGACTGGGGCGGTACACCTGTCAAAC 28_150805_3 3 0
ACTGGGGCGGTACACCTGTCA 21.10373_6 6 0
ACTGGGGCGGTACACCTGTCAA 22 12427 7 6 1
ACTGGGGCGGTACACCTGTCAAA 23_15660_9 7 2
GACTGGGGCGGTACACCTGTC 21_7717_8 7 1
TTGACTGGGGCGGTACACCTGTCAAAC 27_86723_9 8 1
TTGACTGGGGCGGTACACCTGTCA 24 30553_10 9 1
ACTGGGGCGGTACACCTGTCAAACG 25_58918_11 10 1
ACTGGGGCGGTACACCTGTCAAACGGT 27_53954_15 10 5
TGACTGGGGCGGTACACCTGTC 22 6470_14 11 3
TTTGACTGGGGCGGTACACCTGTCA 25_52580_12 11 1
ACTGGGGCGGTACACCTGTCAAAC 24 18453 17 14 3
ACTGGGGCGGTACACCTGTCAAACGG 26_48524 19 17 2
GTTTGACTGGGGCGGTACACCTGTC 25_33736_21 18 3
TTGACTGGGGCGGTACACCTGTC 23 5108_29 24 5
TTTGACTGGGGCGGTACACCTGTC 24 11397_29 26 3
TGAAGAGAAAGAAGATGCACCAGGA 25 93335 6 0 6
TGAAGAGAAAGAAGATGCACCAGGAA 26_174063_4 0 4
TGAAGAGAAAGAAGATGCACCAGGAGA 27_116309_6 0 6




TGAAGAGAAAGAAGATGCACCAG 23_70692_2 1 1
TGAAGAGAAAGAAGATGCACCAGGAAA 27_74475_10 2 8
ATCCCTGTGGTAACTTTTCTGACA 24 129595 2 0 2
ATCCCTGTGGTAACTTTTCTGACACCT 27210489 3 0 3
TATCCCTGTGGGAACTTTTCTGACACC 27_296756_2 0 2
TATCCCTGTGGTAACTTTTCTGACACCT 28 31565_15 0 15
TTATCCCTGTGGGAACTTTTCTGACACC 28 158090_2 0 2
TTATCCCTGTGGTAACTTTTCTGACA 26_168517_4 0 4
TTATCCCTGTGGTAACTTTTCTGACACC 28_14996_34 0 34
TTATCCCTGTGGTAACTTTTCTGACACCT 29 31940_6 0 6
ATCCCTGTGGTAACTTTTCTGACACC 26_186894_4 1 3
TATCCCTGTGGTAACTTTTCTGACA 25_43564_15 1 14
TATCCCTGTGGTAACTTTTCTGACACC 27_10710_88 3 85
CGAAAGATGGTGAACTATGCCTGGGA 26373222 2 2 0
CCGAAAGATGGTGAACTATGCCTGGG 26_33045_30 26 4
TAGGACCCGAAAGATGGTGAACTATGCCTGGG 321293 28 28 0
CGTTGGCCATGGAAGTCGGAATCCG 25 222986 _2 1 1
ACGGCGGCCATGGAAGTCGGAATCCG 26_377165_2 2 0
ACGGGGGCCATGGAAGTCGGAATCC 25.301002_2 2 0
ACGGTGGCCATGGAAGCCGGAATCC 25 2911592 2 0
ACGTGGCCATGGAAGTCGGAATC 23 71329 2 2 0
ACTGTGGCCATGGAAGTCGGAATC 24 151845 2 2 0
AGGGCGGTGGCCATGGAAGTCGGAATCCG 29_105870_2 2 0
CGGAGGCCATGGAAGTCGGAATCCG 25314132 2 2 0
CGTGGACGGTGGCCATGGAAGTCGGAAT 28_222300_2 2 0
GACTGTGGCCATGGAAGTCGGAATC 25_178996_3 2 1
GACTGTGGCCATGGAAGTCGGAATCC 26_237697_3 2 1
GGGGGCCATGGAAGTCGGAATCCG 24 147958_2 2 0
TGTGGCCATGGAAGTCGGAATCC 23_77259_2 2 0
TTGGCCATGGAAGTCGGAATCCG 23_77310_2 2 0
CAGTACGGTGGCCATGGAAGTCGGAATC 28 156027_3 3 0
GCATGACGGTGGCCATGGAAGTCGGAAT 28_150703_3 3 0
ACGTTGGCCATGGAAGTCGGAATCC 25_116715_5 4 1
GCATGACGGTGGCCATGGAAGTCGGAATCC 30_15625_5 4 1
CGGGGGCCATGGAAGTCGGAATCCG 25_124162_5 5 0
CAGTACGGTGGCCATGGAAGTCGGAATCC 29 24261_8 7 1
CGGTGGCCATGGAAGTCGGAA 21_4444 14 13 1
GGTGGCCATGGAAGTCGGAATC 22 2681_36 35 1
GGTGGCCATGGAAGTCGGAAT 21_1737_38 38 0
CGGTGGCCATGGAAGTCGGAAT 22 1016_96 80 16
GTGGCCATGGAAGTCGGAATC 21 574 113 100 13
TAGTTGTGCAAATATGGGCTGATGT 25 257865 2 0 2
TAGTTGTGCAAATATGGGCTGATGTTT 27_190721_3 0 3




TTATAGTTGTGCAAATATGGGCTGA 25_66399_9 0 9
CTTATAGTTGTGCAAATATGGGCTGA 26_283969_2 1 1
TATAGTTGTGCAAATATGGGCTGA 24 124502_2 1 1
TGTGCAAATATGGGCTGATGTTTTGCT 27_339736_2 1 1
TTATAGTTGTGCAAATATGGGCTGAT 26_108562_7 1 6
TTATAGTTGTGCAAATATGGGCTGATGT 28 116765_3 1 2
TAGTTGTGCAAATATGGGCTGATGTT 26240944 3 2 1
TATAGTTGTGCAAATATGGGCTGATGTT 28134948 3 2 1
TTATAGTTGTGCAAATATGGGCTGATG 27_130496_5 2 3
TTGCTGAAACCAGTTCTGAACCAGAGCA 28_87907_5 0 5
TGTTGCTGAAACCAGTTCTGAACCAGAG 28_252546_2 2 0
TTGCTGAAACCAGTTCTGAACCAGAGC 272135143 2 1
TTGCTGAAACCAGTTCTGAACCAGAGT 27 3511832 2 0
TGTTGCTGAAACCAGTTCTGAACCAGA 27 236187_3 3 0
TGCTGAAACCAGTTCTGAACCAGAGCA 27_65850_12 5 7
GACAGTGGCAGGTGGGGAGTTTGACT 26329279 2 0 2
ACAGTGGCAGGTGGGGAGTTTGA 23 59189 2 1 1
AGACAGTGGCAGGTGGGGAGTTTG 24 107101_2 1 1
GACAGTGGCAGGTGGGGAGTTTGAC 25 130647_4 1 3
GAGACAGTGGCAGGTGGGGAGTTTGACT 28_194256_2 1 1
GTGGCAGGTGGGGAGTTTGACT 22 49891 _2 2 0
GTGGCAGGTGGGGAGTTTGACTGG 24_142560_2 2 0
AGACAGTGGCAGGTGGGGAGTTTGACT 27_246309_3 3 0
AGTGGCAGGTGGGGAGTTTGACTGGG 26_190891_4 3 1
CAGTGGCAGGTGGGGAGTTTGACTGGGG 28_106331_4 3 1
GAGACAGTGGCAGGTGGGGAGTTTGAC 27_232915_3 3 0
GTGGCAGGTGGGGAGTTTGACTG 23 490723 3 0
ACAGTGGCAGGTGGGGAGTTTGACTGGG 28 _65840_7 4 3
AGTGGCAGGTGGGGAGTTTGACTGGGG 27_187375_4 4 0
ACAGTGGCAGGTGGGGAGTTTGACT 2594946 _6 5 1
AGACAGTGGCAGGTGGGGAGTTTGACTG 28 90180_5 5 0
AGTGGCAGGTGGGGAGTTTGACT 23 21134 6 5 1
GACAGTGGCAGGTGGGGAGTTTGACTG 27_122148_6 5 1
GAGACAGTGGCAGGTGGGGAGTTTGA 26_165585_5 5 0
AGTGGCAGGTGGGGAGTTTGACTG 24_50085_6 6 0
CAGTGGCAGGTGGGGAGTTTGACTGGG 27_125451_6 6 0
AGACAGTGGCAGGTGGGGAGTTTGAC 26_106729_8 8 0
GTGGCAGGTGGGGAGTTTGAC 21_5917_10 8 2
CAGTGGCAGGTGGGGAGTTTGACTG 25_54300_12 9 3
AGTGGCAGGTGGGGAGTTTGAC 22 7560_12 10 2
ACAGTGGCAGGTGGGGAGTTTGACTG 26_58740_15 12 3
CAGTGGCAGGTGGGGAGTTTGACT 24 20458_15 14 1
CAGTGGCAGGTGGGGAGTTTGAC 23 6596_22 16 6




ACAGTGGCAGGTGGGGAGTTTGAC 249294 36 30 6
ATTCTGGGTCAGGGTTTCGTGCGTA 25263842 2 1 1
TCTGGGTCAGGGTTTCGTGCGT 22 45570 2 1 1
ATTCTGGGTCAGGGTTTCGTGCGT 24 148910_2 2 0
ATTCTGGGTCAGGGTTTCGTGCGTAG 26230920 3 2 1
CTGGGTCAGGGTTTCGTGCGT 21 34653 2 2 0
CTGGGTCAGGGTTTCGTGCGTA 22 19754 4 2 2
CTGGGTCAGGGTTTCGTGCGTAG 23_78270_2 2 0
GATTCTGGGTCAGGGTTTCGTGCGT 25_317164_2 2 0
CTGGGTCAGGGTTTCGTGCGTAGCAG 26_250914_3 3 0
TCTGGGTCAGGGTTTCGTGCGTAG 24 65123 _4 3 1
TTCTGGGTCAGGGTTTCGTGCGTA 24_47759_6 4 2
TTCTGGGTCAGGGTTTCGTGCGTAG 2584232 7 4 3
GATTCTGGGTCAGGGTTTCGTGCGTA 26_163459_5 5 0
TCTGGGTCAGGGTTTCGTGCGTAGCA 26_115485_17 5 2
CTGGGTCAGGGTTTCGTGCGTAGC 24 417647 6 1
TTCTGGGTCAGGGTTTCGTGCGTAGC 26_112622_7 6 1
TCTGGGTCAGGGTTTCGTGCGTA 23_15363_9 7 2
CTGGGTCAGGGTTTCGTGCGTAGCA 25_47967_14 9 5
TCTGGGTCAGGGTTTCGTGCGTAGC 25_59727_11 10 1
GTGTAGAATAAGTGGGAGGCCTCGC 25225692 2 0 2
GGTGTAGAATAAGTGGGAGGCCA 23_49898_2 1 1
AGGTGTAGAATAAGTGGGAGGCCC 24 155582 2 2 0
GGTGTAGAATAAGTGGGAGGCCTC 24161493 2 2 0
TGAGGTGTAGAATAAGTGGGAGGCCT 26394847 2 2 0
AGAGGTGTAGAATAAGTGGGAGGCCG 26_272907_3 3 0
AGATGTGTAGAATAAGTGGGAGGCC 25137392 _4 3 1
GAGAGGTGTAGAATAAGTGGGAGGCCC 27242709 3 3 0
GAGGTGTAGAATAAGTGGGAGGCCG 25_100187_6 5 1
GGTGTAGAATAAGTGGGAGGCCTCG 25_120425_5 5 0
TAGGTGTAGAATAAGTGGGAGGCCT 25_123967_5 5 0
GAGAGGTGTAGAATAAGTGGGAGGCCG 27_108417_7 6 1
AGGTGTAGAATAAGTGGGAGGCCA 24_30089_10 7 3
GTGTAGAATAAGTGGGAGGCCG 22 92509 7 2
AGGTGTAGAATAAGTGGGAGGCCG 24 37475_8 8 0
GAGAGGTGTAGAATAAGTGGGAGGCCA 27_66522 12 8 4
GAGGTGTAGAATAAGTGGGAGGCCA 25_55203_12 8 4
AGATGTGTAGAATAAGTGGGAGGCCT 26_85126_10 9 1
AGAGGTGTAGAATAAGTGGGAGGCCA 26_64636_14 10 4
GTGTAGAATAAGTGGGAGGCCA 22 5674_16 11 5
GGTGTAGAATAAGTGGGAGGC 21_3640_17 13 4
GAGGTGTAGAATAAGTGGGAGGCCTCG 27_59146_14 14 0
AGGTGTAGAATAAGTGGGAGGCCTCG 2652554 18 18 0




GAGGTGTAGAATAAGTGGGAGGCCTC 26_52678_18 18 0
GTGTAGAATAAGTGGGAGGCCTCG 24 14591 _22 18 4
AGGTGTAGAATAAGTGGGAGGCCTC 2528923 25 24 1
GGTGTAGAATAAGTGGGAGGCCTCGGC 27 _35157_25 24 1
GGTGTAGAATAAGTGGGAGGCC 22 3780_25 25 0
GGTGTAGAATAAGTGGGAGGCCTCGG 26_29661_34 29 5
GAGAGGTGTAGAATAAGTGGGAGGC 25_15700_48 36 12
GAGGTGTAGAATAAGTGGGAGGC 23 3141_49 43 6
GTGTAGAATAAGTGGGAGGCCTC 23_3279_47 44 3
AGGTGTAGAATAAGTGGGAGGC 22 _1946_50 46 4
GGTGTAGAATAAGTGGGAGGCCT 23 2958 52 51 1
AGAGGTGTAGAATAAGTGGGAGGC 24 4394 71 60 17
GTGTAGAATAAGTGGGAGGCC 21_785_81 78 3
GAGAGGTGTAGAATAAGTGGGAGGCC 26_11655_92 87 5
AGAGGTGTAGAATAAGTGGGAGGCCTC 27_10405_91 89 2
GTGTAGAATAAGTGGGAGGCCTCGG 25_6630_117 92 25
GTGTAGAATAAGTGGGAGGCCTCGGC 26_8853_122 92 30
AGGTGTAGAATAAGTGGGAGGCCTCGG 27_9557_99 94 5
GAGGTGTAGAATAAGTGGGAGGCC 24 3118 107 103 4
AGGTGTAGAATAAGTGGGAGGCC 23_1273_117 108 9
AGAGGTGTAGAATAAGTGGGAGGCC 25_5896_132 126 6
GAGAGGTGTAGAATAAGTGGGAGGCCT 27_5547_173 160 13
GTGTAGAATAAGTGGGAGGCCT 22_468_209 188 21
GAGGTGTAGAATAAGTGGGAGGCCT 25_3265_230 213 17
AGGTGTAGAATAAGTGGGAGGCCT 24_1019_296 278 18
AGAGGTGTAGAATAAGTGGGAGGCCT 26_3364_316 291 25
GCATGACGGTGGCCATGGAAGTCGGA 26_400260_2 2 0
TTGTAGCTCAGATCCAGTTCTCTCAGA 27_351308_2 2 0
TTGTAGCTCAGATCCAGTTCTCTCAGAT 28 253359 2 2 0
TTGTAGCTCAGATCCAGTTCTCTCA 25_81117_7 5 2
TTGTAGCTCAGATCCAGTTCTCTCAGATG 29 39296_5 5 0
AATCGATAGAATAATCCGCCACCGTGCG 28_126895_3 0 3
AATCGATAGAATAATCCGCCACCGTGT 27 312955 2 0 2
AATCGATAGAATAATCCGCCACCGTGCA 28 _96781_4 1 3
AATCGATAGAATAATCCGCCACCGTGC 27_40807_21 5 16
AATCGATAGAATAATCCGCCACCGTG 26_59538_15 6 9
TCTGGCACTGTGAAGAGACATGAGAGA 27_257103_2 1 1
TTTGGCACTGTGAAGAGACATGAGA 25259183 2 1 1
GGCACTGTGAAGAGACATGAGAGGTG 26_177160_4 2 2
TAGGCTGGCACTGTGAAGAGACATGAG 27_168008_4 2 2
TCTGGCACTGTGAAGAGACATGAGAA 26_398896_2 2 0
TCTGGCACTGTGAAGAGACATGAGAGGG 28 233980_2 2 0
TCTGGCACTGTGAAGAGACATGAGAGT 27_209838_3 2 1




TGGCACTGTGAAGAGACATGAGAGGGG 27384947 2 2 0
TTGTCTGGCACTGTGAAGAGACATGAGA 28 231433 2 2 0
TGGCACTGTGAAGAGACATGAGAGGC 26_256270_3 3 0
GGCACTGTGAAGAGACATGAGAGGT 25_145858_4 4 0
TAGGCTGGCACTGTGAAGAGACATGAGA 28 64645 7 6 1
AGTCTGGCACTGTGAAGAGACATG 24 33905_9 9 0
TGGCACTGTGAAGAGACATGAGAGGTG 2758293 14 11 3
AGTCTGGCACTGTGAAGAGACATGA 25_45371_15 13 2
AGTCTGGCACTGTGAAGAGACATGAG 26_43836_22 16 6
GTCTGGCACTGTGAAGAGACATGAG 25_33171_21 18 3
CTGGCACTGTGAAGAGACATGAGAGGTG 28_19974_25 21 4
AGTCTGGCACTGTGAAGAGACATGAGAG 28 13714_38 36 2
GTCTGGCACTGTGAAGAGACATGAGAG 27_15552_60 49 11
TAGTCTGGCACTGTGAAGAGACATG 25_12151_63 53 10
AGTCTGGCACTGTGAAGAGACATGAGA 27_11202_84 70 14
GTCTGGCACTGTGAAGAGACATGAGAGG 28 5954 89 82 7
TAGTCTGGCACTGTGAAGAGACATGAG 27_9093_104 87 17
TGGCACTGTGAAGAGACATGAGAGGT 26_10855_98 87 11
TCTGGCACTGTGAAGAGACATGAGAG 269632 111 91 20
TAGTCTGGCACTGTGAAGAGACATGA 26_10612_101 95 6
TCTGGCACTGTGAAGAGACATGAGAGGT 28_3731_142 108 34
TGGCACTGTGAAGAGACATGAGAGG 254842 161 115 46
CTGGCACTGTGAAGAGACATGAGAG 25_5178_150 121 29
GTCTGGCACTGTGAAGAGACATGAGA 26_6895_158 137 21
TCTGGCACTGTGAAGAGACATGAGAGG 27_4917_194 146 48
CTGGCACTGTGAAGAGACATGAGAGGT 27_4607_207 170 37
CTGGCACTGTGAAGAGACATGAGAGG 26_4536_236 175 61
TCTGGCACTGTGAAGAGACATGAGA 25_1825_391 331 60
TAGTCTGGCACTGTGAAGAGACATGAGA 28_687_664 575 89
CCCTGTGGTAACTTTTCTGACACCT 25 252611 2 0 2
TCCCTGTGGTAACTTTTCTGACAC 24 10637_31 0 31
TCCCTGTGGTAACTTTTCTGACACA 25_140375_4 0 4
TCCCTGTGGTAACTTTTCTGACACCA 26_280524_2 0 2
TCCCTGTGGTAACTTTTCTGGCACC 25_160215_3 0 3
TCCCTGTGGTACCTTTTCTGACACC 25262323 2 0 2
TGTGGTAACTTTTCTGACACCTCCT 25_73747_8 0 8
TGTGGTAACTTTTCTGACACCTCCTGC 27_191162_3 0 3
CTGTGGTAACTTTTCTGACACCTCCTGC 28 219108_2 1 1
TCCCTGTGGTAACTTTTCTGACACCTCC 28 20735_24 1 23
TCCCTGTGGTAACTTTTCTGACACCTCCT 29 _60006_3 1 2
TCCCTGTGGTAACTTTTCTGACACCTC 27_17840_52 2 50
TCCCTGTGGTAACTTTTCTGACA 23 2116 72 3 69
TCCCTGTGGTAACTTTTCTGACACCTCCTGC 31_7771_5 3 2




TCCCTGTGGTAACTTTTCTGACACCT 26_5277_204 9 195
TCCCTGTGGTAACTTTTCTGACACC 25_2571_284 15 269
CGTGAGCTGGGTTTAGACCGTCG 23 53171_2 1 1
CGTGAGCTGGGTTTAGACCGT 21355032 2 0
CGTGAGCTGGGTTTAGACCGTCGTGA 26395142 2 2 0
GAACGTGAGCTGGGTTTAGACCGTC 25_298790_2 2 0
AACGTGAGCTGGGTTTAGACCGT 23 47534 3 3 0
AACGTGAGCTGGGTTTAGACCGTCG 25_132016_4 3 1
AACGTGAGCTGGGTTTAGACCGTCGTGA 28_95998_4 3 1
GTGAGCTGGGTTTAGACCGTCGTGA 25189749 3 3 0
ACGTGAGCTGGGTTTAGACCGTCGT 25_153463_4 4
ACGTGAGCTGGGTTTAGACCGTCGTG 26_151504_5 4 1
CGTGAGCTGGGTTTAGACCGTCGT 24 _72128_4 4 0
AACGTGAGCTGGGTTTAGACCGTCGT 26_160564_5 5 0
ACGTGAGCTGGGTTTAGACCGT 22 11929 7 5 2
ACGTGAGCTGGGTTTAGACCGTCG 24 50197_6 6 0
GTGAGCTGGGTTTAGACCGTCGTG 24_48677_6 6 0
GTGAGCTGGGTTTAGACCGTC 21_6879_9 8 1
AACGTGAGCTGGGTTTAGACCGTCGTG 27_87617_9 9 0
ACGTGAGCTGGGTTTAGACCG 21_4305_14 9 5
AACGTGAGCTGGGTTTAGACCG 22 8350_11 11 0
AACGTGAGCTGGGTTTAGACCGTC 24 25922 12 11 1
CGTGAGCTGGGTTTAGACCGTCGTG 25_45395_15 14 1
CGTGAGCTGGGTTTAGACCGTC 22 5158_18 15 3
ACGTGAGCTGGGTTTAGACCGTC 23 5232 28 20 8
GCATGTTTGTGGGGAACCTGGTGCT 25_316351_2 2 0
CACACAGTGATGCAGTTGGTCAGGAC 26_134016_6 4 2
AACATACCTCGTTGGCTGCATGCTAT 26_148038_5 0 5
AACATACCTCGTTGGCTGCATGCTATG 27 132110 5 0 5
CATACCTCGTTGGCTGCATGCTATG 25 250519 2 0 2
TACCTCGTTGGCTGCATGCTA 21_6498_9 0 9
TACCTCGTTGGCTGCATGCTAT 2219925 4 0 4
TACCTCGTTGGCTGCATGCTATG 23_7538_19 0 19
TACCTCGTTGGCTGCATGCTATGAAA 26_318482_2 0 2
AACATACCTCGTTGGCTGCATGCTAA 26_141423_5 1 4
CATACCTCGTTGGCTGCATGCTA 23_44401_3 1 2
ACATACCTCGTTGGCTGCATGCTAT 25_280597_2 2 0
ACATACCTCGTTGGCTGCATGCTATG 26_82241_10 3 7
AACATACCTCGTTGGCTGCATGCTA 2539222 17 4 13
TACCTCGTTGGCTGCATGCTATGAA 25_67583_9 4 5
ACATACCTCGTTGGCTGCATGCTATGA 27_19449_47 7 40
CATACCTCGTTGGCTGCATGCTATGA 26 18268 57 8 49
ATACCTCGTTGGCTGCATGCTATGA 25_19790_37 11 26




TACCTCGTTGGCTGCATGCTATGA 24 571_519 68 451
AATGATGGTGAACTATGCCTGGGCA 25_307763_2 2 0
AATGATGGTGAACTATGCCTGGGCAG 26_375616_2 2 0
GATGGTGAACTATGCCTGGGCAG 23 3278_47 42 5
AGATGGTGAACTATGCCTGGGCAG 24_4854_70 61 9
AGATGGTGAACTATGCCTGGGCA 23_529_255 208 47
CGCGGGTAAACGGCGGGAGTAAC 2352257 2 0 2
AAGCGCGGGTAAACGGCGGGAG 22 24778_3 1 2
AAGCGCGGGTAAACGGCGGGAGTAACT 27 2517252 1 1
AGCGCGGGTAAACGGCGGGAG 21_24085_2 1 1
ATGAAGCGCGGGTAAACGGCGGGAG 25_236950_2 1 1
ATGAAGCGCGGGTAAACGGCGGGAGT 26_220121_3 1 2
CAATGAAGCGCGGGTAAACGGCGGGAGT 28_87968_5 1 4
CGCGGGTAAACGGCGGGAGTAACT 24 131248 2 1 1
GAAGCGCGGGTAAACGGCGGGAGT 24 105626_2 1 1
GCGCGGGTAAACGGCGGGAGT 21 321192 1 1
TGAAGCGCGGGTAAACGGCGGGAGTAAC 28 130631_3 1 2
AAGCGCGGGTAAACGGCGGGA 21_14799_4 2 2
AATGAAGCGCGGGTAAACGGCGGGAG 26_401875_2 2 0
ATGAAGCGCGGGTAAACGGCGGG 23 452453 2 1
ATGAAGCGCGGGTAAACGGCGGGA 24 _67529_4 2 2
CGCGGGTAAACGGCGGGAGTA 21_21054_3 2 1
GAAGCGCGGGTAAACGGCGGGAG 23 79287 2 2 0
GAAGCGCGGGTAAACGGCGGGAGTA 25_288800_2 2 0
GCGCGGGTAAACGGCGGGAGTAACTAT 27379833 2 2 0
TGAAGCGCGGGTAAACGGCGGGAG 24 148076_2 2 0
TGAAGCGCGGGTAAACGGCGGGAGTA 26_367555_2 2 0
AAGCGCGGGTAAACGGCGGGAGTA 24 47428 _6 3 3
AATGAAGCGCGGGTAAACGGCGGGAGT 27 244932 3 3 0
AATGAAGCGCGGGTAAACGGCGGGAGTA 28_74360_6 3 3
ATGAAGCGCGGGTAAACGGCGGGAGTA 27_176731_4 3 1
CAATGAAGCGCGGGTAAACGGCGGGAGTA 29 659573 3 0
AATGAAGCGCGGGTAAACGGCGGGA 25_109272_5 4 1
CAATGAAGCGCGGGTAAACGGCGGG 25 118244 5 4 1
CAATGAAGCGCGGGTAAACGGCGGGAG 27_118105_6 4 2
TGAAGCGCGGGTAAACGGCGGGAGT 25_146683_4 4 0
GAAGCGCGGGTAAACGGCGGG 21_12561_5 5 0
AATGAAGCGCGGGTAAACGGCGGG 24 2825511 11 0
ACTATCTAGCGAAACCACAGCCAAGGGAACGG 3212196 2 1 1
ATCTAGCGAAACCACAGCCAAGGGAACG 28_46333_10 1 9
CGAAACCACAGCCAAGGGAACGGG 24 113701_2 1 1
CGAAACCACAGCCAAGGGAACGGGCT 26_308227_2 1 1
CTATCTAGCGAAACCACAGCCAAGGGAACGG 31_19991_2 1 1




GCGAAACCACAGCCAAGGGAAC 22 24996_3 1 2
ACTATCTAGCGAAACCACAGCCAAGGGAACGGG 335829 4 2 2
CGAAACCACAGCCAAGGGAAC 21 381552 2 0
CTAGCGAAACCACAGCCAAGGGAACGGG 28 138657_3 2 1
CTATCTAGCGAAACCACAGCCAAGGGAACGGGC 33_7021_3 2 1
GCGAAACCACAGCCAAGGGAACGGGCT 27_383812_2 2 0
TAGCGAAACCACAGCCAAGGGAACG 25 311515 2 2 0
TATCTAGCGAAACCACAGCCAAGGGAACG 29 28837_6 2 4
TCTAGCGAAACCACAGCCAAGGGAACGG 28 253583 2 2 0
ATCTAGCGAAACCACAGCCAAGGGAACGG 29 67528_3 3 0
CTAGCGAAACCACAGCCAAGGGAAC 25_190801_3 3 0
CTAGCGAAACCACAGCCAAGGGAACG 26_135164_6 3 3
TACTATCTAGCGAAACCACAGCCAAGGGAACG 326492 4 3 1
TAGCGAAACCACAGCCAAGGGAAC 24 975403 3 0
TAGCGAAACCACAGCCAAGGGAACGG 26_251532_3 3 0
TAGCGAAACCACAGCCAAGGGAACGGGCT 29 65492 3 3 0
TATCTAGCGAAACCACAGCCAAGGGAACGGG 31_7768_5 3 2
TCTAGCGAAACCACAGCCAAGGGAAC 26_260548_3 3 0
TCTAGCGAAACCACAGCCAAGGGAACGGG 29_67315_3 3 0
ACTATCTAGCGAAACCACAGCCAAGGGAAC 30_20151_4 4 0
AGCGAAACCACAGCCAAGGGAACGGGC 27_114640_6 4 2
ATCTAGCGAAACCACAGCCAAGGGAACGGG 30_19722 4 4 0
CGAAACCACAGCCAAGGGAACGGGC 25_148206_4 4 0
TAGCGAAACCACAGCCAAGGGAACGGG 27_177823_4 4 0
TCTAGCGAAACCACAGCCAAGGGAACG 27_178058_4 4 0
TCTAGCGAAACCACAGCCAAGGGAACGGGC 30_20267_4 4 0
AGCGAAACCACAGCCAAGGGAACGGG 26_161655_5 5 0
AGCGAAACCACAGCCAAGGGAACGGGCT 28 _68041_6 5 1
ATCTAGCGAAACCACAGCCAAGGGAAC 27_84522 9 5 4
TACTATCTAGCGAAACCACAGCCAAGGGAACGG 3353515 5 0
TATCTAGCGAAACCACAGCCAAGGGAAC 28_71684_6 5 1
TCTAGCGAAACCACAGCCAAGGGAACGGGCT 31_8331_5 5 0
AGCGAAACCACAGCCAAGGGAACG 24 36441_8 6 2
ATCTAGCGAAACCACAGCCAAGGGAACGGGC 31_5725_7 6 1
CTAGCGAAACCACAGCCAAGGGAACGGGCT 30_13332_6 6 0
TAGCGAAACCACAGCCAAGGGAACGGGC 28_65705_7 6 1
ATCTAGCGAAACCACAGCCAAGGGAACGGGCT 32 3946_8 8 0
CTAGCGAAACCACAGCCAAGGGAACGGGC 29 24827 8 8 0
TGTTGAAACCTGTCCTGGAGTACAG 25_180175_3 0 3
TGTGTTGAAACCTGTCCTGGA 21174553 1 2
TGTGTTGAAACCTGTCCTGGAGTACAGT 28_174161_2 1 1
TGTTGAAACCTGTCCTGGAGTACA 24 137543 2 1 1
TCTGTGTGTTGAAACCTGTCCTGG 24 147372 2 2 0




TGTGTTGAAACCTGTCCTGGAGTACT 26_412166_2 2 0
TCTGTGTGTTGAAACCTGTCCTGGAG 26_260920_3 3 0
TGTGTTGAAACCTGTCCTGGAG 22 115597 3 4
TCTGTGTGTTGAAACCTGTCCTGGA 25_100488_6 5 1
TGTGTTGAAACCTGTCCTGGAGT 23_11427_12 5 7
TGTGTTGAAACCTGTCCTGGAGTACAG 27_48594_17 7 10
TGTGTTGAAACCTGTCCTGGAGTAC 25_19409_38 13 25
TGTGTTGAAACCTGTCCTGGAGTA 24_10167_32 14 18
TGTGTTGAAACCTGTCCTGGAGTACAGA 28_7044_75 29 46
TGTGTTGAAACCTGTCCTGGAGTACA 26_6826_159 69 90
CGATGAACCGAACGCCGGGTTAAGGC 26_227871_3 1 2
GCGTGATGAACCGAACGCCGGGTTAAGG 28 2171172 1 1
CGGATGAACCGAACGCCGGGTTAAGGC 27_372092_2 2 0
CGGGATGAACCGAACGCCGGGCTAAG 26_406159_2 2 0
CGGGATGAACCGAACGCTGGGTTAAGG 27_355055_2 2 0
CGGTATGAACCGAACGCCGGGTTAA 25291261 _2 2 0
CGGTATGAACCGAACGCCGGGTTAAG 26_249515_3 2 1
CGGTATGAACCGAACGCCGGGTTAAGG 27396449 _2 2 0
GATGAACCGAACGCCGGGTTAAGGTGCC 28_235254 2 2 0
GCGGGATGAACCGAACGCCGGGTTAAGGGGCC 32.17023_2 2 0
GGGATGAACCGAACGCTGGGTTAAGGC 27_354581_2 2 0
TGCGGGATGAACCGAACGCCGGGGTAAGG 29 113707_2 2 0
TGCGGGATGAACCGAACGCCGGGTTAAGGCGCA 33_12106_2 2 0
ATGAACCGAACGCCGGGTTAAGGGGCC 27 2512453 3 0
GATGAACCGAACGCCGGGTTAAGGA 25_206618_3 3 0
GATGAACCGAACGCCGGGTTAAGT 24100261_3 3 0
GCGCTGCGGGATGAACCGAACGCCGGGTTAA 31_13520_3 3 0
GCGCTGCGGGATGAACCGAACGCCGGGTTAAG 326290 4 3 1
GGATGAACCGAACGCCGGGTTAAGGAGCC 29_65161_3 3 0
CGGGATGAACCGAACGCTGGGTTAAGGCG 29_49752_4 4 0
GATGAACCGAACGCCGGGTTAAGGT 25 146134 4 4 0
GCGGGATGAACCGAACGCCGGGTTAAGGCG 30_20615_4 4 0
TATGAACCGAACGCCGGGTTAAGG 24_74546_4 4 0
ATGAACCGAACGCCGGGTTAAGGAGCC 27_150969_5 5 0
CGGGATGAACCGAACGCTGGGTTAAGGC 28_90766_5 5 0
GCGCTGCGGGATGAACCGAACGCCGGGTTAAGG 33_5461_5 5 0
GATGAACCGAACGCCGGGTTAAGGGGCC 28_78006_6 6 0
CGGGATGAACCGAACGCCGGGTTAAGGAGCC 315934 7 7 0
GCTGCGGGATGAACCGAACGCCGGGTTAAGGC 32 4538 7 7 0
GCTGCGGGATGAACCGAACGCCGGGTTAAGGCG 33.3092 9 7 2
GGATGAACCGAACGCCGGGTTAA 23_15486_9 7 2
GGGATGAACCGAACGCCGGGTTAAGGAGCC 30_11502_7 7 0
TGCGGGATGAACCGAACGCCGGGTTAAGGAGCC 333973 7 7 0




GCGGGATGAACCGAACGCCGGGTTAAGGAGCC 324049 8 8 0
GGATGAACCGAACGCCGGGTTAAGGCG 2772282 11 8 3
CGCTGCGGGATGAACCGAACGCCGGGTTAAGG 32324510 9 1
GCTGCGGGATGAACCGAACGCCGGGTTAA 29 17847_11 9 2
CTGCGGGATGAACCGAACGCCGGGTTAAGGCG 322558 13 10 3
GCGGGATGAACCGAACGCCGGGTTAAGGCGC 31_4108_10 10 0
GGGATGAACCGAACGCCGGGTTAAGGCGC 29_15470_13 10 3
GGGATGAACCGAACGCCGGGTTAA 24 28534 11 11 0
TGCGGGATGAACCGAACGCCGGGTTAA 27_63441_13 13 0
GCTGCGGGATGAACCGAACGCCGGGTTAAG 30_5483_15 15 0
CGCTGCGGGATGAACCGAACGCCGGGTTAAG 31_2510_17 16 1
GCGGGATGAACCGAACGCCGGGTTAA 26_52093_18 16 2
CGCTGCGGGATGAACCGAACGCCGGGTTAA 30_4371_19 18 1
GGGATGAACCGAACGCCGGGTTAAGGCG 28 26402_19 18 1
GATGAACCGAACGCCGGGTTAAGGAGCC 28 26516_19 19 0
TGCGGGATGAACCGAACGCCGGGTTAAGGCGC 321497 24 20 4
CTGCGGGATGAACCGAACGCCGGGTTAA 28 2035425 21 4
CGGGATGAACCGAACGCCGGGTTAAGGCGC 30_3340_25 24 1
TGCGGGATGAACCGAACGCCGGGTTAAG 28_18920_27 24 3
CGGGATGAACCGAACGCCGGGTTAAGGCG 29_7055_30 26 4
GCGGGATGAACCGAACGCCGGGTTAAG 27_28679_31 27 4
CGGGATGAACCGAACGCCGGGTTAA 25_25300_29 28 1
CTGCGGGATGAACCGAACGCCGGGTTAAGG 30_2369 35 28 7
GCGGGATGAACCGAACGCCGGGTTAAGGC 29 _7114_30 28 2
TGCGGGATGAACCGAACGCCGGGTTAAGG 29 6733_32 28 4
CTGCGGGATGAACCGAACGCCGGGTTAAG 29 6737 32 31 1
GATGAACCGAACGCCGGGTTAA 22 2686_36 34 2
TGAACCGAACGCCGGGTTAAG 21 1453 45 34 11
GCTGCGGGATGAACCGAACGCCGGGTTAAGG 31.997_46 39 7
CTGCGGGATGAACCGAACGCCGGGTTAAGGCGC 33_789_43 40 3
ATGAACCGAACGCCGGGTTAA 21 1430_46 41 5
GGATGAACCGAACGCCGGGTTAAG 24 _6010_56 45 11
TGCGGGATGAACCGAACGCCGGGTTAAGGC 30_1673_50 47 3
GGGATGAACCGAACGCCGGGTTAAG 2513392 57 55 2
CTGCGGGATGAACCGAACGCCGGGTTAAGGC 31_687_68 62 6
ATGAACCGAACGCCGGGTTAAG 22 1205_81 70 11
CGCTGCGGGATGAACCGAACGCCGGGTTAAGGC 33.417_79 70 9
CGGGATGAACCGAACGCCGGGTTAAG 26_13312_80 70 10
GCGGGATGAACCGAACGCCGGGTTAAGG 28 _6764_78 72 6
GATGAACCGAACGCCGGGTTAAG 23162093 80 13
GGATGAACCGAACGCCGGGTTAAGGC 26_8428_129 103 26
GGGATGAACCGAACGCCGGGTTAAGGC 27_7492_127 109 18
CGGGATGAACCGAACGCCGGGTTAAGGCGCC 31_298 142 125 17




CGGGATGAACCGAACGCCGGGTTAAGG 27_6343_151 128 23
GGATGAACCGAACGCCGGGTTAAGG 25_4588_169 140 29
TGCGGGATGAACCGAACGCCGGGTTAAGGCGCC 33_204_157 148 9
GCGGGATGAACCGAACGCCGGGTTAAGGCGCC 32_146_205 181 24
GGGATGAACCGAACGCCGGGTTAAGG 26_5022 214 186 28
GATGAACCGAACGCCGGGTTAAGGC 25_2218_325 249 76
CGGGATGAACCGAACGCCGGGTTAAGGC 28_1369_360 322 38
ATGAACCGAACGCCGGGTTAAGG 23 257 475 361 114
GATGAACCGAACGCCGGGTTAAGG 24 185_1392 1291 101
TGACGTGCAAAGCGGTCGTCCGACC 25 273373 2 1 1
TCTTGACGTGCAAATCGGTCGTCCGACC 28223449 2 2 0
TGACGTACAAATCGGTCGTCCGACCTGG 28_221706_2 2 0
TGACGTGCAAATCGGGCGTCCGACC 25.301100_2 2 0
TGACGTGCAAATCGGTCGTTCGACC 25284398 2 2 0
TGACGTGCAAATGGGTCGTCCGACCT 26_415488_2 2 0
TGACGTGCAAATCGGTCGTCCGACCTG 27 _87383_9 9 0
TGACGTGCAAATCGGTCGTCCGACCTGG 28_17138_30 29 1
TGACGTGCAAATCGGTCGTCCGACC 25_2418_302 275 27
TGACGTGCAAATCGGTCGTCCGACCT 26_2929_356 293 63
CTCTGGTGGAGGCCCGCAGCGGTCCT 26_185306_4 0 4
CTCTGGTGGAGGCCCGCAGCGGTCCTGACG 30_22140_3 1 2
TCTGGTGGAGGCCCGCAGCGGTCCT 25_271951_2 1 1
AACTCTGGTGGAGGCCCGCAGCGGTCCTGA 30_47587_2 2 0
ACTCTGGTGGAGGCCCGCAGCGGTCCTGACG 31_22290 2 2 0
CTGGTGGAGGCCCGCAGCGGTCCTGA 26_179956_4 2 2
TCTGGTGGAGGCCCGCAGCGGTCCTGA 27356923 2 2 0
TGGTGGAGGCCCGCAGCGGTCCTGACG 27_360166_2 2 0
CTCTGGTGGAGGCCCGCAGCGGTCCTG 27_234301_3 3 0
TCTGGTGGAGGCCCGCAGCGGTCCTGACG 29_43926_4 3 1
TCTGGTGGAGGCCCGCAGCGGTCCTGACGT 30_26904_3 3 0
TCTGGTGGAGGCCCGCAGCGGTCCTGACGTG 31_10122 4 4 0
TCTGGTGGAGGCCCGCAGCGGTCCTG 26_162657_5 5 0
ACTCTGGTGGAGGCCCGCAGCGGTCCTGAC 30_10898_7 6 1
AAACTCTGGTGGAGGCCCGCAGCGGTCCTGAC 3244477 7 0
CTGGTGGAGGCCCGCAGCGGTCCTG 25_78089_8 7 1
ACTCTGGTGGAGGCCCGCAGCGGTCCTG 28_58968_8 8 0
TGGTGGAGGCCCGCAGCGGTCCTGAC 26_107929_8 8 0
GGTGGAGGCCCGCAGCGGTCCTGAC 25_72103_9 9 0
CTCTGGTGGAGGCCCGCAGCGGTCCTGAC 29 _14604_14 13 1
CTGGTGGAGGCCCGCAGCGGTCCTGAC 27_45017_19 17 2
TCTGGTGGAGGCCCGCAGCGGTCCTGAC 28_22978_22 19 3
CGGGGGAGAGGGTGTAAATCTCGCGC 26_277711_2 0 2
CGGGGGAGAGGGTGTAAATCTCGCGCCA 28_169944 2 1 1




CGGGGGAGAGGGTGTAAATCTCGCGCCAGG 30_35144 2 1 1
ATCCGGGGGAGAGGGTGTAAATCTCGCG 28 232207_2 2 0
CCGGGGGAGAGGGTGTAAATCTCGC 25_169407_3 2 1
CCGGGGGAGAGGGTGTAAATCTCGCG 26_401347_2 2 0
TCCGGGGGAGAGGGTGTAAATCTCGCGC 28_240762_2 2 0
AAATCCGGGGGAGAGGGTGTAAATCTCGCGCC 32_10155_3 3 0
AATCCGGGGGAGAGGGTGTAAATCTCGC 28_102569_4 3 1
AATCCGGGGGAGAGGGTGTAAATCTCGCGC 30_27552 3 3 0
ATCCGGGGGAGAGGGTGTAAATCTCGCGC 29 _68909_3 3 0
CCGGGGGAGAGGGTGTAAATCTCGCGC 27 247783 3 3 0
CCGGGGGAGAGGGTGTAAATCTCGCGCCA 29 661473 3 0
TCCGGGGGAGAGGGTGTAAATCTCGCGCCA 30_27652 3 3 0
ATCCGGGGGAGAGGGTGTAAATCTCGCGCCA 31_10137_4 4 0
CGGGGGAGAGGGTGTAAATCTCGCGCCAGGC 3110419 4 4 0
GGGGGAGAGGGTGTAAATCTCGCGCC 26_197046_4 4 0
AATCCGGGGGAGAGGGTGTAAATCTCGCG 29 26239 7 5 2
AATCCGGGGGAGAGGGTGTAAATCTCGCGCC 31_8318_5 5 0
CCGGGGGAGAGGGTGTAAATCTCGCGCC 28_57758_8 6 2
GGGGAGAGGGTGTAAATCTCGCGCC 25 _64323_10 8 2
CGGGGGAGAGGGTGTAAATCTCGCGCC 27_56314_14 11 3
TGAATACTTATGACCATGTGATATT 25 243044 2 0 2
TAGGACGGTGAAATGTGGATGTTGCTG 27_288865_2 0 2
CCATCATGAAGTGCTTCGAGCGGCTGGT 28_21168_24 15 9
GCTACCATCTGTGGGATATGACTGAACGCCT 31_16267_2 0 2
GTTACCATCTGTGGGATTATGACTGAACGCCT 32_13906_2 1 1
AAGCTACCATCTGGGGGATTATGACTGAAC 30_46786_2 2 0
AAGCTACCATCTGTGGGATTATGACTGG 28 225204 2 2 0
AAGGTACCATCTGTGGGATTATGACT 26_400363_2 2 0
ACGCTACCATCTGTGGGATTATGACTGAACGCCT 34 12040_2 2 0
AGCTACCATCTGTGGGATTATGACTGAACGCCC 3315252 2 2 0
AGCTACCATCTGTGGGATTATGAGTGAACGCCT 3314620 2 2 0
AGTTACCATCTGTGGGATTATGACTGAACGCCT 3315827 2 2 0
ATCTACCATCTGTGGGATTATGACTGA 27_362628_2 2 0
ATCTACCATCTGTGGGATTATGACTGAACGCC 32_17796_2 2 0
CGCTACCATCTGTGGGATTATGACTGAAC 29 115320_2 2 0
CGCTACCATCTGTGGGATTATGACTGAACGCCT 3312283 2 2 0
CTACCATCTGTAGGATTATGACTGAACGCC 30_48158_2 2 0
CTACCATCTGTGGGATTATGACTGT 25319329 2 2 0
CTACCATCTGTGGGGTTATGACTGAACGCCT 31_24707_2 2 0
CTACCTTCTGTGGGATTATGACTGAACGCC 30_44744 2 2 0
GAATCTACCATCTGTGGGATTATGAC 26_400496_2 2 0
GACGCTACCATCTGTGGGATTATGACT 27 382321 2 2 0
GCTACCATCTGTGGGATTATGACA 24 147878 _2 2 0




GCTACCATCTGTGGGATTATGACTGAACGCCC 32_17966_2 2 0
GCTACCATCTGTGGGATTATGACTTAACGCCT 3217272 2 2 0
TACCACCTGTGGGATTATGACTGAACGCCT 30_22960_3 2 1
TACCATCTCTGGGATTATGACTGAACGCCT 30_44435_2 2 0
TACCATCTGGGGGATTATGACTGAACGCCT 30_42660_2 2 0
TACCATCTGTGGGATTATCACTGAACGCCT 30_48762 2 2 0
TACCATCTGTGGGATTATGACTGT 24 145423 2 2 0
TGCTACCATCTGTGGGATTATGACTGA 27_372709_2 2 0
AAGCTACCATCTGTGGGATTATGACTGAACGCCG 34 4912 4 3 1
AGCTACCATCTGGGGGATTATGACTGAACGCCT 33_8833_3 3 0
AGTTACCATCTGTGGGATTATGACT 25_.191933_3 3 0
ATCTACCATCTGTGGGATTATGACT 25_190613_3 3 0
GAATCTACCATCTGTGGGATTATGACT 27_176676_4 3 1
GACGCTACCATCTGTGGGATTATGACTGA 29 674873 3 0
TAAGCTACCATCTGTGGGATTATGACT 27_243908_3 3 0
TCTACCATCTGTGGGATTATGACT 24 _66494_4 3 1
ACGCTACCATCTGTGGGATTATGACTGAACGCC 33_6680_4 4 0
GCTACCATCTGTGGGATTATGACTGAACGCCG 32_4696_6 5 1
ACGCTACCATCTGTGGGATTATGACTGA 28 77144 6 6 0
AGCTACCATCTGTGGGATTATGACTGAACGCCG 33_4435_6 6 0
AGCTACCATCTGTGGGATTATGACTG 26_83912_10 7 3
GCTACCATCTGTGGGATTATGACTGAA 27 947148 7 1
GCTACCATCTGTGGGATTATGACTGAACGCCA 32 3878 8 7 1
TACCATCTGTGGGATTATGACTGAACGCCG 30_11343_7 7 0
GAAGCTACCATCTGTGGGATTATGA 25_71270_9 8 1
AAGCTACCATCTGTGGGATTATGACTGAA 29.20044_10 9 1
AGCTACCATCTGTGGGATTATGACTGAACGCCTC 34 1964 13 9 4
CTACCATCTGTGGGATTATGACTGAACGCCG 31_4073_10 9 1
AGCTACCATCTGTGGGATTATGACTGAACGCCA 331527 21 10 11
GAAGCTACCATCTGTGGGATTATGACTGAACG 32 2492 13 10 3
GAATCTACCATCTGTGGGATTATGACTGAACGCC 34 2511 10 10 0
GCTACCATCTGTGGGATTATGACTGAACG 29 12289 16 10 6
GAAGCTACCATCTGTGGGATTATGACTG 28 37463_13 12 1
GAAGCTACCATCTGTGGGATTATGACTGAA 30_6844 12 12 0
GAAGCTACCATCTGTGGGATTATGACTGAACGC 33_1926_16 13 3
GCTACCATCTGTGGGATTATGA 22 5971_15 13 2
GCTACCATCTGTGGGATTATGACTGAACGCCTCT 34 _1717_15 13 2
AAGCTACCATCTGTGGGATTATGACTG 27_59001_14 14 0
AGCTACCATCTGTGGGATTATGACTGAA 28_30880_16 14 2
AAGCTACCATCTGTGGGATTATGA 24 18757_17 16 1
AGCTACCATCTGTGGGATTATGA 23 9240_16 16 0
AGCTACCATCTGTGGGATTATGAC 24 17830_18 16 2
TACCATCTGTGGGATTATGACTGAACGCCA 30 3183 26 16 10




AAGCTACCATCTGTGGGATTATGACTGAACGC 321759 20 18 2
GCTACCATCTGTGGGATTATGACTG 25_38807_18 18 0
GCTACCATCTGTGGGATTATGACTGAACGCCTC 33_1545_21 18 3
AAGCTACCATCTGTGGGATTATGACTGAAC 30_3779 21 19 2
AAGCTACCATCTGTGGGATTATGACTGAACG 312163 20 19 1
GCTACCATCTGTGGGATTATGACTGAAC 28 20565 24 19 5
CTACCATCTGTGGGATTATGACTGAACGCCTC 32 138725 21 4
AGCTACCATCTGTGGGATTATGACTGAACGC 31_1832 24 22 2
AGCTACCATCTGTGGGATTATGACTGAACG 30_3330_25 23 2
CTACCATCTGTGGGATTATGACTGAACGC 29 8823 24 23 1
AAGCTACCATCTGTGGGATTATGACTGAACGCCA 34 _895_31 24 7
GCTACCATCTGTGGGATTATGAC 23 5347_28 24 4
TACCATCTGTGGGATTATGACTGAACGCCTC 31_1695_26 24 2
AAGCTACCATCTGTGGGATTATGAC 25_26098_28 25 3
CTACCATCTGTGGGATTATGAC 22 3016_31 25 6
CTACCATCTGTGGGATTATGACTG 24 11693_28 25 3
GAAGCTACCATCTGTGGGATTATGACTGA 29 6899 31 25 6
CTACCATCTGTGGGATTATGACTGAACGCCTCTA 34 906 31 26 5
GCTACCATCTGTGGGATTATGACTGAACGC 30_2964 28 26 2
CTACCATCTGTGGGATTATGACTGAACGCCA 31_1105_41 27 14
GAAGCTACCATCTGTGGGATTATGAC 26_32834 30 27 3
CTACCATCTGTGGGATTATGACTGAA 26_30268_33 28 5
TACCATCTGTGGGATTATGACTG 23_4878_31 28 3
CTACCATCTGTGGGATTATGACTGAACG 28_15309_34 29 5
CTACCATCTGTGGGATTATGACTGAACGCCTCT 33.993_34 30 4
AGCTACCATCTGTGGGATTATGACTGAAC 29 6507_33 31 2
TACCATCTGTGGGATTATGACTGAACGCCTCT 321028 35 31 4
TACCATCTGTGGGATTATGACTGAACGC 28 13719_38 32 6
GAAGCTACCATCTGTGGGATTATGACTGAAC 31_1195_37 33 4
CTACCATCTGTGGGATTATGACTGAAC 27 24539 37 34 3
TACCATCTGTGGGATTATGAC 21 1378_47 38 9
TACCATCTGTGGGATTATGACTGAA 25_14872_51 38 13
CTACCATCTGTGGGATTATGA 21_1560_42 39 3
TACCATCTGTGGGATTATGACTGAAC 26_23426_44 40 4
TACCATCTGTGGGATTATGACTGAACGCCTCTA 33_751_45 40 5
TACCATCTGTGGGATTATGACTGAACG 27_18200_51 45 6
AAGCTACCATCTGTGGGATTATGACTGA 28_6183_85 83 2
GCTACCATCTGTGGGATTATGACTGAACGCC 31_358 124 107 17
GCTACCATCTGTGGGATTATGACTGA 26_7899_138 116 22
AGCTACCATCTGTGGGATTATGACTGA 27_6839_140 130 10
CTACCATCTGTGGGATTATGACTGAACGCC 30_424 180 160 20
TACCATCTGTGGGATTATGACTGAACGCC 29_1095_188 161 27
AGCTACCATCTGTGGGATTATGACTGAACGCC 32 158 194 164 30




GAAGCTACCATCTGTGGGATTATGACTGAACGCC 34 136_192 178 14
GAAGCTACCATCTGTGGGATTATGACT 27_4664_205 189 16
AAGCTACCATCTGTGGGATTATGACTGAACGCC 33_147_221 193 28
GCTACCATCTGTGGGATTATGACT 24 1214 254 214 40
AGCTACCATCTGTGGGATTATGACT 25 3118 240 218 22
GCTACCATCTGTGGGATTATGACTGAACGCCT 3297 303 256 47
AAGCTACCATCTGTGGGATTATGACT 26_3657_292 259 33
AGCTACCATCTGTGGGATTATGACTGAACGCCT 33_96_359 306 53
TACCATCTGTGGGATTATGACT 22249 380 324 56
CTACCATCTGTGGGATTATGACTGA 25_1748_409 329 80
CTACCATCTGTGGGATTATGACTGAACGCCT 31_82_421 354 67
CTACCATCTGTGGGATTATGACT 23297 413 361 52
TACCATCTGTGGGATTATGACTGA 24_707_417 367 50
TACCATCTGTGGGATTATGACTGAACGCCT 30_138 438 374 64
AAGCTACCATCTGTGGGATTATGACTGAACGCCT 34_46_501 453 48
AGTCAGAATCCCGCCTAGACGTAACGATACC 31.20191_2 1 1
AATCCCGCCTAGACGTAACGATACCGT 27_390770_2 2 0
AGAATCCCGCCTAGACGTAACGATACCGTAG 31 21156 2 2 0
CAGAATCCCGCCTAGACGTAACGATACCGTA 31_11437_3 2 1
AGAATCCCGCCTAGACGTAACGATACCGT 29 68806_3 3 0
GAATCCCGCCTAGACGTAACGATACCGTA 29 68628_3 3 0
AATCCCGCCTAGACGTAACGATACCG 26_127198_6 4 2
AATCCCGCCTAGACGTAACGATACCGTAG 29 48859_4 4 0
AGAATCCCGCCTAGACGTAACGATACCG 28_70627_6 4 2
AGAATCCCGCCTAGACGTAACGATACCGTA 30_20235_4 4 0
CAGAATCCCGCCTAGACGTAACGATACCGT 30_19715_4 4 0
GTCAGAATCCCGCCTAGACGTAACGATACC 3019895 4 4 0
TCAGAATCCCGCCTAGACGTAACGATACCG 30_15577_5 4 1
TCAGAATCCCGCCTAGACGTAACGATACCGT 31_10008_4 4 0
GAATCCCGCCTAGACGTAACGATACC 26_164163_5 5 0
AATCCCGCCTAGACGTAACGATACCGTA 28 59352 8 8 0
AATCCCGCCTAGACGTAACGATACC 25_53779_12 10 2
TCAGAATCCCGCCTAGACGTAACGATACC 29 18117_11 10 1
CAGAATCCCGCCTAGACGTAACGATACCG 29 18371_11 11 0
CAGAATCCCGCCTAGACGTAACGATACC 28_35180_14 14 0
TATCGTTACGTCTAGGCGGGATTCT 25_39540_17 0 17
TATCGTTACGTCTAGGCGGGATTCTG 26_293403_2 0 2
TATCGTTACGTCTAGGCGGGATTCTGA 27204953 3 0 3
TATCGTTACGTCTAGGCGGGATTCTGAC 28 21331_23 2 21
CAGGAACTGTGATGTCCTCCATGGCC 26_172543 4 2 2
TCTGGTGACTGTGGAGGCCATTGG 24 144093 2 2 0
TCTGGTGACTGTGGAGGCCATTGGA 25 292832 2 2 0
CCACACAGTGATGCAGCTGGTCAG 24 105874 2 0 2




TATCATGGAGGGCAGATGTTTCAGGCCT 28_184633_2 0 2
CTGATCGAGGCTCAGCCCGTGGACGGTGTG 3043834 2 2 0
TCTGATCGAGGCTCAGCCCGTGGACGGTGTGG 32_6664 4 3 1
TGATCGAGGCTCAGCCCGTGGACGGTGTGAGG 324450 7 7 0
TGATCGAGGCTCAGCCCGTGGACGGTGTG 29_15147_13 9 4
TCTGATCGAGGCTCAGCCCGTGGACGGTGTGA 32 2264 15 10 5
TGATCGAGGCTCAGCCCGTGGACGGTGTGAG 31.3433_12 10 2
TCTGATCGAGGCTCAGCCCGTGGACGGTGTG 31_3459 12 12 0
TGATCGAGGCTCAGCCCGTGGACGGTGTGA 30_3309_25 21 4
TTCTGATCGAGGCTCAGCCCGTGGACGGTGTG 32_1064_34 24 10
AAAGTCAGCCCTCGATCCAAGCTTT 25262575 2 1 1
AAAGTCAGCCCTCGATCCAAGCTT 24 855193 2 1
AAAGTCAGCCCTCGATCCAAGC 22 8139_11 6 5
CTCATACAGCACAGGAACTGTGATGTCCTC 30_39601_2 0 2
TCATACAGCACAGGAACTGTGATGTCCTC 29 12530_16 4 12
GCAAATCGGTCGTCCGACCTGGGTACC 27_98636_7 0 7
GCAAATCGGTCGTCCGACCTGGGTAAA 27269732 _2 1 1
GCAAATCGGTCGTCCGACCTGGGTG 25_226164_2 1 1
GGCAAATCGGTCGTCCGACCTGGGT 25 235381 2 1 1
GTGCAAATCGGTCGTCCGACCTGGGAATA 29 93930_2 1 1
AAATCGGTCGTCCGACCTGGGG 22 52850_2 2 0
ACGTGCAAATCGGGCGTCCGACCTGGGTA 29 112584 2 2 0
CAAATCGGTCGTCCGACCTGGGAATA 26_425155_2 2 0
CAAATCGGTCGTCCGACCTGGGTT 24 155752 2 2 0
CGTGCAAATCGGTCGTCCGACCTGGGGA 28_238047_2 2 0
GACGTGCAAATCGGTCGTCCGACCTGGGGAT 31_11121 3 2 1
GCAAATCGGTCGTCCGACCTGGGA 24 86346_3 2 1
GCAAATCGGTCGTCCGACCTGGGGAT 26234944 3 2 1
GCAAATCGGTCGTCCGACCTGGGTAC 26_77038_11 2 9
GGGCAAATCGGTCGTCCGACCTGGGT 26421024 2 2 0
GTGCAAATCGGGCGTCCGACCTGGGTA 27_385368_2 2 0
GTGCAAATCGGGCGTCCGACCTGGGTATA 29 112176_2 2 0
GTGCAAATCGGTCGTCCGACCTGGGG 26_418843_2 2 0
GTGCAAATCGGTCGTCCGACCTGGGGATA 29 1111792 2 0
GTGCAAATCGGTCGTCCGACCTGGGGATAG 30_47168_2 2 0
TCAAATCGGTCGTCCGACCTGGGTATA 27370422 2 2 0
TGCAAATCGGTCGTCCGACCTGGGGA 26_171546_4 2 2
ACAAATCGGTCGTCCGACCTGGGTA 25188849 3 3 0
ACGTGCAAATCGGTCGTCCGACCTGGGGA 29 656943 3 0
CAAATCGGTCGTCCGACCTGGGGA 24_40876_7 3 4
CGTGCAAATCGGTCGTCCGACCTGGGGATA 30_28278 3 3 0
GCAAATCGGTCGTCCGACCTGGGGAA 26_269660_3 3 0
TGCAAATCGGTCGTCCGACCTGGGCA 26_189914_4 3 1




TGCAAATCGGTCGTCCGACCTGGGG 25_117421_5 3 2
GACGTGCAAATCGGTCGTCCGACCTGGGGA 30_19765_4 4 0
GCAAATCGGTCGTCCGACCTGGGAA 25_86791_7 5 2
GCAAATCGGTCGTCCGACCTGGGCA 2588495 7 5 2
TGCAAATCGGTCGTCCGACCTGGGTT 26_136581_6 6 0
TCAAATCGGTCGTCCGACCTGGGTA 25_70224_9 7 2
CGTGCAAATCGGTCGTCCGACCTGGGTAT 29 16452 12 10 2
GACGTGCAAATCGGTCGTCCGACCTGGGTATAG 33.2157_14 11 3
ACGTGCAAATCGGTCGTCCGACCTGGG 2758794 14 12 2
GCAAATCGGTCGTCCGACCTGGGTAA 26_75440_12 12 0
AAATCGGTCGTCCGACCTGGGTAT 24 24257 13 13 0
ACGTGCAAATCGGTCGTCCGACCTGGGTAT 30_5411_15 13 2
ACGTGCAAATCGGTCGTCCGACCTGGGTATAG 322598 13 13 0
CGTGCAAATCGGTCGTCCGACCTGGGTATAG 31_2669 16 15 1
GACGTGCAAATCGGTCGTCCGACCTGGGTAT 31_2373_18 15 3
CAAATCGGTCGTCCGACCTGGGTATAG 27_47057_18 17 1
TGCAAATCGGTCGTCCGACCTGGGTATAG 29_10471_20 18 2
CAAATCGGTCGTCCGACCTGGGTAT 2532374 22 19 3
TGCAAATCGGTCGTCCGACCTGGGTAT 27 36423 _24 19 5
AAATCGGTCGTCCGACCTGGGTATAG 26_37684_26 20 6
CGTGCAAATCGGTCGTCCGACCTGGG 26_40365_24 20 4
GCAAATCGGTCGTCCGACCTGGGTATT 27_38911_22 20 2
GACGTGCAAATCGGTCGTCCGACCTGGGTATA 32 1368 26 22 4
GTGCAAATCGGTCGTCCGACCTGGGTATAG 30_3769 22 22 0
GCAAATCGGTCGTCCGACCTGGGGA 25_25110_29 23 6
GTGCAAATCGGTCGTCCGACCTGGGTAT 28 20258_25 23 2
GACGTGCAAATCGGTCGTCCGACCTGGG 28 20473_25 24 1
GCAAATCGGTCGTCCGACCTGGGTATAG 28_19696_26 26 0
CAAATCGGTCGTCCGACCTGGG 22 3266_29 27 2
TGCAAATCGGTCGTCCGACCTGGGTATA 28_15757_33 31 2
CAAATCGGTCGTCCGACCTGGGTATA 26_22390_46 37 9
GTGCAAATCGGTCGTCCGACCTGGG 25_18688_40 39 1
AAATCGGTCGTCCGACCTGGG 21_1576_42 41 1
AAATCGGTCGTCCGACCTGGGTATA 25_14821_51 41 10
CGTGCAAATCGGTCGTCCGACCTGGGT 27_20058_46 41 5
GCAAATCGGTCGTCCGACCTGGGTT 25_13567_56 43 13
GCAAATCGGTCGTCCGACCTGGG 23 _2856_54 45 9
TGCAAATCGGTCGTCCGACCTGGG 24 7074_47 45 2
ACGTGCAAATCGGTCGTCCGACCTGGGT 28 _9689_54 49 5
AAATCGGTCGTCCGACCTGGGT 22 1615 _61 51 10
GACGTGCAAATCGGTCGTCCGACCTGGGT 29_3834_56 52 4
CGTGCAAATCGGTCGTCCGACCTGGGTATA 30_1169_70 62 8
ACGTGCAAATCGGTCGTCCGACCTGGGTATA 31_606_76 63 13




CAAATCGGTCGTCCGACCTGGGT

23 1840 82

66

16

AAATCGGTCGTCCGACCTGGGTA 23_1977_77 69 8
GCAAATCGGTCGTCCGACCTGGGTATA 27_11608_81 73 8
GTGCAAATCGGTCGTCCGACCTGGGT 26_11212_95 79 16
CGTGCAAATCGGTCGTCCGACCTGGGTA 28_5381_98 83 15
TGCAAATCGGTCGTCCGACCTGGGT 25_7878_99 86 13
GACGTGCAAATCGGTCGTCCGACCTGGGTA 30_798_101 88 13
GTGCAAATCGGTCGTCCGACCTGGGTA 27_9549_99 88 11
CAAATCGGTCGTCCGACCTGGGTA 24 1212 254 116 138
ACGTGCAAATCGGTCGTCCGACCTGGGTA 29 1524 136 118 18
GTGCAAATCGGTCGTCCGACCTGGGTATA 29_1071_192 169 23
TGCAAATCGGTCGTCCGACCTGGGTA 26_3251_326 247 79
GCAAATCGGTCGTCCGACCTGGGT 24 958 314 257 57
GCAAATCGGTCGTCCGACCTGGGTAT 26_2889 360 319 41
GCAAATCGGTCGTCCGACCTGGGTA 25_296_1891 1357 534
CCTTGTTACAGGTGTGCCCGTGGCTC 26_281452 2 0 2
ACTATGCCTGGGCAGGGCGAAGCCA 25224128 2 0 2
AACTATGCCTGGGCAGGGCGAA 22 38107_2 1 1
GTGAACTATGCCTGGGCAGGGCGAAGCCAG 30_38095_2 1 1
ACTATGCCTGGGCAGGGCGAAGCCAG 26_429295_2 2 0
ACTATGCCTGGGCAGGGCGAAGCCAGA 27_209926_3 2 1
AGATGGTGAACTATGCCTGGGCAGGGCGAAG 31_21136_2 2 0
ATGGTGAACTATGCCTGGGCAGGGCGAAGCCAG 33_13396_2 2 0
CTATGCCTGGGCAGGGCGAAGCCAGA 26_428805_2 2 0
GAACTATGCCTGGGCAGGGCGAAG 24 843143 2 1
GAACTATGCCTGGGCAGGGCGAAGCCAGA 29 103497_2 2 0
AACTATGCCTGGGCAGGGCGAAGCCAGA 28 148690 3 3 0
CTATGCCTGGGCAGGGCGAAGCC 23 479593 3 0
GAACTATGCCTGGGCAGGGCGAAGCCA 27_236776_3 3 0
GGTGAACTATGCCTGGGCAGGGCGAA 26_264630_3 3 0
GGTGAACTATGCCTGGGCAGGGCGAAG 27_249497 3 3 0
GGTGAACTATGCCTGGGCAGGGCGAAGC 28_146502_3 3 0
GGTGAACTATGCCTGGGCAGGGCGAAGCCAGA 32.10331_3 3 0
GTGAACTATGCCTGGGCAGGGCGAA 25191992 3 3 0
GTGAACTATGCCTGGGCAGGGCGAAG 26_269168_3 3 0
TGGTGAACTATGCCTGGGCAGGGCGAA 27_131842_5 3 2
AACTATGCCTGGGCAGGGCGAAG 23_34190_4 4 0
AGATGGTGAACTATGCCTGGGCAGGGCGAA 3019882 4 4 0
CTATGCCTGGGCAGGGCGAAGCCA 24 74335 4 4 0
GATGGTGAACTATGCCTGGGCAGGGCGAAG 30_20542 4 4 0
GATGGTGAACTATGCCTGGGCAGGGCGAAGC 31.7374.5 4 1
TGAACTATGCCTGGGCAGGGCGAAGCCAG 29_48857_4 4 0
TGGTGAACTATGCCTGGGCAGGGCGAAG 28_111559_4 4 0




ACTATGCCTGGGCAGGGCGAAGCC 24 _48451_6 5 1
GAACTATGCCTGGGCAGGGCGAAGCC 26_162076_5 5 0
TGGTGAACTATGCCTGGGCAGGGCGAAGCCA 31_6245_6 5 1
AACTATGCCTGGGCAGGGCGAAGCC 25_.103730_6 6 0
GGTGAACTATGCCTGGGCAGGGCGAAGCC 2922729 8 6 2
TGGTGAACTATGCCTGGGCAGGGCGAAGC 29 27413 _7 6 1
TGAACTATGCCTGGGCAGGGCGAA 24 37149_8 7 1
GATGGTGAACTATGCCTGGGCAGGGCGAAGCCA 33.3562_8 8 0
GATGGTGAACTATGCCTGGGCAGGGCGAA 29 22250 9 9 0
GTGAACTATGCCTGGGCAGGGCGAAGC 27_80290_10 10 0
AAGATGGTGAACTATGCCTGGGCAGGGCGAA 31_3774 11 11 0
ATGGTGAACTATGCCTGGGCAGGGCGAAG 29 16897_12 11 1
GTGAACTATGCCTGGGCAGGGCGAAGCCAGA 31_3438 12 11 1
AGATGGTGAACTATGCCTGGGCAGGGCGAAGC 322397 14 13 1
GTGAACTATGCCTGGGCAGGGCGAAGCCA 29 _14602_14 13 1
AAGATGGTGAACTATGCCTGGGCAGGGCGAAG 32 2298 15 15 0
ATGGTGAACTATGCCTGGGCAGGGCGAA 28_28875_17 15 2
ATGGTGAACTATGCCTGGGCAGGGCGAAGCCA 321995 17 15 2
GTGAACTATGCCTGGGCAGGGCGAAGCC 28_30157_16 15 1
ATGGTGAACTATGCCTGGGCAGGGCGAAGC 30_4614_18 17 1
TGGTGAACTATGCCTGGGCAGGGCGAAGCC 30_3934 21 18 3
TGAACTATGCCTGGGCAGGGCGAAG 25_34153_20 19 1
TGAACTATGCCTGGGCAGGGCGAAGCCA 28 25152 20 19 1
AGATGGTGAACTATGCCTGGGCAGGGCGAAGCC 33_1568 21 21 0
TGAACTATGCCTGGGCAGGGCGAAGC 26_34962_28 24 4
TGAACTATGCCTGGGCAGGGCGAAGCCAGA 30 2588 32 26 6
GATGGTGAACTATGCCTGGGCAGGGCGAAGCC 32_1266_28 27 1
TGGTGAACTATGCCTGGGCAGGGCGAAGCCAGA 33_1133_30 29 1
AAGATGGTGAACTATGCCTGGGCAGGGCGAAGC 33_1010_34 34 0
TGAACTATGCCTGGGCAGGGCGAAGCC 27_13018_72 66 6
ATGGTGAACTATGCCTGGGCAGGGCGAAGCC 31_628_74 68 6
ATGGACGGTGTGAGGCCGGTGGCGGCCT 28_232608_2 2 0
CATGGACGGTGTGAGGCCGGTGGCGGCC 28_149725_3 3 0
GCTTTGTTCATCTGAGCGTTCAGGA 25_157559_3 0 3
GCTTTGTTCATCTGAGCGTTCAGGAGT 27253995 2 1 1
GCTTTGTTCATCTGAGCGTTCAGGAGTT 28_143064_3 2 1
TGCTTTGTTCATCTGAGCGTTCAGG 25_67142_9 2 7
TGCTTTGTTCATCTGAGCGTTCAGGAGTT 29 8284 25 2 23
TGCTTTGTTCATCTGAGCGTTCAGGAGT 28 9186_57 19 38
TGCTTTGTTCATCTGAGCGTTCAGGAG 27_12318_76 29 47
TGCTTTGTTCATCTGAGCGTTCAGGA 26_5425 199 30 169
TTTCAGTAGATCCAGACAGATCGAAC 26 185522 4 3 1
TCAGTAGATCCAGACAGATCGAACA 25 154207_4 4 0




TGCTTATAGTTGTGCAAATATGGGC 25 265359 2 1 1
TGCTTATAGTTGTGCAAATATGGGCTG 27 225406 3 2 1
TGTGCTTATAGTTGTGCAAATATGGGCTG 29 68068_3 3 0
TGTGCTTATAGTTGTGCAAATATGGGCT 28 43323 11 10 1
TGTGCTTATAGTTGTGCAAATATGGGC 27 27195 33 30 3
CATCGCGAAGGCCCACGGTGGGTGTTGACGCG 321776 20 19 1
CGAAGGCCCACGGTGGGTGTTGACGCGAT 29 114869 2 2 0
GAAGGCCCACGGTGGGTGTTGACGCGATGT 30 44312 2 2 0
CGGACCATTCTCTGTAAACCTTAGAGA 27 313465 2 0 2
AGAGGAAACTCTGGTGGAGGCCCGCA 26353440 2 0 2
AGAGGAAACTCTGGTGGAGGCCCGC 25 185011 3 2 1
GAGGAAACTCTGGTGGAGGCCCG 23 48656 3 3 0
GAGGAAACTCTGGTGGAGGCCCGCA 25 153249 4 4 0
GAGGAAACTCTGGTGGAGGCCCGCAG 26200045 _4 4 0
AGGAAACTCTGGTGGAGGCCCG 22 178425 5 0
GAGGAAACTCTGGTGGAGGCCC 22 10660_8 7 1
GAGGAAACTCTGGTGGAGGCCCGC 24 28529 11 11 0
TTCTTGACCAGGCTGGAGGTGTTGG 25 1103425 0 5
TTCTTGACCAGGCTGGAGGTGTTGGT 2692335 9 3 6
GTAAATCTCGCGCCGGGCCGTACCC 25 213612 2 0 2
TGTAAATCTCGCGCCGGGCCGTACC 25 112063 5 0 5
TGTAAATCTCGCGCCGGGCCGTGCC 25 233269 2 0 2
AGAGGGTGTAAATCTCGCGCCGGGCCGTACC 3120239 2 1 1
AGGGTGTAAATCTCGCGCCGGGC 23 52979 2 1 1
GAGGGTGTAAATCTCGCGCCGGGC 24 129663 2 1 1
GGGTGTAAATCTCGCGCCAGGCCGTA 26 361821 2 1 1
GGGTGTAAATCTCGCGCCAGGCCGTACCC 29 28628 6 1 5
GGTGTAAATCTCGCGCCAGGCCGTACC 27 198257 3 1 2
GTGTAAATCTCGCGCCGGGCC 21 9398 6 1 5
TAAATCTCGCGCCGGGCCGTA 2134070 2 1 1
TGTAAATCTCGCGCCGGGCCGTAC 24 35249 8 1 7
TGTAAATCTCGCGCCGGGCCGTACCC 26 297021 2 1 1
AAATCTCGCGCCGGGCCGTACCCAT 25 321487 2 2 0
AGAGGGTGTAAATCTCGCGCCGGGC 25 161978 3 2 1
AGATGGTGTAAATCTCGCGCCAGGCCGTA 29 109468 2 2 0
AGGGTGTAAATCTCGCGCCGGGCCGTA 27 359047 2 2 0
AGGGTGTAAATCTCGCGCCGGGCCGTACC 29 61770 3 2 1
GGTGTAAATCTCGCGCCAGGCCGTA 25 301329 2 2 0
TAAATCTCGCGCCGGGCCGTACCC 24 38938 7 2 5
AAATCTCGCGCCGGGCCGTACC 22 16845 5 3 2
AGGGTGTAAATCTCGCGCCGGGCC 24 72445 4 4 0
GGGTGTAAATCTCGCGCCAGGCCGTACC 28 88575 5 4 1
GGTGTAAATCTCGCGCCAGGCCGTACCC 28 114518 4 4 0




GTAAATCTCGCGCCGGGCCGTACC 24 _73735_4 4 0
TAAATCTCGCGCCGGGCCGTACC 23_17518_8 4 4
GAGGGTGTAAATCTCGCGCCAGGCCGTA 28 51209_9 6 3
GAGGGTGTAAATCTCGCGCCAGGCCGTAC 29 15302_13 8 5
AGGGTGTAAATCTCGCGCCAGGCCGTAC 28_34997_14 13 1
AGAGGGTGTAAATCTCGCGCCAGGCCGTA 29_13767_15 15 0
AGAGGGTGTAAATCTCGCGCCAGGCCGTAC 30_4110_20 17 3
GTGTAAATCTCGCGCCAGGCCGTACC 26_44545_21 17 4
AGGGTGTAAATCTCGCGCCAGGCCGTA 27_32481_27 21 6
GTGTAAATCTCGCGCCAGGCCGTACCC 27_32521_27 22 5
GAGGGTGTAAATCTCGCGCCAGGCCGTACC 30_1228 67 52 15
AGGGTGTAAATCTCGCGCCAGGCCGTACCC 30_866_94 81 13
AGGGTGTAAATCTCGCGCCAGGCCGTACC 29 1560_133 112 21
AACTGACGGGACAAGGCATCTGGTT 25_259630_2 0 2
AACTGACGGGACAAGGCATCTGGTTT 26_216419_3 0 3
ACTGACGGGACAAGGCATCTGGTTT 25_246608_2 0 2
TGTGATGGTGCTGGATGTGTTGCTGCC 271914253 0 3
TGTGATGGTGCTGGATGTGTTGCTGCCG 28_158179_2 0 2
TGTGATGGTGCTGGATGTGTTGCTGCCGAC 30_38138 2 0 2
CATGAAAGCATGGATCCATCCTGC 24 164831_2 2 0
TCGCTGAACATGCATGGAGAGTTGCCT 27_73228_11 11 0
TTGGTGTAAAGGGAGAAGAGCAGTGGGG 28_130355_3 0 3
TTGGTGTAGAGGGAGAAGAGCAGTGGG 27_282070_2 0 2
TTGGTGTAAAGGGAGAAGAGCAGTGT 26_56350_16 1 15
TTGGTGTAAAGGGAGAAGAGCAGTGTG 27_93778_8 1 7
TTGGTGTAAAGGGAGAAGAGCAGTGG 26_9486_113 9 104
TTGGTGTAAAGGGAGAAGAGCAGTGGG 27_17528_53 10 43
TTGGTGTAAAGGGAGAAGAGCAGTG 25_.5909_131 15 116
AGTAGCTGGTTCCCTCCGAAGTTTCCCTCAGGA 33_11911_2 1 1
CTAGTAGCTGGTTCCCTCCGAAGTTTCCCTCAG 33_11815_2 1 1
GCTGGTTCCCTCCGAAGTTTCCCTCA 26_363466_2 1 1
TTCCCTCCGAAGTTTCCCTCAGGAT 25_137890_4 1 3
AGCTGGTTCCCTCCGAAGTTTCCCT 25125742 4 2 2
AGCTGGTTCCCTCCGAAGTTTCCCTC 26_377208_2 2 0
AGCTGGTTCCCTCCGAAGTTTCCCTCAG 28_246061_2 2 0
AGCTGGTTCCCTCCGAAGTTTCCCTCAGG 29 113231_2 2 0
AGTAGCTGGTTCCCTCCGAAGTTTCCCTCAG 31_22882 2 2 0
GCTGGTTCCCTCCGAAGTTTCCCTCAGGA 29 536543 2 1
GCTGGTTCCCTCCGAAGTTTCCCTCAGGAT 30_15046_5 2 3
GGTTCCCTCCGAAGTTTCCCTC 22 46394 2 2 0
GGTTCCCTCCGAAGTTTCCCTCAGGAT 27394915 2 2 0
GTAGCTGGTTCCCTCCGAAGTTTCCCTC 28_136957_3 2 1
GTAGCTGGTTCCCTCCGAAGTTTCCCTCAGGA 3217972 2 2 0




GTAGCTGGTTCCCTCCGAAGTTTCCCTCAGGAT 3314420 2 2 0
GTTCCCTCCGAAGTTTCCCTCAG 23 422023 2 1
TAGCTGGTTCCCTCCGAAGTTTCCCT 26_230090_3 2 1
TAGCTGGTTCCCTCCGAAGTTTCCCTCAGGAT 32 14837 2 2 0
TGGTTCCCTCCGAAGTTTCCCTCA 24 165697_2 2 0
TGGTTCCCTCCGAAGTTTCCCTCAGGAT 28 225080_2 2 0
AGTAGCTGGTTCCCTCCGAAGTTTCCCTC 29_47484_4 3 1
AGTAGCTGGTTCCCTCCGAAGTTTCCCTCAGG 32 5348 5 3 2
CTGGTTCCCTCCGAAGTTTCCCTCAGG 27_120571_6 3 3
CTGGTTCCCTCCGAAGTTTCCCTCAGGATA 30_27502_3 3 0
GCTGGTTCCCTCCGAAGTTTCCCTC 25_126818_4 3 1
GTAGCTGGTTCCCTCCGAAGTTTCCCTCA 29 65521_3 3 0
GTTCCCTCCGAAGTTTCCCTCAGG 24_101309_3 3 0
TAGCTGGTTCCCTCCGAAGTTTCCCTCAG 29 645793 3 0
TAGTAGCTGGTTCCCTCCGAAGTTTCCCTCAG 329634 3 3 0
TGGTTCCCTCCGAAGTTTCCCTCAGGA 27_174446_4 3 1
TGGTTCCCTCCGAAGTTTCCCTCAGGATA 29 683283 3 0
TTCCCTCCGAAGTTTCCCTCAGG 23_33837_4 3 1
CTGGTTCCCTCCGAAGTTTCCCTCA 25 154320_4 4 0
CTGGTTCCCTCCGAAGTTTCCCTCAGGAT 29 373945 4 1
GGTTCCCTCCGAAGTTTCCCTCAGG 25_149620_4 4 0
TAGCTGGTTCCCTCCGAAGTTTCCCTC 27_111783_6 4 2
TAGCTGGTTCCCTCCGAAGTTTCCCTCAGG 30_12911_6 4 2
TAGTAGCTGGTTCCCTCCGAAGTTTCCCTCA 31_9788 4 4 0
TTCCCTCCGAAGTTTCCCTCAG 22 21998_4 4 0
GTTCCCTCCGAAGTTTCCCTCAGGAT 26_118234_7 5 2
TAGCTGGTTCCCTCCGAAGTTTCCCTCAGGA 31_6460_6 5 1
TAGCTGGTTCCCTCCGAAGTTTCCCTCAGGATA 335368 5 5 0
AGTAGCTGGTTCCCTCCGAAGTTTCCCTCA 30_9800_8 6 2
CTGGTTCCCTCCGAAGTTTCCCTC 24 _42167_7 6 1
GGTTCCCTCCGAAGTTTCCCTCAGGATA 28 65850 7 6 1
GTTCCCTCCGAAGTTTCCCTCAGGA 25_88556_7 6 1
TAGTAGCTGGTTCCCTCCGAAGTTTCCCTC 30_11275_7 6 1
TTCCCTCCGAAGTTTCCCTCAGGA 24 38674_7 6 1
CTGGTTCCCTCCGAAGTTTCCCTCAG 26_104197_8 7 1
CTGGTTCCCTCCGAAGTTTCCCTCAGGA 28_51915_9 7 2
GTTCCCTCCGAAGTTTCCCTCAGGATA 27_110779_17 7 0
GTTCCCTCCGAAGTTTCCCTC 21_6273_10 8 2
TAGCTGGTTCCCTCCGAAGTTTCCCTCA 28 58921 _8 8 0
CTAGTAGCTGGTTCCCTCCGAAGTTTCCCTC 31_3096_13 10 3
TAGTAGCTGGTTCCCTCCGAAGTTTCCCTCAGG 332421 12 11 1
CTAGTAGCTGGTTCCCTCCGAAGTTTCCCTCA 32 2837_12 12 0
GCTGTGTGTCTCTGAAGAGTGACCGGT 27206992 3 2 1




TGTGTGTCTCTGAAGAGTGACCGGTC 26_269215_3 3 0
TAACAGATGGTGTCTCGGATCAGCA 25_96275_6 1 5
GCGGCGTCCGGTGAGCTCTCGCG 23 72621 2 2 0
GGCGGCGTCCGGTGAGCTCTCGCTGGA 27_380015_2 2 0
CCGGCGGCGTCCGGTGAGCTCTCGCC 26_266856_3 3 0
GGCGGCGTCCGGTGAGCTCTCG 22 21009_4 3 1
CCGGCGGCGTCCGGTGAGCTCTCGCTG 27_178417_4 4 0
CGGCGGCGTCCGGTGAGCTCTCGC 24 _38568_7 4 3
GCGGCGTCCGGTGAGCTCTCGCC 23_35709_4 4 0
GGCGGCGTCCGGTGAGCTCTCGCTGG 26_131515_6 4 2
CGGCGGCGTCCGGTGAGCTCTCG 23_16897_8 6 2
GCGGCGTCCGGTGAGCTCTCGCTG 24 31661_9 6 3
GCGGCGTCCGGTGAGCTCTCGCTGG 25_74859_8 6 2
GGCGGCGTCCGGTGAGCTCTCGCTG 25_76070_8 6 2
GGCGGCGTCCGGTGAGCTCTCGCTGGC 27_69462_11 6 5
CCGGCGGCGTCCGGTGAGCTCTCG 24 38175_8 8 0
CGGCGGCGTCCGGTGAGCTCTCGCTGG 27_71845_11 8 3
GCGGCGTCCGGTGAGCTCTCG 21_3670_17 12 5
GCGGCGTCCGGTGAGCTCTCGCTGGC 26_43645_22 12 10
CGGCGGCGTCCGGTGAGCTCTC 22 511218 13 5
TCCGGCGGCGTCCGGTGAGCTCTCGCT 2759363 _14 14 0
CGGCGGCGTCCGGTGAGCTCTCGCTG 26_47423 20 16 4
GGCGGCGTCCGGTGAGCTCTC 21_3559_18 16 2
CCGGCGGCGTCCGGTGAGCTCTCGCT 26_47178_20 17 3
GGCGGCGTCCGGTGAGCTCTCGCT 24_15160_21 18 3
CCGGCGGCGTCCGGTGAGCTCTC 23_7405_20 19 1
GGCGGCGTCCGGTGAGCTCTCGC 23_4876_31 28 3
TCCGGCGGCGTCCGGTGAGCTCTC 24 11454 29 29 0
TCCGGCGGCGTCCGGTGAGCTCTCG 25_21800_34 33 1
CGGCGGCGTCCGGTGAGCTCTCGCT 25 18614 40 35 5
TTCCGGCGGCGTCCGGTGAGCTCTC 25_18748_40 38 2
TTCCGGCGGCGTCCGGTGAGCTCTCG 26_20439_51 49 2
GCGGCGTCCGGTGAGCTCTCGC 22 1166_84 55 29
GCGGCGTCCGGTGAGCTCTCGCT 23_1190_124 86 38
TTCCGGCGGCGTCCGGTGAGCTCTCGC 27_10751_88 87 1
TCCGGCGGCGTCCGGTGAGCTCTCGC 26_11663_92 91 1
CCGGCGGCGTCCGGTGAGCTCTCGC 25_5157_151 147 4
CACAGGGATAACTGGCTTGTGGCGGCCAA 29 106820_2 2 0
CACAGGGATAACTGGCTTGTGGCGGCCAAG 30_47300_2 2 0
GTTACCACAGGGATAACTGGCTTGTGGCGGCC 3213947 2 1 1
TTACCACAGGGATAACTGGCTTGTGGCGGCC 31.17952 2 1 1
GATAACTGGCTTGTGGCGGCCAAGCG 26_338231_2 1 1

AGGGATAACTGGCTTGTGGCGGCCAAGC

28 122687 3




AGGGATAACTGGCTTGTGGCGGCCAAGCGTT 31_22426_2 2 0
ATAACTGGCTTGTGGCGGCCAA 22 263373 2 1
ATAACTGGCTTGTGGCGGCCAAGC 24 156090_2 2 0
ATAACTGGCTTGTGGCGGCCAAGCGTT 27_230228_3 2 1
GATAACTGGCTTGTGGCGGCCAAG 24 141410 2 2 0
GATAACTGGCTTGTGGCGGCCAAGC 25_301472_2 2 0
GGATAACTGGCTTGTGGCGGCCAAGCG 27_397589_2 2 0
GGGATAACTGGCTTGTGGCGGCCAAG 26_405130_2 2 0
TAACTGGCTTGTGGCGGCCAA 21_37256_2 2 0
TAACTGGCTTGTGGCGGCCAAG 22 51181_2 2 0
TAACTGGCTTGTGGCGGCCAAGCG 24 _158070_2 2 0
TAACTGGCTTGTGGCGGCCAAGCGT 25_318812_2 2 0
AGGGATAACTGGCTTGTGGCGGCCAA 26_190637_4 3 1
AGGGATAACTGGCTTGTGGCGGCCAAGCGT 3027874 3 3 0
ATAACTGGCTTGTGGCGGCCAAGCG 25_197645_3 3 0
ATAACTGGCTTGTGGCGGCCAAGCGT 26_150374_5 4 1
CAGGGATAACTGGCTTGTGGCGGCCAAGCG 30_20225_4 4 0
ACAGGGATAACTGGCTTGTGGCGGCCAAG 29_39346_5 5 0
ATAACTGGCTTGTGGCGGCCAAG 23_28065_5 5 0
ACAGGGATAACTGGCTTGTGGCGGCCAA 28 58372_8 7 1
CAGGGATAACTGGCTTGTGGCGGCCAA 27 _91174_8 7 1
AGGGATAACTGGCTTGTGGCGGCCAAG 27_72529_11 10 1
AGGGATAACTGGCTTGTGGCGGCCAAGCG 29 16878 _12 11 1
CAGGGATAACTGGCTTGTGGCGGCCA 26_221965_3 1 2
ACAGGGATAACTGGCTTGTGGCGGCC 26_241700_3 2 1
ACAGGGATAACTGGCTTGTGGCGGCCA 27226784 3 2 1
CACAGGGATAACTGGCTTGTGGCGGCC 27_197417_3 2 1
GATAACTGGCTTGTGGCGGCCA 22 53302 2 2 0
AGGGATAACTGGCTTGTGGCGGCC 24 573145 4 1
ATAACTGGCTTGTGGCGGCCA 21 110935 4 1
GATAACTGGCTTGTGGCGGCC 21_5357_11 4 7
AGGGATAACTGGCTTGTGGCGGCCA 25_120526_5 5 0
CAGGGATAACTGGCTTGTGGCGGCC 25_71820_9 9 0
GTTTGGGAATGCAGCCCAAAGCGGGTGG 28_184104_2 0 2
GTTTGGGAATGCAGCCCAAAGCGGG 25_180931_3 2 1
GTTTGGGAATGCAGCCCAAAGCGGGCG 27_366725_2 2 0
TTGGGAATGCAGCCCAAAGCG 21_39507_2 2 0
TTGGGAATGCAGCCCAAAGCGG 22 23252 3 2 1
TTTGGGAATGCAGCCCAAAGCGGGGG 26_383781_2 2 0
TTTTGGGAATGCAGCCCAAAGCGGGTG 27_390029_2 2 0
TTTGGGAATGCAGCCCAAAGCGGG 24_100529_3 3 0
TTGGGAATGCAGCCCAAAGCGGG 23_23840_6 6 0
TTGGGAATGCAGCCCAAAGCGGGTG 25_18660_40 30 10




TTTGGGAATGCAGCCCAAAGCGGGTG 26_27977_36 34 2
GTTTGGGAATGCAGCCCAAAGCGGGTG 2711421 _82 76 6
ACTACGACCTCAGATCAGACGAGACA 26_93075_9 0 9
ACTACGACCTCAGATCAGACGAGACAAC 28 105221 _4 0 4
CGACCTCAGATCAGACGAGACAACCCG 27_105882_7 0 7
CTACGACCTCAGATCAGATGAGACAACC 28 168116_2 0 2
GACTACGACCTCAGATCAGACGAGACA 27_156126_4 0 4
GACTACGACCTCAGATCAGACGAGACAACC 30_17851_4 0 4
TAAGACCTCAGATCAGACGAGACA 24 88871_3 0 3
TACGACCTCAGATCAGACGAGACAAA 26_217682_3 0 3
ACGACCTCAGATCAGACGAGACAACCCGC 29 42914 _4 1 3
ACTACGACCTCAGATCAGACGAGACAACC 29 20961_9 1 8
CGACCTCAGATCAGACGAGACAACCC 26_181266_4 1 3
CTACGACCTCAAATCAGACGAGACAACC 28.210210_2 1 1
CTACGACCTCAGATCAGACGAGACAACT 28 197322 2 1 1
GACCTCAGATCAGACGAGACAACCCG 26_230626_3 1 2
GACGACCTCAGATCAGACGAGACAACC 271975253 1 2
TACGAACTCAGATCAGACGAGACAACC 27_335128_2 1 1
TACGACCTCAGAGCAGACGAGACAACCCG 29_61955_3 1 2
TACGACCTCAGATCAGACGACACAAC 26_363306_2 1 1
TACGACCTCAGATCAGACGACACAACC 27_312730_2 1 1
TACGACCTCAGATCAGACGAGACAACCCGA 30.21342 3 1 2
TACGACCTCAGATCAGACGAGACAACCCT 29 555873 1 2
TACGACCTCAGATCAGACGATACAACCCG 29 89379 2 1 1
TACGACCTCAGATCAGATGAGACAACC 27_276462_2 1 1
TACGACCTCAGATCAGGCGAGACAAC 26_295165_2 1 1
TACGACCTCAGATCAGTCGAGACAACCCG 29 96116_2 1 1
TACGACCTCAGATCATACGAGACAACC 27208824 3 1 2
TACGACCTCAGATCATACGAGACAACCCG 29 _91817_2 1 1
TACGACCTCAGATTAGACGAGACAACC 27_293721_2 1 1
TACGACCTCAGGTCAGACGAGACAAC 26_334058_2 1 1
TACGACCTCAGTTCAGACGAGACAACC 27 324118 _2 1 1
TACGCCCTCAGATCAGACGAGACAACC 27_305082_2 1 1
TACGCCCTCAGATCAGACGAGACAACCC 28_172991_2 1 1
TAGACCTCAGATCAGACGAGACAACC 26_361508_2 1 1
AACGACCTCAGATCAGACGAGACAACCCG 29 115539 2 2 0
ACCTCAGATCAGACGAGACAA 2136354 2 2 0
CGACCTCAGATCAGACGAGACAAC 24 155348 _2 2 0
CTACGACCTCAGATCAGACGAGACAACCCA 3011792 6 2 4
GACGACCTCAGATCAGACGAGACAAC 26_397280_2 2 0
TACGACCTCAGACCAGACGAGACAACCCG 29 111292 2 2 0
TACGACCTCAGATCAGAAGAGACAACC 27_224019_3 2 1
TACGACCTCAGATCAGACAAGACAACCCG 29_107301_2 2 0




TACGACCTCAGATCAGACGAAACAACC 27_174386_4 2 2
TACGACCTCAGATCAGACGAGACAACCA 28_78602_5 2 3
TACGACCTCAGATCAGACGAGACAACCCCC 3045945 2 2 0
TACGACCTCAGATCAGACGAGACAACCCGG 30_45516_2 2 0
TACGACCTCAGATCAGACGAGACAACCCGT 30_45137_2 2 0
TACGACCTCAGATCAGACGAGACAACCG 28_229056_2 2 0
TACGACCTCAGATCAGACGAGACAACGACT 30_47117_2 2 0
TACGACCTCAGATCAGACGGGACAACC 27189332 3 2 1
TACGACCTCAGATCAGACGTGACAAC 26_372331_2 2 0
TACGACCTCAGATCAGACGTGACAACCC 28_246052_2 2 0
TACGACCTCAGATCAGATGAGACAACCC 28 247927 2 2 0
TACGACCTCAGATCAGGCGAGACAACCC 28_145287_3 2 1
TACGACCTCAGATCAGTCGAGACAACC 27390624 _2 2 0
TACGACCTCAGATCGGACGAGACAACCCG 29 44788_4 2 2
TACGACCTCAGATCTGACGAGACAACC 27387229 2 2 0
TACGACCTCAGATGAGACGAGACAACCC 28 225730 2 2 0
TACGACCTCAGATTAGACGAGACAACCC 28 243580_2 2 0
TACGACCTCAGTTCAGACGAGACAAC 26422524 2 2 0
TACGGCCTCAGATCAGACGAGACAACC 27_350839_2 2 0
TAGGACCTCAGATCAGACGAGACAAC 26_414129 2 2 0
CGACCTCAGATCAGACGAGACA 22 13029_6 3 3
CGACCTCAGATCAGACGAGACAACCCGC 28 55234 8 3 5
GACCTCAGATCAGACGAGACA 21227353 3 0
TACGACCTCAGATCAGACAAGACAACC 27_171925_4 3 1
TACGACCTCAGATCAGACGAGACAAACCG 29 _46696_4 3 1
TACGACCTCAGATCAGACGAGACAACCCC 29 69170_3 3 0
TACGACCTCAGATCAGACGAGACAACG 27_130501_5 3 2
TACGACCTCAGATCAGACGATACAAC 26_250856_3 3 0
TACGACCTTAGATCAGACGAGACAACC 27173492 4 3 1
TACGACTTCAGATCAGACGAGACAAC 26_262549 3 3 0
TACTACCTCAGATCAGACGAGACAA 25201332 3 3 0
TAGGACCTCAGATCAGACGAGACAACC 27_172750_4 3 1
TATGACCTCAGATCAGACGAGACAAC 26_264670_3 3 0
TATGACCTCAGATCAGACGAGACAACC 27_137628_5 3 2
AACGACCTCAGATCAGACGAGACAACC 27_182702_4 4 0
GACCTCAGATCAGACGAGACAACCC 25_113789_5 4 1
TACGACCTCAGATCAGACGAGACAAAC 27_143157_5 4 1
TACGACCTCAGATCAGACGAGACAACA 27_142595_5 4 1
TACGACCTCAGATCAGATGAGACAAC 26_204402_4 4 0
ACGACCTCAGATCAGACGAGACA 23 22796_6 5 1
TACGACCTCAGGTCAGACGAGACAACCCG 29_27848_7 5 2
ACGACCTCAGATCAGACGAGACAACCCG 28_49694_9 6 3
TACGACCTCAGATCAGACGAGACAACT 27_48438_17 6 11




TACGACCTCAGGTCAGACGAGACAACC 27_86508_9 6 3
ACGACCTCAGATCAGACGAGACAAC 25_89990_7 7 0
GACCTCAGATCAGACGAGACAAC 23.20073_7 7 0
TACAACCTCAGATCAGACGAGACAAC 26_121108_7 7 0
TACGACCTCAGGTCAGACGAGACAACCC 28_57882_8 7 1
ACCTCAGATCAGACGAGACAACCC 24 _33702_9 8 1
ACGACCTCAGATCAGACGAGACAACCC 27_79209_10 8 2
TACGACTTCAGATCAGACGAGACAACC 27 _87783_9 9 0
CGACCTCAGATCAGACGAGACAACC 25 51243 13 12 1
CTACGACCTCAGATCAGACGAGACAA 26_19788_52 12 40
GACCTCAGATCAGACGAGACAACC 24 23145_13 12 1
TACGACCTCAGATCAGACGAGACAACCCA 29 6810_31 12 19
TACGACCTCAGATCAGACGAGACAACCT 28_23559_21 14 7
ACGACCTCAGATCAGACGAGACAACC 26_56437_16 15 1
TACTACCTCAGATCAGACGAGACAAC 26_43593_22 15 7
ACCTCAGATCAGACGAGACAACC 23 _6637_22 20 2
ACCTCAGATCAGACGAGACAAC 22 2692 36 36 0
CTACGACCTCAGATCAGACGAGACA 25_2449 298 37 261
CTACGACCTCAGATCAGACGAGACAAC 27_5366_177 59 118
CTACGACCTCAGATCAGACGAGACAACCC 29 785 251 94 157
CTACGACCTCAGATCAGACGAGACAACCCG 30_211_297 108 189
TACGACCTCAGATCAGACGAGACAA 25_2643_278 157 121
CTACGACCTCAGATCAGACGAGACAACC 28_1215_400 167 233
TACGACCTCAGATCAGACGAGACA 242651025 413 612
TACGACCTCAGATCAGACGAGACAACCCGC 30_35_1342 832 510
TACGACCTCAGATCAGACGAGACAAC 26_519 1552 1172 380
TACGACCTCAGATCAGACGAGACAACCCG 29 _46_2455 1558 897
TACGACCTCAGATCAGACGAGACAACCC 28 162 2316 1569 747
TACGACCTCAGATCAGACGAGACAACC 27_131_4537 3213 1324
ACTACGACCTCAGATCAGACGAG 23_18444_7 0 7
ACTACGACCTCAGATCAGACGAGA 24 31634 9 0 9
ACTACGACCTCAGATCAGACGAGAC 25_61926_10 0 10
ATACGACCTCAGATCAGACGAGT 23_38300_3 0 3
ATACGACCTCAGATCAGACGAGTCA 25234363 2 0 2
CTACGACCTCAGATCAGACGAGACC 25_177009_3 0 3
CTACGACCTCAGATCAGACGAGACTACC 28_215015_2 0 2
TACGACCTCAGATCAGACGAGACC 2419212 16 0 16
TACGACCTCAGATCAGACGAGC 22 22916_3 0 3
TACGACCTCAGATCAGACGAGTC 23 30770_4 0 4
AACGACCTCAGATCAGACGAGA 22 32456_2 1 1
GACTACGACCTCAGATCAGACGAGAC 26_149088_5 1 4
TACGACCTCAGATCAGACGAGTT 23 10811_13 1 12
CGACCTCAGATCAGACGAGAC 21 15479_4 2 2




CTACGACCTCAGATCAGACGAGT 23 447593 2 1
GACTACGACCTCAGATCAGACGAGA 25_112035_5 2 3
TACGACCTCAGATCAGACGAGACG 24 57055_5 2 3
TACGACCTCAGATCAGACGAGCC 23 412053 2 1
ACGACCTCAGATCAGACGAGACT 23 22805_6 3 3
CGACTACGACCTCAGATCAGACGAGA 26_256287_3 3 0
CGACTACGACCTCAGATCAGACGAGAC 27_136569_5 3 2
TACGACCTCAGATCAGACGAGAAAACC 27_173407_4 3 1
TACGACCTCAGATCAGACGAGACGACC 27_251300_3 3 0
CTACGACCTCAGATCAGACGAGACT 25145223 4 4 0
TACGACCTCAGATCAGACGAGG 22 10819_8 5 3
TACGACCTCAGATCAGACGAGAA 23_12639_11 6 5
ACGACCTCAGATCAGACGAGA 212979 21 7 14
ACGACCTCAGATCAGACGAGAC 22 7911 _11 8 3
TACGACCTCAGATCAGACGAGAT 23 6785 21 9 12
TACGACCTCAGATCAGACGAGACT 24 12942 25 12 13
CTACGACCTCAGATCAGACGAGA 23_276_441 94 347
CTACGACCTCAGATCAGACGAGAC 24 996 _303 103 200
TACGACCTCAGATCAGACGAGT 22 413_234 117 117
CTACGACCTCAGATCAGACGAG 22 248 387 246 141
TACGACCTCAGATCAGACGAGA 22 39 3226 1496 1730
TACGACCTCAGATCAGACGAGAC 23 51 2177 1585 592
TACGACCTCAGATCAGACGAG 21_29 3055 2387 668
TCCTCTTTAGTATAGTGGTCAGTATCCCCGCCT 33_10408_2 1 1
TACTTGCCAAACTGAAGCTTGCAGTG 26_281343 2 1 1
TACTTGCCAAACTGAAGCTTGCAGT 25_94091_6 3 3
TGCATTGACTACCGAGGACTTAATGACATC 30_25575_3 0 3
TGCATTGACTACCGAGGACTTAATGATATC 3010922 7 0 7
TGCATTGACTACCGAGGACTTAATG 25_165047_3 1 2
TGCATTGACTACCGAGGACTTAATGA 26_114514_7 1 6
GCATTGACTACCGAGGACTTAATGACA 27 349257 2 2 0
GCATTGACTACCGAGGACTTAATGACATC 29 22926_8 2 6
GCATTGACTACCGAGGACTTAATGATAT 28_69047_6 2 4
TGCATTGACTACCGAGGACTTAATGATA 28 _61766_7 2 5
GCATTGACTACCGAGGACTTAATGAC 26_257205_3 3 0
GCATTGACTACCGAGGACTTAATGAT 26_111717_17 4 3
GCATTGACTACCGAGGACTTAATGA 25_21504_34 13 21
GCATTGACTACCGAGGACTTAATGATA 27_23684_38 14 24
GCATTGACTACCGAGGACTTAATGATATC 29 1578_131 21 110
TGGATTGAGAGCTGGTGACTGT 22 41381 2 1 1
TGGATTGAGAGCTGGTGACTGTGG 24_82047_3 1 2
TGGATTGAGAGCTGGTGACTGTGGA 25_139699_4 2 2
TAGATTGAGATCTGGTGACTGTGGAG 26 276182 2 0 2




TGGACTGAGATCTGGTGACTGTGGAGGCCATT 3212825 2 0 2
TGGATTGAGATCTGGTGACTGTGGAAG 27311392 2 0 2
TGGATTGAGATCTGGTGACTGTGGAAGC 28 163487 2 0 2
TGGATTGAGATCTGGTGACTGTGGAGGA 28 160564 _2 0 2
TGAGATCTGGTGACTGTGGAGGC 23_64958_2 1 1
TGGACTGAGATCTGGTGACTGTGGA 25_160257_3 1 2
TGGACTGAGATCTGGTGACTGTGGAG 26_308532_2 1 1
TGGATTGAGATCTGGTGACTCTGGAGGCC 29 88225 2 1 1
TGGATTGAGATCTGGTGACTGTGGAGGCCT 30_36317_2 1 1
TGAATTGAGATCTGGTGACTGTGGA 25 317527 2 2 0
TGAGATCTGGTGACTGTGGAGGCCA 25_301697_2 2 0
TGAGATCTGGTGACTGTGGAGGCCAT 26_424973 2 2 0
TGGATTGAGATCTGGTGACCGTGGAGG 27367124 2 2 0
TGGATTGAGATCTGGTGACTCTGGAGG 27_357305_2 2 0
TGGATTGAGATCTGGTGACTGTGGAGGCCATT 32 6588 4 2 2
TGGATTGAGATCTGGTGACTGTGGAGGT 28 144683 3 2 1
TGGATTGAGATCTGGTGACTGTGGAGT 27_389666_2 2 0
TGGATTGAGATCTGGTGATTGTGGAGG 27_371601_2 2 0
TGGATTGAGATGTGGTGACTGTGGAGGC 28 233643 2 2 0
TTGGATTGAGATCTGGTGACTGTGGAGC 28 241143 2 2 0
TTGGATTGAGATCTGGTGACTGTGGAGGC 29 104396_2 2 0
TTGGATTGAGATCTGGTGACTGTGGC 26_409856_2 2 0
TTGGATTGAGATCTGGTGACTGTGGT 26_410772_2 2 0
TTGGATTGAGATCTGGTGATTGTGGA 26392275 2 2 0
TGAGATCTGGTGACTGTGGAGGCCACT 27_145255_5 3 2
TGGATTGAGATCTGGTGACTCTGGA 25193313 3 3 0
TGGATTGAGATCTGGTGACTGTGGC 25_190975_3 3 0
TGGATTGAGATCTGGTGACTGTGGCGG 27 233459 3 3 0
TTGAGATCTGGTGACTGTGGAGGCCA 26_266586_3 3 0
TTGGATTGAGATGTGGTGACTGTGGA 26 261389 3 3 0
TGGATTGAGATCTGGTGACTGTG 23 9834 14 4 10
TTGAGATCTGGTGACTGTGGAGGCCATT 28 856225 4 1
TTGGATTGAGATCTGGTGACCGTGGA 26_200200_4 4 0
TGGATTGAGATCTGGTGATTGTGGA 25_81798_7 5 2
TTGGATTGAGATCTGGTGACTGTGGAGG 28_73800_6 5 1
TGAGATCTGGTGACTGTGGAGGCCAC 26_62990_14 6 8
TGGATTGAGATCTGGTGACTGTGGAGGCC 29 20480_9 7 2
TGGATTGAGATCTGGTGACCGTGGA 25_72002_9 9 0
TTGGATTGAGATCTGGTGACTGTG 24 22425 14 12 2
TGGATTGAGATCTGGTGACTGTGG 24 5232 65 18 47
TTGGATTGAGATCTGGTGACTGTGGAG 27_37464_23 19 4
TGGATTGAGATCTGGTGACTGTGGAGGC 28 10099 _52 26 26
TTGGATTGAGATCTGGTGACTGTGG 25_25219_29 27 2




TGAGATCTGGTGACTGTGGAGGCCATT 27_22046_41 32 9
TGGATTGAGATCTGGTGACTGTGGAG 26_14470_73 46 27
TGGATTGAGATCTGGTGACTGTGGAGG 27_11172_84 48 36
TTGGATTGAGATCTGGTGACTGTGGA 26_17232_61 56 5
TGGATTGAGATCTGGTGACTGTGGA 25 _6510_119 82 37
ACAGTTGCTGCAGATTTGTCGGCTGC 26_427969_2 2 0
CACACAGTTGCTGCAGATTTGTTGGCT 27 382343 2 2 0
CAGTTGCTGCAGATTTGTCGGCTGC 25_306340_2 2 0
CACACAGTTGCTGCAGATTTGTCAGCTG 28 147482 3 3 0
CACAGTTGCTGCAGATTTGTCGGCTGC 27_146858_5 5 0
CTTCTGCTGCTGTAGCCCATCTGCTT 26_191678_4 1 3
TGGTCTTCTGCTGCTGTAGCCCATC 25_212081_2 1 1
TCTTCTGCTGCTGTAGCCCATCTGC 25_114136_5 2 3
TCTTCTGCTGCTGTAGCCCATCTGCTT 27_41988_20 3 17
TGGTCTTCTGCTGCTGTAGCCCATCT 26_260819_3 3 0
TCTTCTGCTGCTGTAGCCCATCTGCT 26_43517_22 5 17
GCATTTGTGATTCAGTGGTAGAATTCTCGCCT 3214226 2 1 1
GCATGTGGTTCCGTGGTAGAATTCTCGCCT 3048173 2 2 0
TGTACCTGATGAGGGCCTGGGCCTCCT 27_152435_4 3 1
GCGGTGAAATACCACTACTCTTATC 25222738 2 0 2
CAGCGGTGAAATACCACTACTCTTATC 27_335084_2 1 1
GTGAAATACCACTACTCTTATC 22 39845 2 1 1
GTGAAATACCACTACTCTTATCGTTTCC 28_218405_2 1 1
TGAAATACCACTACTCTTATCG 22 313792 1 1
TTGAAATACCACTACTCTTATCGT 24 88923 3 1 2
AGCGGTGAAATACCACTACTCTTATC 26_406813_2 2 0
CAGCGGTGAAATACCACTACTCTTATCGTTT 3124825 2 2 0
CCAGCGGTGAAATACCACTACTCTTATCG 29.104304_2 2 0
CCATCGGTGAAATACCACTACTCTTATCGT 3045948 2 2 0
CCATCGGTGAAATACCACTACTCTTATCGTT 31 23396 2 2 0
CGGTGAAATACCACTACTCTTATC 24 92411 3 2 1
CGGTGAAATACCACTACTCTTATCGTT 27 214242 3 2 1
GAAATACCACTACTCTTATCGTTTCC 26_152040_5 2 3
GCGGTGAAATACCACTACTCTTATCGTTT 29 114943 2 2 0
GCGGTGAAATACCACTACTCTTATCGTTTC 30_45804_2 2 0
GCGTTGAAATACCACTACTCTTATCGT 27_358816_2 2 0
GTGAAATACCACTACTCTTATCG 23_71796_2 2 0
AAATACCACTACTCTTATCGTTT 23 20448_6 3 3
CGGTGAAATACCACTACTCTTATCG 25.200049_3 3 0
GAAATACCACTACTCTTATCGTTTCCT 27_175447_4 3 1
GGTGAAATACCACTACTCTTATCGTTTCCT 30.26396_3 3 0
GTGAAATACCACTACTCTTATCGTTTCCT 29 33441 5 3 2
AAATACCACTACTCTTATCGTTTCC 25_77437_8 4 4




CGGTGAAATACCACTACTCTTATCGTTT 28_89637_5 4 1
CGGTGAAATACCACTACTCTTATCGTTTCC 30_19649 4 4 0
GAAATACCACTACTCTTATCGTTTC 251173425 4 1
GCGGTGAAATACCACTACTCTTATCGTTTCC 31_7873_5 4 1
GAAATACCACTACTCTTATCGTTT 24 46380_6 5 1
GTGAAATACCACTACTCTTATCGTT 25 121845 5 5 0
GTGAAATACCACTACTCTTATCGTTTC 27148390 5 5 0
CGGTGAAATACCACTACTCTTATCGTTTCCT 31_4859 8 6 2
GTGAAATACCACTACTCTTATCGTTT 26_85638_10 6 4
AAATACCACTACTCTTATCGTT 22 755512 7 5
AAATACCACTACTCTTATCGTTTCCT 26_121515_7 7 0
AGCGGTGAAATACCACTACTCTTATCGTT 29 28089_7 7 0
TGAAATACCACTACTCTTATC 218995 17 7 0
TGAAATACCACTACTCTTATCGTTTC 26_105849_8 7 1
GAAATACCACTACTCTTATCGTT 23_10588_13 8 5
AAATACCACTACTCTTATCGTTTC 24 33748_9 9 0
TGAAATACCACTACTCTTATCGTTTCC 27 78188 _10 9 1
GCGGTGAAATACCACTACTCTTATCGTT 28 34662 14 12 2
GCGGTGAAATACCACTACTCTTATCGT 2758942 14 13 1
TGAAATACCACTACTCTTATCGTTT 25_45094_15 13 2
CAGCGGTGAAATACCACTACTCTTATCGT 29 13704_15 14 1
TGAAATACCACTACTCTTATCGTT 24_15668_20 14 6
CGGTGAAATACCACTACTCTTATCGT 26_49997_19 18 1
TGAAATACCACTACTCTTATCGTTTCCT 28_23888_21 19 2
CAGCGGTGAAATACCACTACTCTTATCGTT 30_3396_24 21 3
CCAGCGGTGAAATACCACTACTCTTATCGT 30_3474 24 21 3
GTGAAATACCACTACTCTTATCGT 24 11291 _29 23 6
CCAGCGGTGAAATACCACTACTCTTATCGTT 31_1536_29 28 1
AAATACCACTACTCTTATCGT 21 1220 54 33 21
TGAAATACCACTACTCTTATCGT 23 1250_119 78 41
GAAATACCACTACTCTTATCGT 22 693 143 102 41
TCCGAAGTTTCCCTCAGGATAGCTGGCG 28_181083_2 0 2
TTTCCCTCAGGATAGCTGGCG 21_27819_2 0 2
AAGTTTCCCTCAGGATAGCTGG 22 40918_2 1 1
CTGCGAAGTTTCCCTCAGGATAGCTG 26_334230_2 1 1
GTTTCCCTCAGGATAGCTGGCGCT 24 113776_2 1 1
AAGTTTCCCTCAGGATAGCTGGC 23_80519_2 2 0
AAGTTTCCCTCAGGATAGCTGGCGCT 26_226431_3 2 1
AGTTTCCCTCAGGATAGCTGGC 22 52164 2 2 0
CCCTCCGAAGTTTCCCTCAGGATAGCTGG 29 105752 2 2 0
CCCTCCGAAGTTTCCCTCAGGATAGCTGGCG 3120862 2 2 0
CCCTCCGAAGTTTCCCTCAGGATAGCTGGCGCT 33_7891_3 2 1
CCGAAGTTTCCCTCAGGATAGC 22 52862 2 2 0




CCTCCGAAGTTTCCCTCAGGATAGCTGGC 29 30447_6 2 4
CCTCCGAAGTTTCCCTCAGGATAGCTGGCG 30_17074_4 2 2
CGAAGTTTCCCTCAGGATAGCTGGC 25_125800_4 2 2
CTCCGAAGATTCCCTCAGGATAGCTG 26_375208_2 2 0
CTCCGAAGTTTCCCTCAGGATA 22 49231 2 2 0
CTCCGAAGTTTCCCTCAGGATAGC 24 160198 _2 2 0
CTCCGAAGTTTCCCTCAGGATAGCTGGCGCTCA 33_12671_2 2 0
GAAGTTTCCCTCAGGATAGCTGGCGC 26_427977_2 2 0
GAAGTTTCCCTCAGGATAGCTGGCGCTCA 29 103630_2 2 0
GTTTCCCTCAGGATAGCTGGCG 22 50419_2 2 0
TCCCTCCGAAGTTTCCCTCAGGATAGCT 28101944 _4 2 2
TCCCTCCGAAGTTTCCCTCAGGATAGCTGGCGC 33_6057_4 2 2
TCCGAAGTTTCCCTCAGGATA 21_19081_3 2 1
TCCGAAGTTTCCCTCAGGATAGCT 24 _70816_4 2 2
TCCGAAGTTTCCCTCAGGATAGCTGGC 27194544 3 2 1
TCCGAAGTTTCCCTCAGGATAGCTGGCGCT 30_42655 2 2 0
AAGTTTCCCTCAGGATAGCTGGCGC 25_137139_4 3 1
AAGTTTCCCTCAGGATAGCTGGCGCTCA 28_97814_4 3 1
AGTTTCCCTCAGGATAGCTGGCG 23 462183 3 0
AGTTTCCCTCAGGATAGCTGGCGC 24_100512_3 3 0
AGTTTCCCTCAGGATAGCTGGCGCT 25_138659_4 3 1
CCGAAGTTTCCCTCAGGATAGCTGG 25_201603_3 3 0
CTCCGAAGTTTCCCTCAGGATAGCTGG 27_231725_3 3 0
GAAGTTTCCCTCAGGATAGCT 21230733 3 0
GTTTCCCTCAGGATAGCTGGCGC 23 33373 _4 3 1
GTTTCCCTCAGGATAGCTGGCGCTCAG 27_175279_4 3 1
TCCCTCCGAAGTTTCCCTCAGGATAG 26_144720_5 3 2
TCCCTCCGAAGTTTCCCTCAGGATAGCTGG 30_14862_5 3 2
TTTCCCTCAGGATAGCTGGCGCT 23 252475 3 2
AAGTTTCCCTCAGGATAGCTG 21_8103_7 4 3
CCCTCCGAAGTTTCCCTCAGGATA 24 73042_4 4 0
CCCTCCGAAGTTTCCCTCAGGATAGCTGGCGC 32_7431_4 4 0
CCGAAGTTTCCCTCAGGATAGCTGGCGCTCA 31_7888_5 4 1
CCTCCGAAGTTTCCCTCAGGATA 23 34158_4 4 0
CGAAGTTTCCCTCAGGATAGCT 22 21697_4 4 0
CGAAGTTTCCCTCAGGATAGCTGGCGCTCA 30_15196_5 4 1
CTCCGAAGTTTCCCTCAGGATAGCTGGCG 29 27730_7 4 3
CTCCGAAGTTTCCCTCAGGATAGCTGGCGC 30_11905_6 4 2
GTTTCCCTCAGGATAGCTGGCGCTCA 26_154141_5 4 1
AAGTTTCCCTCAGGATAGCTGGCGCTCAG 29 39840_5 5 0
AGTTTCCCTCAGGATAGCTGGCGCTCAG 28_91309_5 5 0
CCGAAGTTTCCCTCAGGATAGCTGGCGCTCAG 32 60125 5 0
CGAAGTTTCCCTCAGGATAGCTGGCGCTCAG 31_8177_5 5 0




GAAGTTTCCCTCAGGATAGCTGGCGCTCAG 30_12579_6 5 1
TCCCTCCGAAGTTTCCCTCAGGATAGCTG 29 16777_12 5 7
TCCGAAGTTTCCCTCAGGATAGCTGGCGC 29 31609_6 5 1
CCGAAGTTTCCCTCAGGATAGCTGGCGCT 29 24110_8 6 2
CCTCCGAAGTTTCCCTCAGGATAGC 25_88286_7 6 1
CCTCCGAAGTTTCCCTCAGGATAGCTGGCGC 31.5520_7 6 1
CGAAGTTTCCCTCAGGATAGC 21_8519_7 6 1
CTCCGAAGTTTCCCTCAGGATAGCT 25_78638_8 6 2
TTTCCCTCAGGATAGCTGGCGCTCA 25_58246_11 6 5
TTTCCCTCAGGATAGCTGGCGCTCAG 26_139137_6 6 0
CCTCCGAAGTTTCCCTCAGGATAGCTGGCGCT 32 4522 7 7 0
CCTCCGAAGTTTCCCTCAGGATAGCTGGCGCTC 33.3425_8 7 1
CTCCGAAGTTTCCCTCAGGATAGCTGGCGCT 31_5761_7 7 0
TCCGAAGTTTCCCTCAGGATAGCTGGCGCTC 31_4470_9 7 2
AGTTTCCCTCAGGATAGCTGGCGCTCA 27_76185_10 8 2
CCGAAGTTTCCCTCAGGATAGCTGGCGC 28 43021_11 8 3
CCTCCGAAGTTTCCCTCAGGATAGCTGG 28 52469 9 8 1
CGAAGTTTCCCTCAGGATAGCTG 23 10833_13 8 5
CGAAGTTTCCCTCAGGATAGCTGGCGC 27_77560_10 8 2
CCCTCCGAAGTTTCCCTCAGGATAG 25_46678_14 9 5
CCCTCCGAAGTTTCCCTCAGGATAGCT 27_87999_9 9 0
CCTCCGAAGTTTCCCTCAGGATAGCT 26_80432_11 10 1
CGAAGTTTCCCTCAGGATAGCTGGCG 26_74456_12 10 2
CGAAGTTTCCCTCAGGATAGCTGGCGCT 28_47800_10 10 0
CCGAAGTTTCCCTCAGGATAGCT 23.12020_12 11 1
CTCCGAAGTTTCCCTCAGGATAGCTGGC 28 30835_16 12 4
GAAGTTTCCCTCAGGATAGCTGGCGCTC 28_26080_19 17 2
CCGAAGTTTCCCTCAGGATAGCTGGC 26_42210_23 18 5
CCGAAGTTTCCCTCAGGATAGCTGGCG 27_31717_28 21 7
CTCCGAAGTTTCCCTCAGGATAGCTGGCGCTC 321223 29 21 8
CCCTCCGAAGTTTCCCTCAGGATAGCTG 28 14253 36 22 14
CCGAAGTTTCCCTCAGGATAGCTGGCGCTC 30_2186_38 31 7
TCCGAAGTTTCCCTCAGGATAG 22 2267 43 35 8
CCTCCGAAGTTTCCCTCAGGATAG 24_7427_45 36 9
CTCCGAAGTTTCCCTCAGGATAG 23_2567_60 43 17
AGTTTCCCTCAGGATAGCTGGCGCTC 26_16961_62 52 10
CGAAGTTTCCCTCAGGATAGCTGGCGCTC 29 3203_67 52 15
AAGTTTCCCTCAGGATAGCTGGCGCTC 27_14184_66 54 12
GTTTCCCTCAGGATAGCTGGCGCTC 25_10536_73 60 13
CCTCCGAAGTTTCCCTCAGGATAGCTG 27 _8714_108 80 28
CCGAAGTTTCCCTCAGGATAG 21 402 156 116 40
TTTCCCTCAGGATAGCTGGCGCTC 241962 _164 128 36
TCCGAAGTTTCCCTCAGGATAGCTG 25 5102_153 130 23




CTCCGAAGTTTCCCTCAGGATAGCTG 26_6178_176 132 44
CCGAAGTTTCCCTCAGGATAGCTG 24 1500_212 165 47
ACTCGTCGTGTGACCACAAAGGGCCC 26_343510_2 1 1
CACTCGTCGTGTGACCACAAAGGGCCC 27_340570_2 1 1
AGAAACCTCCCGTGGAGCAGAAGGG 25_250737_2 0 2
ACAGAAACCTCCCGTGGAGCAGAAGGGCA 29_53340_3 2 1
ACAGAAACCTCCCGTGGAGCAGAAGGGCAA 3043528 2 2 0
CAGAAACCTCCCGTGGAGCAGAAGGGCAA 29 112449 2 2 0
GACAGAAACCTCCCGTGGAGCAGAAGG 27_344276_2 2 0
GACAGAAACCTCCCGTGGAGCAGAAGGG 28 241922 2 2 0
GGACAGAAACCTCCCGTGGAGCAGAAGGGCA 31_22429 2 2 0
GGAGGACAGAAACCTCCCGTGGAGCAGAAGGG 3216520 _2 2 0
ACAGAAACCTCCCGTGGAGCAGAAGGGCAAA 31_13257_3 3 0
GGACAGAAACCTCCCGTGGAGCAGAAG 27_154714_4 3 1
GGACAGAAACCTCCCGTGGAGCAGAAGGG 29 66398_3 3
ACAGAAACCTCCCGTGGAGCAGAAG 25_146425_4 4 0
AGAAACCTCCCGTGGAGCAGAAGGGCAAA 29 48896_4 4 0
AGGACAGAAACCTCCCGTGGAGCAGAAGG 29_50010_4 4 0
CAGAAACCTCCCGTGGAGCAGAAGG 25_116416_5 4 1
CAGAAACCTCCCGTGGAGCAGAAGGGCAAA 30_19709_4 4 0
GGACAGAAACCTCCCGTGGAGCAGAAGGGC 30_19630_4 4 0
AGAAACCTCCCGTGGAGCAGAAGGGCA 27_150468_5 5 0
CAGAAACCTCCCGTGGAGCAGAAGGGCA 28914545 5 0
GAGGACAGAAACCTCCCGTGGAGCAGAAG 29 32063_6 5 1
ACAGAAACCTCCCGTGGAGCAGAAGG 26_118216_7 6 1
AGGACAGAAACCTCCCGTGGAGCAGAAGGGCA 32 2763_12 10 2
CAGAAACCTCCCGTGGAGCAGAAGGG 26_79313_11 10 1
GAGGACAGAAACCTCCCGTGGAGCAGAAGGGC 32.3017_11 11 0
ACAGAAACCTCCCGTGGAGCAGAAGGG 27_49616_17 16 1
GACAGAAACCTCCCGTGGAGCAGAAGGGC 29_6857_31 30 1
AGGACAGAAACCTCCCGTGGAGCAGAAGGGC 31_1281_35 32 3
AGGACAGAAACCTCCCGTGGAGCAGAAG 28_11705_45 34 11
AGAAACCTCCCGTGGAGCAGAAGGGC 26_13776_71 68 9
ACAGAAACCTCCCGTGGAGCAGAAGGGC 28_4899_108 93 15
CAGAAACCTCCCGTGGAGCAGAAGGGC 27_8934_106 95 11
CTGTCCCTACCTACTATCTAGCGAA 25255892 2 0 2
CCCACTGTCCCTACCTACTATCTAGCGAA 29 71026_2 1 1
ACTGTCCCTACCTACTATCTAGCGAAAC 28 247746_2 2 0
CACTGTCCCTACCTACTATCTAGCGAAA 28 231643 2 2 0
CCACTGTCCCTACCTACTATCTAGCGA 27_348005_2 2 0
CCACTGTCCCTACCTACTATCTAGCGAAA 29 634633 2 1
CCCACTGTCCCTACCTACTATCTAGCGAAA 30_47265 2 2 0
CCCACTGTCCCTACCTACTATCTAGCGAAAC 31.21926_2 2 0




GTCCCTACCTACTATCTAGCGAAAC 25_281450_2 2 0
TCCCACTGTCCCTACCTACTATCTAGCGAAAC 32 17463 2 2 0
TGTCCCTACCTACTATCTAGCGAAA 25_308346_2 2 0
ACTGTCCCTACCTACTATCTAGCGA 25_113158_5 3 2
GTCCCTACCTACTATCTAGCGAAACCACA 29 66811 _3 3 0
TCCCACTGTCCCTACCTACTATCTAGCGA 29_25447_7 3 4
TGTCCCTACCTACTATCTAGCGAAACCA 28_147847_3 3 0
TGTCCCTACCTACTATCTAGCGAAACCAC 29 68904_3 3 0
ACTGTCCCTACCTACTATCTAGCGAAACCACA 32.7209 4 4
CACTGTCCCTACCTACTATCTAGCGAA 27_132527_5 4 1
CCCACTGTCCCTACCTACTATCTAGCGA 28_115737_4 4 0
CTGTCCCTACCTACTATCTAGCGAAAC 27_118182_6 4 2
CTGTCCCTACCTACTATCTAGCGAAACCA 29 49814 _4 4 0
CTGTCCCTACCTACTATCTAGCGAAACCAC 30_19837_4 4 0
CTGTCCCTACCTACTATCTAGCGAAACCACA 3110125 4 4 0
GTCCCTACCTACTATCTAGCGAAACC 26_194671_4 4 0
TGTCCCTACCTACTATCTAGCGAAAC 26_151307_5 4 1
CACTGTCCCTACCTACTATCTAGCGAAAC 29 32342 6 5 1
CACTGTCCCTACCTACTATCTAGCGAAACCAC 32 6122 5 5 0
CCACTGTCCCTACCTACTATCTAGCGAAACC 31_6594 6 5 1
CCACTGTCCCTACCTACTATCTAGCGAAACCA 32_6051_5 5 0
TGTCCCTACCTACTATCTAGCGAAACCACA 30_11196_7 5 2
CACTGTCCCTACCTACTATCTAGCGAAACCA 31_6896_6 6 0
CCACTGTCCCTACCTACTATCTAGCGAAAC 30_8831_9 6 3
CACTGTCCCTACCTACTATCTAGCGA 26_87144_10 7 3
CACTGTCCCTACCTACTATCTAGCGAAACC 30_6827_12 11 1
ACTGTCCCTACCTACTATCTAGCGAAACC 29 12879_16 15 1
CCCACTGTCCCTACCTACTATCTAGCGAAACC 32 2294 15 15 0
CTGTCCCTACCTACTATCTAGCGAAACC 28 22788 22 20 2
TGTCCCTACCTACTATCTAGCGAAACC 27_33035_27 27 0
TATGCGAGAGGCTCTGGTGCCATCACCAC 29_35819_5 0 5
TGCGAGAGGCTCTGGTGCCATCACCAC 27_205993_3 0 3
TGCGAGAGGCTCTGGTGCCATCACCACT 28 31192_15 0 15
TGCGAGAGGCTCTGGTGCCATCACCACTG 29 15852 12 0 12
GAGGTCTTGGGGCCGAAACGATCTCAACCT 30_41324 2 1 1
TTAGAGGTCTTGGGGCCGAAACGATCTCAACCTA 34 8351_2 1 1
AGAGGTCTTGGGGCCGAAACGATCTCAACC 30_28235 3 3 0
AGAGGTCTTGGGGCCGAAACGATCTCAACCT 31_5680_7 5 2
TTAGAGGTCTTGGGGCCGAAACGATCTCAACCT 334252 6 5 1
TTAGAGGTCTTGGGGCCGAAACGATCTCAACC 32_3057_10 6 4
TAGAGGTCTTGGGGCCGAAACGATCTCAACCT 32 3144 10 8 2
TAGAGGTCTTGGGGCCGAAACGATCTCAACC 31.2997 14 10 4
CCATCTAGTAGCTGGTTCCCTCCGAAC 27_286735_2 0 2




ACCATCTAGTAGCTGGTTCCCT 22 17954_4 1 3
ATCTAGTAGCTGGTTCCCTCCG 22 28661 _3 2 1
CCATCTAGTAGCTGGTTCCCTCCG 24 64915 4 2 2
TAGTAGCTGGTTCCCTCCGAA 21 38398 2 2 0
TCTAGTAGCTGGTTCCCTCCGA 22 16520_5 2 3
ATCTAGTAGCTGGTTCCCTCCGAA 24_60947_4 3 1
CCATCTAGTAGCTGGTTCCCTCC 23_16944_8 3 5
CCATCTAGTAGCTGGTTCCCTCCGAA 26_252797_3 3 0
CTAGTAGCTGGTTCCCTCCGA 21_15348_4 3 1
CTAGTAGCTGGTTCCCTCCGAAG 23_48216_3 3 0
TCTAGTAGCTGGTTCCCTCCG 21.21692_3 3 0
CATCTAGTAGCTGGTTCCCTCCGA 24 39556_7 4 3
CCATCTAGTAGCTGGTTCCCTC 22 12069_7 4 3
CCATCTAGTAGCTGGTTCCCTCCGA 25 97331 _6 4 2
ATCTAGTAGCTGGTTCCCTCC 21_7305_8 5 3
ATCTAGTAGCTGGTTCCCTCCGA 23 20985_6 5 1
CATCTAGTAGCTGGTTCCCTCCGAAGTT 28 51865 9 5 4
CATCTAGTAGCTGGTTCCCTCCGAAGTTTC 30_10762_7 5 2
CCATCTAGTAGCTGGTTCCCTCCGAAGTT 29 22591 8 5 3
TAGTAGCTGGTTCCCTCCGAAG 22 9452 9 5 4
TCTAGTAGCTGGTTCCCTCCGAAGTT 26_118043_7 5 2
ATCTAGTAGCTGGTTCCCTCCGAAG 25_68240_9 6 3
CATCTAGTAGCTGGTTCCCTCCG 23_13765_10 6 4
CCATCTAGTAGCTGGTTCCCTCCGAAG 27_91084_8 6 2
TCTAGTAGCTGGTTCCCTCCGAAG 24 36013_8 6 2
TCTAGTAGCTGGTTCCCTCCGAAGT 251023446 6 0
CATCTAGTAGCTGGTTCCCTC 21_4325_14 8 6
CATCTAGTAGCTGGTTCCCTCCGAA 25_64741_10 8 2
ATCTAGTAGCTGGTTCCCTCCGAAGTTT 28 53321 9 9 0
ATCTAGTAGCTGGTTCCCTCCGAAGT 26_54062_17 10 7
CATCTAGTAGCTGGTTCCCTCCGAAGTTT 29 20188 _10 10 0
CATCTAGTAGCTGGTTCCCTCCGAAG 26_71558_12 11 1
CTAGTAGCTGGTTCCCTCCGAAGT 24 28395_11 11 0
CATCTAGTAGCTGGTTCCCTCC 22 6535_14 12 2
CCATCTAGTAGCTGGTTCCCTCCGAAGT 28_20213_25 13 12
CATCTAGTAGCTGGTTCCCTCCGAAGT 27_37593_23 15 8
ATCTAGTAGCTGGTTCCCTCCGAAGTT 27_34989_25 18 7
CCATCTAGTAGCTGGTTCCCT 21_1793_36 20 16
TGTGCGGCCAAGCGTTCATAGCGA 24 117904_2 0 2
GCTTGTGGCGGCCAAGCGTTCATAGC 26209219 3 1 2
GTGGCGGCCAAGCGTTCATAGCG 23 433773 1 2
TGGCGGCCAAGCGTTCATAGCG 22 238023 1 2
TTGTGGCGGCCAAGCGTTCATAGC 24 117068_2 1 1




TTGTGGCGGCCAAGCGTTCATAGCG 25_255635_2 1 1
GCTTGTGGCGGCCAAGCGTTCATAGCGACGTCGCT 359251 2 2 0
GGCGGCCAAGCGTTCATAGCG 21 _38809_2 2 0
TGTGGCGGCCAAGCGTTCATAGCGACGT 28 135981_3 2 1
TTGTGGCGGCCAAGCGTTCATAGCGACGTCG 31_22872 2 2 0
CTTGTGGCGGCCAAGCGTTCATAGCGACGTC 31_13303_3 3 0
GCGGCCAAGCGTTCATAGCGA 21 22229 3 3 0
GCTTGTGGCGGCCAAGCGTTCATAGCGACGTCG 33.9257 3 3 0
GGCGGCCAAGCGTTCATAGCGAC 23 33295 4 3 1
GGCGGCCAAGCGTTCATAGCGACG 24 _96869_3 3 0
GTGGCGGCCAAGCGTTCATAGCGACGTCG 29 652393 3
TGGCGGCCAAGCGTTCATAGC 21_10149_6 3 3
TGGCGGCCAAGCGTTCATAGCGACGTCG 28_147759_3 3 0
TTGTGGCGGCCAAGCGTTCATAGCGA 26_254547_3 3 0
GCGGCCAAGCGTTCATAGCGACGTCG 26_158708_5 4 1
GCTTGTGGCGGCCAAGCGTTCATAGCGAC 29 362185 4 1
TGGCGGCCAAGCGTTCATAGCGACG 251094455 4 1
TGGCGGCCAAGCGTTCATAGCGACGTC 27_183784_4 4 0
TGTGGCGGCCAAGCGTTCATAGCGA 25_108947_5 4 1
TGTGGCGGCCAAGCGTTCATAGCGACGTCGC 31_9843_4 4 0
GTGGCGGCCAAGCGTTCATAGCGAC 25_121258_5 5 0
TGGCGGCCAAGCGTTCATAGCGAC 24_58098_5 5 0
GCTTGTGGCGGCCAAGCGTTCATAGCG 27_96218_8 6 2
GTGGCGGCCAAGCGTTCATAGCGACG 26_137365_6 6 0
TGTGGCGGCCAAGCGTTCATAGCGAC 26_135919_6 6 0
CTTGTGGCGGCCAAGCGTTCATAGCGAC 28 57851_8 7 1
TTGTGGCGGCCAAGCGTTCATAGCGACGTC 30_7941_10 7 3
TGTGGCGGCCAAGCGTTCATAGC 23 17926_8 8 0
TTGTGGCGGCCAAGCGTTCATAGCGACG 28_52509_9 8 1
TGTGGCGGCCAAGCGTTCATAGCGACGTCG 30_8911_9 9 0
GCGGCCAAGCGTTCATAGCGAC 22 914510 10 0
GCTTGTGGCGGCCAAGCGTTCATAGCGACGTCGC 34_1760_15 11 4
TGTGGCGGCCAAGCGTTCATAGCG 24 23822 13 12 1
TTGTGGCGGCCAAGCGTTCATAGCGAC 27 _62533_13 12 1
GCGGCCAAGCGTTCATAGCGACGTC 25_44813_15 13 2
GCTTGTGGCGGCCAAGCGTTCATAGCGACGTC 322629 13 13 0
TGTGGCGGCCAAGCGTTCATAGCGACGTC 29_10381_20 18 2
GCTTGTGGCGGCCAAGCGTTCATAGCGACGT 31_1837_24 23 1
TGTGGCGGCCAAGCGTTCATAGCGACG 27_25179_36 32 4
GCTTGTGGCGGCCAAGCGTTCATAGCGACG 30_2375_35 35 0
GCGGCCAAGCGTTCATAGCGACG 23_1529_98 69 29
TGCTCAGTACGAGAGGAACCGCAGGT 26 315338 2 1 1
TGCTCAGTACGAGAGGAACCGCAGG 25_309491_2 2 0




GCTCAGTACGAGAGGAACCGC 21_16442_4 4 0
TGCTCAGTACGAGAGGAACCGC 22 6198_14 11 3
CTGCTCAGTACGAGAGGAACCGC 23_7365_20 16 4
TTGTAGCAGTGCTTGGCCTTCTTGAT 26_112456_7 1 6
TTGTAGCAGTGCTTGGCCTTCTTGATG 27_155159_4 2 2
TAGGCGGGATTCTGACTTAGAGGCGT 26_343310_2 0 2
CCGAAAGATGGGGAACTATGCCTGG 25269241 _2 1 1
AAGATGGTGAACTATGCCTGGAC 23_80662_2 2 0
ATCCGAAAGATGGTGAACTATGCCTGG 27 372495 2 2 0
CGAAAGATGGTGAACTATGCCTGGCCA 27 397145 2 2 0
AAGATGGTGAACTATGCCTGGCCA 24 _64914_4 3 1
GAAAGATGGTGAACTATGCCTGGCCA 26_253780_3 3 0
TAGTACCCGAAAGATGGTGAACTATGCCTGG 31_9308_4 3 1
CTGGCGTGCAAATCGGTCGTCCGACCT 27_167997_4 0 4
GCAAATCGGTCGTCCGACCTGGTT 24 130467_2 0 2
GACGTGCAAATCGGTCGTCCGACCA 25_186365_3 1 2
GACTTGCAAATCGGTCGTCCGACCT 25 _111205_5 1 4
GCAAATCGGTCGTCCGACCTGTT 23_67997_2 1 1
GACGTGCAAATCGGTTGTCCGACCT 25_317941_2 2 0
CCTTACGTGCAAATCGGTCGTCCGACCT 28110433 _4 3 1
CGTGCAAATCGGTCGTCCGAC 21_11097_5 4 1
CCTTACGTGCAAATCGGTCGTCCGACC 27123843 _6 5 1
CGTGCAAATCGGTCGTCCGACCTG 24 25606_12 9 3
GACGTGCAAATCGGTCGTCCGACCTG 26_57323_16 11 5
ACGTGCAAATCGGTCGTCCGACCTGG 26_60458_15 12 3
GTGCAAATCGGTCGTCCGACCTG 23 8671_17 14 3
TGCAAATCGGTCGTCCGACCTG 22 6142 15 15 0
ACGTGCAAATCGGTCGTCCGACCTG 25_38519_18 16 2
GACGTGCAAATCGGTCGTCCGACC 24 14563 _22 17 5
GACGTGCAAATCGGTCGTCCGACCTGG 27_25052_36 21 15
CAAATCGGTCGTCCGACCTGG 21 2489 26 22 4
GTGCAAATCGGTCGTCCGACCTGG 24 11822 28 25 3
GCAAATCGGTCGTCCGACCTG 21.2049_32 26 6
CGTGCAAATCGGTCGTCCGACCTGG 25_19598_38 34 4
TGCAAATCGGTCGTCCGACCTGG 23_3580_42 34 8
GTGCAAATCGGTCGTCCGACC 21_1367_48 42 6
GCAAATCGGTCGTCCGACCTGG 22_1019_96 78 18
TGCAAATCGGTCGTCCGACCT 21_461_139 109 30
GACGTGCAAATCGGTCGTCCGACCT 25_3290_229 125 104
CGTGCAAATCGGTCGTCCGACCT 23 891 163 129 34
GTGCAAATCGGTCGTCCGACCT 22 586_166 144 22
CGTGCAAATCGGTCGTCCGACC 22_492_200 155 45
ACGTGCAAATCGGTCGTCCGACCT 24 _1471_216 182 34




ACGTGCAAATCGGTCGTCCGACC 23332 377 301 76
TATAGGACGGTGAAATGTGGATGTTGC 27_276403_2 0 2
TATAGGACGGTGAAATGTGGATGTTGCT 28 172453 2 1 1
TATAGGACGGTGAAATGTGGATGTTG 26_166198_4 3 1
AATGCAGCCCAAAGCGGGTGGTAAACTCCAT 3120019 2 1 1
AGCCCAAAGCGGGTGGTAAACTCCA 25_260269_2 1 1
GCAGCCCAAAGCGGGTGGTAAACT 24 135366_2 1 1
GGGAATGCAGCCCAAAGCGGGTGGTAAAC 29 _47659_4 1 3
AATGCAGCCCAAAGCGGGTGGGAAACTC 28_224407_2 2 0
AATTCAGCCCAAAGCGGGTGGTAAACTC 28_246096_2 2 0
AGCCCAAAGCGGGTGGTAAACTCCAT 26_405648_2 2 0
ATGCAGCCCAAAGCGGGTGGTAAACTCCAT 30_44117_2 2 0
CAGCCCAAAGCGGGTGGTAAACTCCAT 27_377620_2 2 0
CGAATGCAGCCCAAAGTGGGTGGTAAACTC 30_47484 2 2 0
GCCCAAAGCGGGTGGTAAACT 21 38557 2 2 0
GGGAATGCAGCCCAAAGCGGGTGGTA 26_129118_6 2 4
GGGAATGCAGCCCAAAGCGGGTGGTAAACT 30_47451_2 2 0
GTTTGGGAATGCAGCCCAAAGCGGGTGGTAAAC 33_12099 2 2 0
GTTTGGGAATGCAGCCCAAAGCGGGTGGTAAACT 3410829 2 2 0
GTTTGGGAATGCAGCCCAAAGCGGGTGGTAAACTC  35_11496_2 2 0
TGGGAATGCAGCCCAAAGCGGGTGGTA 27_90369_8 2 6
TGGGAATGCAGCCCAAAGCGGGTGGTAAACTCCA 34 13572 2 2 0
TTTGGGAATGCAGCCCAAAGCGGGTGGTAAACT 33_7769 3 2 1
TTTGGGAATGCAGCCCAAAGCGGGTGGTAAACTCC  35_10813_2 2 0
GAATGCAGCCCAAAGCGGGTGGTAAACTCC 30_27603_3 3 0
GCAGCCCAAAGCGGGTGGTAAACTCC 26_178315_4 3 1
GCAGCCCAAAGCGGGTGGTAAACTCCAT 28 156176_3 3 0
GGAATGCAGCCCAAAGCGGGTGGTAAACTC 30_17077_4 3 1
GGGAATGCAGCCCAAAGCGGGTGGTAAACTC 31_7500_5 3 2
GGGAATGCAGCCCAAAGCGGGTGGTAAACTCC 32 95553 3 0
TGCAGCCCAAAGCGGGTGGTAAACTCC 27_248648_3 3 0
TGCAGCCCAAAGCGGGTGGTAAACTCCAT 29 68849 _3 3 0
TTGGGAATGCAGCCCAAAGCGGGTGGTAAAC 31_14060_3 3
TTGGGAATGCAGCCCAAAGCGGGTGGTA 28 895535 4 1
GCAGCCCAAAGCGGGTGGTAAACTC 25_123869_5 5 0
ATGCAGCCCAAAGCGGGTGGTAAACTCC 28_50354_9 7 2
TGCAGCCCAAAGCGGGTGGTAAACTC 26_120089_7 7 0
TGTTTGGGAATGCAGCCCAAAGCGGGTGGTAAAC 34 3008_8 8 0
AATGCAGCCCAAAGCGGGTGGTAAACTCC 29 22231 9 9 0
TGGGAATGCAGCCCAAAGCGGGTGGTAAACTCC 333228 9 9 0
CAGCCCAAAGCGGGTGGTAAACTCC 25 _65896_10 10 0
TGTTTGGGAATGCAGCCCAAAGCGGGTGGTAAACT  35_2119_10 10 0
TTTGGGAATGCAGCCCAAAGCGGGTGGTAAACTC 34 2248 11 10 1




GCCCAAAGCGGGTGGTAAACTC 22 _6686_13 12 1
TTGGGAATGCAGCCCAAAGCGGGTGGTAAACTCC 34 2154 12 12 0
CAGCCCAAAGCGGGTGGTAAACTC 24 24281 13 13 0
AGCCCAAAGCGGGTGGTAAACTCC 24 21007_15 14 1
TGGGAATGCAGCCCAAAGCGGGTGGTAAACTC 32 2441 14 14 0
TTGGGAATGCAGCCCAAAGCGGGTGGTAAACTC 33_2031_15 14 1
ATGCAGCCCAAAGCGGGTGGTAAACTC 27_35716_24 20 4
AATGCAGCCCAAAGCGGGTGGTAAACTC 28_22067_23 23 0
GAATGCAGCCCAAAGCGGGTGGTAAACTC 29 7981_26 23 3
AGCCCAAAGCGGGTGGTAAACTC 23 5362 28 25 3
TGCAGAAGTTCACTCTGGACTGGGCA 26_318757_2 0 2
TGCAGAAGTTCACTCTGGACTGGGC 25_110947_5 4 1
TACCTAATAAAGTGGCTGGTGACTGTAT 28250842 2 2 0
TGAGTGTGACAGTGGTGGAGCAGATGT 27294436 _2 1 1
TGCAATTGGTCCAAGAATGTAAGTATGAG 29 113141 2 2 0
ACCATCTGTGGGATTATGACTGAACGCCTT 30.29143 2 1 1
ACCATCTGTGGGATTATGACTGG 23 68368_2 1 1
ACCATCTGTGGGATTATTACTGAACGCCT 29_75055_2 1 1
TCTGTGGGATTATGACTGAACACCT 25 275192 2 1 1
ACCATCTCTGGGATTATGACTGAACGCCT 29_110400_2 2 0
ACCATCTGGGGGATTATGACTGAACGCC 28 251774 2 2 0
ACCATCTGGGGGATTATGACTGAACGCCT 29 108859_2 2 0
ATCTGTGGGATTATGACTGAACGCT 25_314028_2 2 0
CCATCTGGGGGATTATGACTGAACGCCT 28 254399 2 2 0
CCATCTGTGGGATTATGACTGAACCCCT 28_247966_2 2 0
CCATCTGTGGGATTATGACTGAACGCCC 28 227420 2 2 0
CCATCTGTGGGGTTATGACTGAACGCCT 28 232079_2 2 0
TATCTGTGGGATTATGACTGAACGCCT 27341937 2 2 0
TCTGTGGGATTATGACTGAACGCA 24 146041_2 2 0
AACTGTGGGATTATGACTGAACGCCT 26_268988_3 3 0
CCATCTGTGGGATTATGACTGT 22 30788_3 3 0
TCTGTGGGATTATGACTGAACGCCC 25_191963_3 3 0
TGTGGGATTATGACTGAACGCCC 23_46006_3 3 0
CCATCTGTGGGATTATGACTGAACGCCG 28_60866_7 6 1
TCTGTGGGATTATGACTGAACGCCG 25 _91183_7 7 0
CATCTGTGGGATTATGACTGAACGCCG 27_96632_8 8 0
ACCATCTGTGGGATTATGACTGAACGCCG 29 14268 _14 9 5
ACCATCTGTGGGATTATGACTGT 23 14518 _10 10 0
ACCATCTGTGGGATTATGACTGAACGCCA 29 8174 26 12 14
ATCTGTGGGATTATGACTGAACGCCTCTA 29 14469 _14 12 2
CCATCTGTGGGATTATGACTGAACGCCA 28 23185 21 12 9
TCTGTGGGATTATGACTGAACGCCTCTA 28_34947 14 13 1
CCATCTGTGGGATTATGACTGAACGCCTC 29 12192 17 14 3




CATCTGTGGGATTATGACTGAACGCCA 27_37119_23 16 7
CATCTGTGGGATTATGACTGAACGCCTCTA 30_5172_16 16 0
ATCTGTGGGATTATGACTGAA 21.3204_20 18 2
CCATCTGTGGGATTATGACTGAAC 24 17001_19 18 1
CTGTGGGATTATGACTGAACGCCG 24_16977_19 18 1
ATCTGTGGGATTATGACTGAACGCCG 26_42207_23 19 4
CTGTGGGATTATGACTGAACGCCTCTA 27 41114 21 19 2
TGTGGGATTATGACTGAACGCCA 23 3919_38 19 19
TGTGGGATTATGACTGAACGCCG 23_6690_22 19 3
TCTGTGGGATTATGACTGAACGCCTC 26_40558_24 20 4
ACCATCTGTGGGATTATGACTGAACGCCTC 30_3431_24 21 3
TCTGTGGGATTATGACTGAACGCCA 25_20031_37 22 15
ACCATCTGTGGGATTATGACTGAA 24 9263_36 24 12
CCATCTGTGGGATTATGACTGAACGC 26_34144 29 25 4
CCATCTGTGGGATTATGACTGAACGCCTCTA 31_1352 33 25 8
TCTGTGGGATTATGACTGAACGCCTCT 27_30458_29 25 4
TCTGTGGGATTATGACTGAACGC 23 5148 29 26 3
TCTGTGGGATTATGACTGAACG 22 3396_28 28 0
CATCTGTGGGATTATGACTGAA 22 2917 33 29 4
CCATCTGTGGGATTATGACTGAA 23 3577_42 32 10
TCTGTGGGATTATGACTGAAC 21_1725_38 33 5
ACCATCTGTGGGATTATGACTGAACGCCTCTA 32_774_47 34 13
CCATCTGTGGGATTATGACTGAACGCCTCT 30_2311_36 34 2
CCATCTGTGGGATTATGACTG 21_1458_45 36 9
CTGTGGGATTATGACTGAACGCCA 24449775 36 39
CATCTGTGGGATTATGACTGAACGCCTC 28_12774_41 37 4
TGTGGGATTATGACTGAACGCCTC 24 7425 45 37 8
ATCTGTGGGATTATGACTGAACGCCA 26_15355_68 40 28
ATCTGTGGGATTATGACTGAACGC 24_6977_48 42 6
TGTGGGATTATGACTGAACGCCTCT 25 16421 _46 42 4
TGTGGGATTATGACTGAACGC 21 1254 52 43 9
CCATCTGTGGGATTATGACTGAACG 25_15056_50 44 6
ATCTGTGGGATTATGACTGAACGCCTCT 28_11230_47 45 2
CATCTGTGGGATTATGACTGAACGC 25_15141_50 46 4
ATCTGTGGGATTATGACTGAACGCCTC 27_18941_49 47 2
CATCTGTGGGATTATGACTGAACGCCTCT 29_4306_50 47 3
ACCATCTGTGGGATTATGACTGAAC 2513949 _54 48 6
ACCATCTGTGGGATTATGACTGAACGC 27_16998_55 48 7
ACCATCTGTGGGATTATGACTGAACGCCTCT 31_875_53 48 5
ATCTGTGGGATTATGACTGAAC 22 1822 54 50 4
ACCATCTGTGGGATTATGACTG 22 1583_63 53 10
ACCATCTGTGGGATTATGACTGAACG 26_15506_68 54 14
CATCTGTGGGATTATGACTGAAC 23 2410_64 58 6




CATCTGTGGGATTATGACTGAACG 24_5408_63 58 5
ATCTGTGGGATTATGACTGAACG 23199376 64 12
CTGTGGGATTATGACTGAACGCCTCT 26_13959_76 66 10
CTGTGGGATTATGACTGAACG 21 82177 70 7
CTGTGGGATTATGACTGAACGCCTC 25_9804_79 71 8
CTGTGGGATTATGACTGAACGC 22 980_101 83 18
CCATCTGTGGGATTATGACTGAACGCC 27_7009_136 111 25
CATCTGTGGGATTATGACTGAACGCC 26_8300_131 118 13
TCTGTGGGATTATGACTGAACGCC 24 _1749_185 163 22
CATCTGTGGGATTATGACTGA 21.260_218 186 32
ACCATCTGTGGGATTATGACTGAACGCC 28_2066_249 215 34
TGTGGGATTATGACTGAACGCC 22 305 312 274 38
ATCTGTGGGATTATGACTGAACGCC 25_2345_308 280 28
CTGTGGGATTATGACTGAACGCC 23_304_402 343 59
CCATCTGTGGGATTATGACTGAACGCCT 28 987 476 384 92
ACCATCTGTGGGATTATGACT 21127 477 386 91
CCATCTGTGGGATTATGACTGA 22 190 527 412 115
TCTGTGGGATTATGACTGAACGCCT 25 1381 512 417 95
ACCATCTGTGGGATTATGACTGAACGCCT 29_345_538 437 101
ACCATCTGTGGGATTATGACTGA 23202 592 509 83
CATCTGTGGGATTATGACTGAACGCCT 27_1454_607 512 95
TGTGGGATTATGACTGAACGCCT 23_157_744 579 165
ATCTGTGGGATTATGACTGAACGCCT 26_1084_888 712 176
CTGTGGGATTATGACTGAACGCCT 24 251_1071 868 203
TGGGTGAAGATGGGGGCCAGCTGGTCAGC 29 96787 2 0 2
CAGGGATAACTGGCTTGTGGCGGC 24 141370_2 2 0
GGATAACTGGCTTGTGGCGGC 2139173 2 2 0
AGGGATAACTGGCTTGTGGCGGC 23 21434 6 3 3
GGGATAACTGGCTTGTGGCGGC 22 16586_5 4 1
TATGGATGATTGTGTGGATCGTGTAGGG 28_179069_2 0 2
TGGATGATTGTGTGGATCGTGTAGG 25 257504 2 0 2
TGGATGATTGTGTGGATCGTGTAGGGT 27 256435 2 0 2
GATGATTGTGTGGATCGTGTAGGGT 25270499 _2 1 1
TGATTGTGTGGATCGTGTAGGGTCAG 26_340109_2 1 1
TGGATGATTGTGTGGATCGTGTAGGG 26_153941_5 1 4
TGGATGATTGTGTGGATCGTGTAGGGTC 28_169219_2 1 1
TATGGATGATTGTGTGGATCGTGTAGG 27 348484 2 2 0
GGCACGAGACCGATAGTCGACAAGTAA 27_266816_2 0 2
GGCACGAGACCGATAGTCGACAAGTAG 27_257308_2 0 2
ACCTGCACGAGACCGATAGTCGACAA 26_365352_2 1 1
ACGGCACGAGACCGATAGTCGACAAG 26_321033_2 1 1
AGACCGATAGTCGACAAGTACCTG 24 105986_2 1 1
AGCACGAGACCGATAGTCGACAAG 24 79564 3 1 2




CCGGCACGAGACCGATAGTCGACAAGTAC 29 95151_2 1 1
CCGTCACGAGACCGATAGTCGACAAGT 27 293811 2 1 1
CCGTCACGAGACCGATAGTCGACAAGTA 28 218661 _2 1 1
CGGCACGAGACCGATAGTCGACAAGCA 27.290053_2 1 1
GCACGAGACCGATAGGCGACAAGTA 25_234030_2 1 1
GCACGAGACCGATAGTCGACAAGG 24 126821 _2 1 1
GCACGAGACCGCTAGTCGACAAGTA 25_183098_3 1 2
GGCACGAGACCGATAGTCGACAAGTACCG 29 75364 2 1 1
GGCACGAGACCGATAGTCGACAAGTT 26_360292 2 1 1
GGCGAGACCGATAGTCGACAAGTACCTTA 29 75908_2 1 1
GGTACGAGACCGATAGTCGACAAG 24 111858_2 1 1
TGAGACCGATAGTCGACAAGTACC 24 _116166_2 1 1
TGCACGAGACCGATAGTCGACAAGTACCT 29 83922 2 1 1
ACACGAGACCGATAGTCGACAAG 23 77278 2 2 0
ACCGGCACGAGCCCGATAGTCGACAAGTA 29 114077_2 2 0
ACCTGCACGAGACCGATAGTCGACAAGTACC 31_25301_2 2 0
ACGAGACCGATAGGCGACAAGTACC 25291972 2 2 0
ACGAGACCGATAGTTGACAAGTACCT 26_423864_2 2 0
ACGGGACCGATAGTCGACAAGTACCT 26_401029_2 2 0
AGACCGATAGTCGACAAGTACCA 2335992 3 2 1
ATCGGCACGAGACCGATAGTCGACAAG 27391248 _2 2 0
CACGAGACCGATAGTCGACAAGCA 24 92496 _3 2 1
CACGAGACCGATAGTCGACAAGG 23_77763_2 2 0
CACGAGACCGATAGTCGACAAGTACCA 27_390197_2 2 0
CACGAGACCGATAGTCGACAAGTTCCTT 28 221519 2 2 0
CACGATACCGATAGTCGACAAGTACC 26_419977_2 2 0
CACGTGACCGATAGTCGACAAGTACC 26_410555_2 2 0
CACTAGACCGATAGTCGACAAGTACCT 27230559 3 2 1
CAGACCGATAGTCGACAAGTACC 23 79669_2 2 0
CCGGCACGAGACCGATAGTCGACAAGAA 28 239116_2 2 0
CGAGACCGATAGTCGACAAGTACCA 25_180729_3 2 1
CGCACGAGACCGATAGTCGACAAGTA 26394893 2 2 0
CGGCACGAGACCGATAGTCGACAAGTAC 28 244239 2 2 0
CGGCACGAGCCCGATAGTCGACAAGTA 27 377423 2 2 0
CGGGACGAGACCGATAGTCGACAAG 25_179778_3 2 1
GACACGAGACCGATAGTCGACAAGTA 26_387414_2 2 0
GACGAGACCGATAGTCGACAAGTACCTT 28_225858_2 2 0
GCACGAGACCGATAGTCGACAAGTAC 26_398719_2 2 0
GCACGAGACCGATAGTCGACACG 23_74936_2 2 0
GCACGAGACCGGTAGTCGACAAGTA 25314848 2 2 0
GCCACGAGACCGATAGTCGACAAGTA 26397391 2 2 0
GCGAGACCGATAGTCGACAAGTACCT 26_396100_2 2 0
GGCACCAGACCGATAGTCGACAAGTACCTT 3047427 2 2 0




GGCACGAGACCAATAGTCGACAAGTA 26_422832 2 2 0
GGCACGAGACCGATAGGCGACAAGTA 26249329 3 2 1
GGCACGTGACCGATAGTCGACAAGTA 26397344 2 2 0
GGCACGTGACCGATAGTCGACAAGTACC 28 247655 2 2 0
GGCGAGACCGATAGTCGACAAGT 23 44546_3 2 1
GGCGAGACCGATAGTCGACAAGTACC 26_393808_2 2 0
GGGCACGAGACCGATAGTCGACAAG 25_125710_4 2 2
GGTACGAGACCGATAGTCGACAAGTA 26_428637_2 2 0
TAGACCGATAGTCGACAAGTACCT 24 153425 2 2

TGCACGAGACCGATAGTCGACAA 23_40889_3 2 1
ACGAGACCGATAGCCAACAAGTACCGTGA 29 653453 3 0
ACGAGACCGATAGTCGACAAGG 22 302253 3 0
CACAGACCGATAGTCGACAAGTACCT 26262984 3 3 0
CACGAGACCGATAGTCGACAAGAA 24_100747_3 3 0
CCGGCACGAGACCGATAGTCGACAAGGA 28 153086_3 3 0
TAGACCGATAGTCGACAAGTACCTT 25.200343_3 3 0
TGCACGAGACCGATAGTCGACAAGTA 26_131198_6 3 3
GCGAGACCGATAGTCGACAAGTACC 25_151366_4 4 0
GGCGCGAGACCGATAGTCGACAAGTA 26_199340_4 4 0
TCCGGCACGAGACCGATAGTCGACAAG 27_182526_4 4 0
ACCTGCACGAGACCGATAGTCGACAAGTA 29 277267 5 2
CACTAGACCGATAGTCGACAAGTACC 26_162989_5 5 0
CGGCACGAGACCGATAGTCGACAAGTACCTT 31_6504_6 5 1
GCGAGACCGATAGTCGACAAGT 22 11895_7 5 2
GGCACGAGACCGATAGTCGACAAGAA 26_132637_6 5 1
TGCACGAGACCGATAGTCGACAAGT 2598454 6 5 1
GACCGATAGTCGACAAGTACCTTAA 25_62978_10 6 4
GCACGAGACCGATAGTCGACAAGTACCTTA 30_13273_6 6 0
CCGGCACGAGACCGATAGTCGACAAGTACCTT 32 3446_9 7 2
GGCACGAGACCGATAGTCGACAAGGA 26_94810_9 7 2
TGCACGAGACCGATAGTCGACA 22 9786_9 7 2
TGCACGAGACCGATAGTCGACAAG 24 29813 _10 7 3
CGGCACGAGACCGATAGTCGACAAGTACCTTA 323189 10 8 2
ACCGGCACGAGACCGATAGTCGACAAGTACCT 322679 12 9 3
CCGTCACGAGACCGATAGTCGACAAG 26_69160_13 9 4
GAGACCGATAGTCGACAAGTACCTTAA 27_66092_12 11 1
ACCTGCACGAGACCGATAGTCGACAAG 27_68307_12 12 0
GCACGAGACCGATAGTCGACAAGTACCTT 29 1213317 13 4
GCACGAGACCGATAGTCGACAAGTACCTTAA 31_2044 21 16 5
ACGAGACCGATAGTCGACAAGTAC 24 16962 _19 17 2
AGACCGATAGTCGACAAGTACCTTAA 2652414 18 17 1
GACCGATAGTCGACAAGTACCTTA 24 15477 21 19 2
ACCGGCACGAGACCGATAGTCGACAAGTACC 31 1819 24 20 4




GAGACCGATAGTCGACAAGTACCTTA 26_38868_25 22 3

CGGCACGAGACCGATAGTCGACAAGTACC 29 7584 28 23 5

CCGGCACGAGACCGATAGTCGACAAGTACC 30_2574 32 26 6

CCGGCACGAGACCGATAGTCGACAAGTACCT 31_1238 36 26 10
GCACGAGACCGATAGTCGACAAGTACCT 28 14600_35 26 9

CACGAGACCGATAGTCGACAAGTAC 25_24500_30 27 3

CGGCACGAGACCGATAGTCGACAAGTACCT 30_2170_38 33 5

GCACGAGACCGATAGTCGACAAGTACC 27_18850_49 35 14
GAGACCGATAGTCGACAAGTA 21_1394_47 40 7

AGACCGATAGTCGACAAGTACCTTA 25_16086_47 42 5

CACGAGACCGATAGTCGACAAGTACCTTA 29 3830_56 45 11
GCACGAGACCGATAGTCGACAAGTACCTTAAG 32_585_60 46 14
GAGACCGATAGTCGACAAGTACCTTAAG 28 9931_53 49 4

CACGAGACCGATAGTCGACAAGTACCTT 28 8619 61 51 10
CGAGACCGATAGTCGACAAGTAC 23 2249 69 57 12
GGCACGAGACCGATAGTCGACAAGTAC 27_13359_70 57 13
ACGAGACCGATAGTCGACAAGTACCTT 27_12626_74 58 16
ACGAGACCGATAGTCGACAAGTACCTTA 28_6904_77 61 16
CGAGACCGATAGTCGACAAGTACCTTAA 28 6224 85 68 17
GACCGATAGTCGACAAGTACCTTAAG 26_12685_84 68 16
ACGAGACCGATAGTCGACAAGTACCTTAA 29 2378_90 72 18
GAGACCGATAGTCGACAAGTAC 22 1239_79 72 7

GGCACGAGACCGATAGTCGACAAGTACCTTA 31_474_ 94 78 16
GGCACGAGACCGATAGTCGACAAGTACCTT 30_842_96 80 16
CACGAGACCGATAGTCGACAAGTACCTTAA 30_773_104 82 22
AGACCGATAGTCGACAAGTAC 21592 108 85 23
CGAGACCGATAGTCGACAAGTACCTTA 27 8458 112 94 18
GCACGAGACCGATAGTCGACAA 22 702_141 103 38
ACCGGCACGAGACCGATAGTCGACAA 26_8257_131 106 25
AGACCGATAGTCGACAAGTACCTTAAG 27_7729_123 108 15
GGCACGAGACCGATAGTCGACAAGTACCTTAA 32 219 144 117 27
CGAGACCGATAGTCGACAAGTACCTTAAG 29_1475_141 121 20
CACGAGACCGATAGTCGACAA 21_361_170 123 47
GCACGAGACCGATAGTCGACA 21344 179 127 52
CCGGCACGAGACCGATAGTCGACA 24 _1945_165 129 36
CCGGCACGAGACCGATAGTCGACAA 25_4494 172 130 42
CGGCACGAGACCGATAGTCGACAA 24 1855_174 134 40
ACCGGCACGAGACCGATAGTCGACAAGT 28 3037_172 136 36
CACGAGACCGATAGTCGACAAGTACCTTAAG 31_237_170 137 33
ACCGGCACGAGACCGATAGTCGACA 25_4321_179 144 35
ACGAGACCGATAGTCGACAAGTACCT 26_5767_188 145 43
GACCGATAGTCGACAAGTACCTT 23_791_179 148 31
CGGCACGAGACCGATAGTCGACAAGT 26_5745_188 155 33




GCACGAGACCGATAGTCGACAAGT 24 1301_238 158 80
ACGAGACCGATAGTCGACAAGTACCTTAAG 30_409 186 159 27
CCGGCACGAGACCGATAGTCGACAAGT 27_4699_203 168 35
CACGAGACCGATAGTCGACAAGTACCT 274518 210 176 34
ACCGGCACGAGACCGATAGTCGACAAGTA 29_943_216 179 37
CGAGACCGATAGTCGACAAGTA 22 459 215 181 34
CGAGACCGATAGTCGACAAGTACCTT 26_4520_237 183 54
CACGAGACCGATAGTCGACAAGTACC 26_4592 233 186 47
AGACCGATAGTCGACAAGTACCTT 24 _1345_231 197 34
GGCACGAGACCGATAGTCGACAAGTACCT 29 772 255 204 51
CGGCACGAGACCGATAGTCGACA 23_521_257 207 50
GAGACCGATAGTCGACAAGTACCT 24_1241_250 208 42
CCGGCACGAGACCGATAGTCGACAAGTA 28_1909_267 234 33
ACGAGACCGATAGTCGACAAGTACC 252592 283 235 48
GGCACGAGACCGATAGTCGACAAGTACC 28 1718 292 238 54
ACGAGACCGATAGTCGACAAG 21189 324 247 71
CGAGACCGATAGTCGACAAGTACCT 25 2426 301 252 49
GCACGAGACCGATAGTCGACAAGTA 25 1963 364 253 111
CGGCACGAGACCGATAGTCGACAAGTA 272901 326 266 60
GAGACCGATAGTCGACAAGTACCTT 25_2065_348 288 60
CACGAGACCGATAGTCGACAAG 22 223 426 331 95
GACCGATAGTCGACAAGTACCT 22202 495 368 127
CGAGACCGATAGTCGACAAGTACC 24_640_459 381 78
GAGACCGATAGTCGACAAGTACC 23_260_469 403 66
CGAGACCGATAGTCGACAAGT 21_108_570 442 128
GACCGATAGTCGACAAGTACC 21_117_515 454 61
ACCGGCACGAGACCGATAGTCGACAAG 27_1420_618 502 116
AGACCGATAGTCGACAAGTACCT 23 193 612 509 103
CACGAGACCGATAGTCGACAAGTA 24_435_685 538 147
GCACGAGACCGATAGTCGACAAG 23_153_764 556 208
ACGAGACCGATAGTCGACAAGTA 23_174_672 568 104
CCGGCACGAGACCGATAGTCGACAAG 26_1228_788 613 175
CACGAGACCGATAGTCGACAAGT 23 128 887 652 235
AGACCGATAGTCGACAAGTACC 22 123 820 672 148
GGCACGAGACCGATAGTCGACAAGT 25_745_889 680 209
CGGCACGAGACCGATAGTCGACAAG 25_658_979 750 229
ACGAGACCGATAGTCGACAAGT 22 97 1023 780 243
GGCACGAGACCGATAGTCGACAA 23_101_1097 812 285
GGCACGAGACCGATAGTCGACA 22 79 1215 899 316
GGCACGAGACCGATAGTCGACAAGTA 26_694 1254 971 277
GGCACGAGACCGATAGTCGACAAG 24_170_1492 1157 335
CAAGCGTTCATAGCGACGTCGCTTT 25 166219 3 1 2
GCCAAGCGTTCATAGCGACGTCGCTTT 27 284625 2 1 1




AAGCGTTCATAGCGACGTCGCTT 23_74628_2 2 0
AAGCGTTCATAGCGACGTCGCTTTTTG 27_355378_2 2 0
AGCGTTCATAGCGACGTCGCTTTT 24 144622 2 2 0
CAAGCGTTCATAGCGACGTCGCTT 24 855753 2 1
CTTCGGCCAAGCGTTCATAGCGACGTCGCT 30_43414 2 2 0
CCAAGCGTTCATAGCGACGTCGCTT 25_.204802_3 3 0
GCCAAGCGTTCATAGCGACGTCGCTTTTTG 30_27060_3 3 0
CGGCCAAGCGTTCATAGCGACGTCGCT 27_178004_4 4 0
GCCAAGCGTTCATAGCGACGTCGCTT 26_124514_6 5 1
CCAAGCGTTCATAGCGACGTCGCT 24_49286_6 6 0
AGCGTTCATAGCGACGTCGCTT 22 9996 _9 9 0
AGCGTTCATAGCGACGTCGCTTTTTG 26_95974_9 9 0
AGCGTTCATAGCGACGTCGCT 21_5678_11 10 1
AAGCGTTCATAGCGACGTCGCT 22 6058_15 13 2
CAAGCGTTCATAGCGACGTCGCT 23_6907_21 19 2
TAAGAGTAGTGGTATTTCACC 212093 31 0 31
TAAGAGTAGTGGTATTTCACCG 22 40651_2 0 2
TAAGAGTAGTGGTATTTCACCGC 23_10781_13 0 13
TAAGAGTAGTGGTATTTCACCGCTG 25_85124_7 0 7
TAAGAGTAGTGGTATTTCACCGCT 24 67949_4 1 3
TAAGAGTAGTGGTATTTCACCGCTGGC 27 _83892_9 1 8
ACGGTGGCCATGGAAGTCGGCT 22 49747 2 2 0
ATACCACCCTGAACACGCCCGATCTCA 27267413 2 0 2
ATACCACCCTGAACACGCCCGATCTCAT 28_196319_2 0 2
CATACCACCCTGAACACGCCCGATCTCA 28_130046_3 0 3
CATACCACCCTGAACACGCCCGATCTCATC 3010322 7 0 7
CCATACCACCCTGAACACGCCCGATCTCAT 30_36331_2 0 2
GCCATACCACCCTGAACACGCCCGATCT 28 7412 71 0 71
GCCATACCACCCTGAACACGCCCGATCTC 29_11799_17 0 17
GCCATACCACCCTGAACACGCCCGATCTCA 3025324 3 0 3
TACCACCCTGAACACGCCCGATCTCAT 27.200421_3 0 3
TACCACCCTGAACACGCCCGATCTCATC 28_44457_10 0 10
ATACCACCCTGAACACGCCCGATCTCATC 29_19027_10 1 9
CCATACCACCCTGAACACGCCCGATCTC 28 23184 21 1 20
ATACCACCCTGAACACGCCCGATCTC 26_14936_70 2 68
CATACCACCCTGAACACGCCCGATCTC 27_19462_47 3 44
GGCCATACCACCCTGAACACGCCCGATCT 29 7272 29 3 26
GGCCATACCACCCTGAACACGCCCGATCTC 30_3666_22 4 18
TACCACCCTGAACACGCCCGATCTC 25_11887_64 4 60
ATACCACCCTGAACACGCCCGATCT 25_4460_173 11 162
CCATACCACCCTGAACACGCCCGATCT 27_12015_78 11 67
CATACCACCCTGAACACGCCCGATCT 26_8733_124 13 111
AAAAGAAACTAACCAGGATTCC 22 45028 2 1 1




GAGGAAAAGAACCTAACCAGGATTCCC 27_323767_2 1 1
ACGGAGGAAAAGAAACTAACCAGGATTC 28 254093 2 2 0
CCGAGGAAAAGAAACTAACCAGGATTCCC 29 103061_2 2 0
CGGAGGAAAAGAAACTAACCAGGTTTCCC 29 107699_2 2 0
CGGGGGAAAAGAAACTAACCAGGATTC 27384035 2 2 0
CTGAGGAAAAGAAACTAACCAGGATTCCCTC 3120852 2 2 0
GAAAAGAAACTAACCAGGATTCCCT 25_279138_2 2 0
GAAAAGAAACTAACCAGGATTCCCTC 26_238655_3 2 1
GAGTAAAAGAAACTAACCAGGATTCC 26_219220_3 2 1
GCGGAGGAAAAGAAACTAACCAGGATTCCCA 31_25058 2 2 0
GCGTAGGAAAAGAAACTAACCAGGATTCC 29 109383_2 2 0
GGAAAAGAAACTAACCAGGATTCCC 25282843 2 2 0
GGAGGAAAAGACACTAACCAGGATTCCCTC 30_48163_2 2 0
GGATGAAAAGAAACTAACCAGGATTCCCTC 30_44104_2 2 0
GGGGAAAAGAAACTAACCAGGATT 24 163424 2 2 0
CGGGGGAAAAGAAACTAACCAGGATTCCCTC 31_14171_3 3 0
GAAAAGAAACTAACCAGGATTCC 23 45290 3 3 0
GGGAAAAGAAACTAACCAGGATTC 24 102156 3 3 0
TAGGAAAAGAAACTAACCAGGATTC 25 136553 _4 3 1
GAGGAAAAGAAACTAACCAGGATTCCCTCA 30_15090_5 4 1
GAGGAAAAGAAACTAACCAGGATTCCCTCAG 31_10525_4 4 0
GCGTAGGAAAAGAAACTAACCAGGATTCCC 30_20417_4 4

AAAAGAAACTAACCAGGATTCCC 23_16263_8 5 3
GAAAAGAAACTAACCAGGATTC 22 17468_5 5 0
GAAAAGAAACTAACCAGGATTCCC 24_40571_7 5 2
GCGTAGGAAAAGAAACTAACCAGGATTCCCTC 32_5001_6 5 1
GAGGAAAAGAAACTAACCAGGATTCCCTCAGT 32 4516_7 7

GGAGGAAAAGAAACTAACCAGGATTCCCTCA 31_5890_7 7 0
GGAGGAAAAGAAACTAACCAGGATTCCCTCAG 32 4552 7 7 0
GGAGGAAAAGAAACTAACCAGGATTCCCT 29 21859 9 8 1
GCGTAGGAAAAGAAACTAACCAGGATTC 28 48319 10 10 0
GGAGGAAAAGAAACTAACCAGGAT 24 25846 _12 10 2
AGGAAAAGAAACTAACCAGGAT 22 7121_12 11 1
AGGAAAAGAAACTAACCAGGATT 23_13209_11 11 0
GGAGGAAAAGAAACTAACCAGGA 23.10290_14 13 1
GGAGGAAAAGAAACTAACCAGGATT 25_45886_15 15 0
AGGAAAAGAAACTAACCAGGATTC 24 _17918_18 18 0
AGGAAAAGAAACTAACCAGGATTCCCTCAGTA 32178220 20 0
GAGGAAAAGAAACTAACCAGGATTCCCTC 29 9576_22 22 0
GAGGAAAAGAAACTAACCAGGAT 23_5064_29 25 4
GCGGAGGAAAAGAAACTAACCAGGAT 26_32116_31 25 6
AGGAAAAGAAACTAACCAGGA 21_2424 27 27 0
CGGAGGAAAAGAAACTAACCAGGATTCCCTCA 32 1162 31 28 3




GGAGGAAAAGAAACTAACCAGGATTCC 27_31919_28 28 0
CGGAGGAAAAGAAACTAACCAGGAT 25_22370_33 29 4
GGAGGAAAAGAAACTAACCAGGATTC 26_30211_33 31 2
AGGAAAAGAAACTAACCAGGATTCCCTCA 29 6332 34 32 2
AGGAAAAGAAACTAACCAGGATTCCCT 27_20468_45 36 9
GCGGAGGAAAAGAAACTAACCAGGA 2519092 39 36 3
GAGGAAAAGAAACTAACCAGGA 22 2187 44 39 5
GCGGAGGAAAAGAAACTAACCAGGATTCCCT 31_1018_45 42 3
GGAGGAAAAGAAACTAACCAGGATTCCC 28_10515_50 46 4
GAGGAAAAGAAACTAACCAGGATT 246994 _48 47 1
AGGAAAAGAAACTAACCAGGATTCCCTC 28 _9739_54 51 3
CGGAGGAAAAGAAACTAACCAGGATT 26_18393_57 51 6
GAGGAAAAGAAACTAACCAGGATTCCCT 28_8264_64 59 5
CGGAGGAAAAGAAACTAACCAGGA 24 4924 69 62 7
CGGAGGAAAAGAAACTAACCAGGATTCCCT 30_1168_70 62 8
GCGGAGGAAAAGAAACTAACCAGGATT 27_13212_71 65 6
AGGAAAAGAAACTAACCAGGATTCCC 26_13572_78 66 12
AGGAAAAGAAACTAACCAGGATTCCCTCAG 30_1176_69 67 2
AGGAAAAGAAACTAACCAGGATTCCCTCAGT 31_581_79 74 5
GGAGGAAAAGAAACTAACCAGGATTCCCTC 30_1006_82 76 6
AGGAAAAGAAACTAACCAGGATTCC 25_9683_80 77 3
GAGGAAAAGAAACTAACCAGGATTCCC 27_8935_106 95 11
GCGGAGGAAAAGAAACTAACCAGGATTCC 29 2220 96 95 1
GAGGAAAAGAAACTAACCAGGATTCC 26_9588 112 107 5
GCGGAGGAAAAGAAACTAACCAGGATTCCC 30_707_114 107 7
CGGAGGAAAAGAAACTAACCAGGATTCC 28 4192 126 116 10
GAGGAAAAGAAACTAACCAGGATTC 255219 149 134 15
CGGAGGAAAAGAAACTAACCAGGATTCCC 29 1387_150 143 7
GCGGAGGAAAAGAAACTAACCAGGATTC 28_2627_197 180 17
CGGAGGAAAAGAAACTAACCAGGATTC 27_4873_196 187 9
GCGGAGGAAAAGAAACTAACCAGGATTCCCTC 32132 230 211 19
CGGAGGAAAAGAAACTAACCAGGATTCCCTC 31_92 388 332 56
GATACGTCTGTACCGCTGCCGGACAGG 27 217272 3 0 3
TAGTCTATGCGAGAGGCTCTGGTACC 26_74432 12 0 12
TAGTCTATGCGAGAGGCTCTGGTACCA 27_70497_11 0 11
CAAGATGATGATGATGATGCTGACC 25_211581_2 0 2
TGCGAGATTGAGGAGGATATATGCCT 26214922 3 0 3
TGGACATGGTCAGCAACAATACTCAGGT 28_179708_2 1 1
GGTCGGGCTGGGGTGCGAAGCGGGGCTGGG 30_39404 2 1 1
GGTCGGGCTGGGGTGCGAAGCGGGGCTGGGCA 3217799 2 2 0
GTCGGGCTGGGGTGCGAAGCGGGGCTGGGCAC 32 17788 2 2 0
TCTGAGATGTGGGTCCCCAGGAA 23 70420 2 1 1

TGAGATGTGGGTCCCCAGGAACTT

24 92147 3




CTCTGAGATGTGGGTCCCCAGGAAC 25.310845_2 2 0
TCTTAGATGTGGGTCCCCAGGAACT 25 291813 2 2 0
TCTGAGATGTGGGTCCCCAGGAAC 24 27106_11 7 4
TCTGAGATGTGGGTCCCCAGGAACTT 26_107603_8 8 0
TCTGAGATGTGGGTCCCCAGGAACT 25_33786_21 19 2
CACACTTCTTCGGGTTGGCCGTGAGCCCA 29_75875_2 0 2
CGCACACTTCTTCGGGTTGGCCGTGAGCCC 30_13517_5 0 5
CACACTTCTTCGGGTTGGCCGTGAG 25_130354_4 1 3
CACACTTCTTCGGGTTGGCCGTGAGCCC 28 22475 22 1 21
CACACTTCTTCGGGTTGGCCGTGAGCCCC 29 1914510 1 9
CACACTTCTTCGGGTTGGCCGTGAGCCCT 29 42709_4 1 3
CGCACACTTCTTCGGGTTGGCCGTGAG 27_315961_2 1 1
CACACTTCTTCGGGTTGGCCGTGAGCC 27_176789_4 3 1
TGGAGACAAGGGGATCTGCCAGTAG 25_173498_3 0 3
ACCACAGGGATAACTGGCTTGT 22 27919 3 2 1
AGTTACCACAGGGATAACTGGCTTGTGG 28 225159 2 2 0
CACAGGGATAACTGGCTTGTGGCGG 25_308696_2 2 0
GTTACCACAGGGATAACTGGCTTGTGGCGGG 31.23235.2 2 0
TACCACAGGGATAACTGGCTTGT 23 73391 2 2 0
ACAGGGATAACTGGCTTGTGGC 22 16813_5 3 2
GGGATAACTGGCTTGTGGCGG 21.22180_3 3 0
ACAGGGATAACTGGCTTGTGGCG 23 21592 6 4 2
AGTTACCACAGGGATAACTGGCTTG 25_118686_5 4 1
ACAGGGATAACTGGCTTGTGGCGG 24 31985_9 5 4
TTACCACAGGGATAACTGGCTTGT 24 58840_5 5 0
CCACAGGGATAACTGGCTTGT 21_4401_14 12 2
CAGGGATAACTGGCTTGTGGCG 22 7103_13 13 0
AGGGATAACTGGCTTGTGGCG 213552 18 16 2
GTTACCACAGGGATAACTGGCTTG 24 20000_16 16 0
ACCACAGGGATAACTGGCTTG 21_2568_25 17 8
TACCACAGGGATAACTGGCTTG 22_4034_23 17 6
AGGGATAACTGGCTTGTGGCGG 22 4376_21 18 3
CAGGGATAACTGGCTTGTGGCGG 23_6930_21 19 2
TTACCACAGGGATAACTGGCTTG 23 3872_39 35 4
CATGCCTTGCACTTTGTGAGCTGTGCA 27289094 _2 1 1
GCATTTGTGGTTCAGTGGTAGAATTATCGCC 31_24626_2 2 0
GCATGTGGTTCCGTGGTAGAATTCTCGCC 29 _69003_3 3 0
AAACTCCATCTAAGGCTAAATACCGG 26_323023_2 1 1
GGTGGTAAACTCCATCTAAGGCT 23_64036_2 1 1
TGGTAAACTCCATCTAAGGCTAA 23 31875_4 1 3
AACTCCATCTAAGGCTAAATACCG 24 92639 3 2 1
CTCCATCTAAGGCTAAATACCGGCCC 26_392075_2 2 0
GGTAAACTCCATCTAAGGCTAA 22 15110_5 2 3




GGTAAACTCCATCTAAGGCTAAATA 25_165789_3 2 1
GTAAACTCCATCTAAGGCTAAATACCGG 28 227304 2 2 0
GTAAACTCCATCTAAGGCTAAATACCGGCACGA 33_7318 3 2 1
TGGGTGGTAAACTCCATCTAAGGCTA 26_383491_2 2 0
TGGTAAACTCCATCTAAGGCTAAATA 26_369531_2 2 0
AAACTCCATCTAAGGCTAAATAC 23 46366_3 3 0
AAACTCCATCTAAGGCTAAATACCGGCACGAG 32 5422 5 3 2
AACTCCATCTAAGGCTAAATACCGG 25_197891_3 3 0
AACTCCATCTAAGGCTAAATACCGGCA 27_248588_3 3 0
AACTCCATCTAAGGCTAAATACCGGCACGA 30_27049 3 3 0
CGGGTGGTAAACTCCATCTAAGGCTA 26_265111_3 3 0
CTCCATCTAAGGCTAAATACCGGCACGA 28_101616_4 3 1
GGGTGGTAAACTCCATCTAAGGCTA 25196354 3 3 0
GGTAAACTCCATCTAAGGCTAAATACC 27_153093_4 3 1
TAAACTCCATCTAAGGCTAAATAC 24 100875_3 3 0
TAAACTCCATCTAAGGCTAAATACCG 26_270015_3 3 0
TAAACTCCATCTAAGGCTAAATACCGGCA 29_46127_4 3 1
TAAACTCCATCTAAGGCTAAATACCGGCACGA 3210240 3 3 0
TCCATCTAAGGCTAAATACCGG 22 29272 3 3 0
TCCATCTAAGGCTAAATACCGGCA 24 96299 _3 3 0
TCCATCTAAGGCTAAATACCGGCACGA 27_235707_3 3 0
TGGTAAACTCCATCTAAGGCTA 22 29016_3 3 0
TGGTAAACTCCATCTAAGGCTAAA 24_101761_3 3 0
TGGTAAACTCCATCTAAGGCTAAAT 25_196093_3 3 0
TGGTAAACTCCATCTAAGGCTAAATAC 27249874 3 3 0
TGGTAAACTCCATCTAAGGCTAAATACC 28 156801_3 3 0
AAACTCCATCTAAGGCTAAATACCG 25_152190_4 4 0
ACTCCATCTAAGGCTAAATACCG 23 22552 6 4 2
ACTCCATCTAAGGCTAAATACCGGCA 26_157177_5 4 1
CCATCTAAGGCTAAATACCGGCA 23 35612 4 4 0
CCATCTAAGGCTAAATACCGGCACGAG 27_185579_4 4 0
GGGTGGTAAACTCCATCTAAGGCT 24_74057_4 4 0
GGTAAACTCCATCTAAGGCTAAATAC 26_200369_4 4 0
GTAAACTCCATCTAAGGCTAAATAC 25_113639_5 4 1
GTAAACTCCATCTAAGGCTAAATACCG 27_178086_4 4 0
AAACTCCATCTAAGGCTAAATACCGGCACG 30_15828_5 5

ACTCCATCTAAGGCTAAATACCGG 24 _48488_6 5 1
CATCTAAGGCTAAATACCGGCA 22 174555 5 0
CCATCTAAGGCTAAATACCGG 21 128925 5 0
GTAAACTCCATCTAAGGCTAAATACCGGCA 30_12081_6 5 1
GTAAACTCCATCTAAGGCTAAATACCGGCACGAG 34_4613_5 5 0
AAACTCCATCTAAGGCTAAATA 22 9494 9 6 3
AAACTCCATCTAAGGCTAAATACCGGCAC 29 32543 6 6 0




AACTCCATCTAAGGCTAAATAC 22 14655_6 6 0
AACTCCATCTAAGGCTAAATACCGGCACGAG 31_6864_6 6 0
GGTAAACTCCATCTAAGGCTAAAT 24 _48799_6 6 0
TAAACTCCATCTAAGGCTAAATA 23 16456_8 6 2
TCCATCTAAGGCTAAATACCGGCACGAG 28_77944_6 6 0
AAACTCCATCTAAGGCTAAAT 21_9035_7 7 0
AAACTCCATCTAAGGCTAAATACC 24 43232 7 7 0
TCCATCTAAGGCTAAATACCG 21_8898_7 7 0
CATCTAAGGCTAAATACCGGCACGAG 26_107367_8 8 0
CTCCATCTAAGGCTAAATACCGGCA 25_79134_8 8 0
GGTAAACTCCATCTAAGGCTAAA 23_17766_8 8 0
GTAAACTCCATCTAAGGCTAAATACCGGCACG 32.3220_10 8 2
TAAACTCCATCTAAGGCTAAATACCGGCACGAG 33.2655_11 8 3
AACTCCATCTAAGGCTAAATA 21557511 9 2
ACTCCATCTAAGGCTAAATAC 216992 9 9 0
GTAAACTCCATCTAAGGCTAAATACCGGCAC 31_4531.9 9 0
AACTCCATCTAAGGCTAAATACCGGCACG 29 18281 11 10 1
AAACTCCATCTAAGGCTAAATACCGGC 27_73973_11 11 0
CTCCATCTAAGGCTAAATACCGGC 24 25805_12 11 1
GGTAAACTCCATCTAAGGCTA 215192 12 11 1
TCCATCTAAGGCTAAATACCGGC 23_12019_12 11 1
CTCCATCTAAGGCTAAATACCGG 23.10027_14 12 2
TAAACTCCATCTAAGGCTAAAT 22 7697_12 12 0
CATCTAAGGCTAAATACCGGCAC 23_.10375_14 13 1
CCATCTAAGGCTAAATACCGGC 22_7090_13 13 0
CCATCTAAGGCTAAATACCGGCACG 25_48281_14 13 1
TAAACTCCATCTAAGGCTAAA 21 _3687_17 13 4
TAAACTCCATCTAAGGCTAAATACC 25_48373_14 13 1
TCCATCTAAGGCTAAATACCGGCAC 25 4523515 13 2
AACTCCATCTAAGGCTAAATACCGGCAC 28 3149515 14 1
CCATCTAAGGCTAAATACCGGCAC 24 21030_15 14 1
CGGGTGGTAAACTCCATCTAAGGCT 25_43856_15 14 1
TAAACTCCATCTAAGGCTAAATACCGGCAC 30_5446_15 14 1
CTCCATCTAAGGCTAAATACCG 22 5165_18 16 2
GTAAACTCCATCTAAGGCTAAATA 24 17306_18 16 2
TAAACTCCATCTAAGGCTAAATACCGGCACG 31_2467_17 16 1
GTAAACTCCATCTAAGGCTAAAT 23 8223 18 17 1
ACTCCATCTAAGGCTAAATACCGGCAC 27_38638_22 18 4
GTGGTAAACTCCATCTAAGGCT 22 4790_19 18 1
ACTCCATCTAAGGCTAAATACCGGC 25_30003_24 19 5
AACTCCATCTAAGGCTAAATACC 23 7073_21 21 0
AACTCCATCTAAGGCTAAATACCGGC 26_41591 23 21 2
GTAAACTCCATCTAAGGCTAAATACC 26 42112 23 21 2




TAAACTCCATCTAAGGCTAAATACCGGC 28 22983 22 21 1
GTAAACTCCATCTAAGGCTAAA 22 3165_30 23 7
ACTCCATCTAAGGCTAAATACCGGCACGAG 30_2995_27 24 3
TCCATCTAAGGCTAAATACCGGCACG 26_40853_24 24 0
ACTCCATCTAAGGCTAAATACC 22 2810 34 25 9
CATCTAAGGCTAAATACCGGCACGA 25_27964_26 25 1
GTAAACTCCATCTAAGGCTAAATACCGGC 29_7067_30 25 5
CATCTAAGGCTAAATACCGGCACG 24 12796_26 26 0
CTCCATCTAAGGCTAAATACCGGCACGAG 29 _6669_32 26 6
ACTCCATCTAAGGCTAAATACCGGCACG 28 12423 42 28 14
TGGTAAACTCCATCTAAGGCT 21_1817_36 28 8
GTAAACTCCATCTAAGGCTAA 21153243 32 11
CTCCATCTAAGGCTAAATACCGGCAC 26_25566_40 38 2
CTCCATCTAAGGCTAAATACCGGCACG 27_18077_51 41 10
CTCCATCTAAGGCTAAATACC 21_1031_63 48 15
ACGCGGAAGACCGGGGTTCAATTCCCCGACG 31_7360_5 0 5
ACGCGGAAGACCGGGGTTCAATTCCCCGACGA 32 3666_8 0 8
CGCGGAAGACCGGGGTTCAATTCCCCGACG 3022125 3 0 3
CGCGGAAGACCGGGGTTCAATTCCCCGACGA 31_15977_2 0 2
GCGGAAGACCGGGGTTCAATTCCCCGACGA 30_18758_4 0 4
GCGGAAGACCGGGGTTCAATTCCCCGACGAG 3112022 3 0 3
GCGGAAGACCGGGGTTCAATTCCCCGACGAGG 328925 3 0 3
CGCGGAAGACCGGGGTTCAATTCCCCGACGAG 32 8824 3 1 2
CTCACCTGCCGAATCAACTAGCCCA 25250447 2 0 2
AACAACTCACCTGCCGAATCAACTAGCCCTG 317279 5 1 4
ACAACTCACCTGCCGAATCAACTAG 25 244895 2 1 1
CAACTCACCTGCCGAATCAAC 21 31712 2 1 1
CAACTCACCTGCCGAATCAACTAG 24 846533 1 2
GTGTAACAACTCACCTGCCGAATCAAC 27 335842 2 1 1
AACTCACCTGCCGAATCAACTA 22 46940 2 2 0
ACAACTCACCTGCCGAATCAA 21_37370_2 2 0
ACAACTCACCTGCCGAATCAAC 22 51881_2 2 0
ACTCACCTGCCGAATCAACTAGCCCA 26_385915_2 2 0
CTCACCTGCCGAATCAACTAGCCCTG 26_130194_6 2 4
GTAACAACTCACCTGCCGAATCAAC 25_184830_3 2 1
GTAACAACTCACCTGCCGAATCAACT 26_115080_7 2 5
GTAACAACTCACCTGCCGAATCAACTA 27_390030_2 2 0
GTGTAACAACTCACCTGCCGAATC 24 39765_7 2 5
GTGTAACAACTCACCTGCCGAATCA 25321969 _2 2 0
TGTAACAACTCACCTGCCGAATCAACTA 28 242154 2 2 0
TGTGTAACAACTCACCTGCCGAATCAACTA 3043745 2 2 0
TGTGTAACAACTCACCTGCCGAATCAACTAG 31_12827 3 2 1
AACAACTCACCTGCCGAATCAAC 23 33411 4 3 1




AACAACTCACCTGCCGAATCAACT 24 94038_3 3 0
GTAACAACTCACCTGCCGAATC 22 18256_4 3 1
GTAACAACTCACCTGCCGAATCAACTAGC 29 66084_3 3 0
GTGGAACAACTCACCTGCCGAATCAACT 28 150737_3 3 0
GTGTAACAACTCACCTGCCGAATCAACTAGC 3113502 3 3 0
TAACAACTCACCTGCCGAATCAAC 24 101587_3 3 0
TAACAACTCACCTGCCGAATCAACTAGCCCTG 32 7123 4 3 1
TGTAACAACTCACCTGCCGAATCAA 25_105713_5 3 2
ACAACTCACCTGCCGAATCAACT 23_34082_4 4 0
ACAACTCACCTGCCGAATCAACTAGCC 27_182669_4 4 0
ACAACTCACCTGCCGAATCAACTAGCCCTG 30_20597_4 4 0
ACTCACCTGCCGAATCAACTAGCCCTG 27_186384_4 4 0
CTCACCTGCCGAATCAACTAG 21_16068_4 4 0
GTAACAACTCACCTGCCGAATCAACTAGCC 30_20554_4 4 0
TAACAACTCACCTGCCGAATCAACT 2597492 6 4 2
AACTCACCTGCCGAATCAACT 21 127105 5 0
CAACTCACCTGCCGAATCAACTAGC 25_121028_5 5 0
TAACAACTCACCTGCCGAATCAACTAGC 28_65316_7 5 2
TGTAACAACTCACCTGCCGAATCA 24 48215 6 5 1
TGTGTAACAACTCACCTGCCGAATCA 26_105496_8 5 3
TGTGTAACAACTCACCTGCCGAATCAAC 28_65402_7 5 2
AACTCACCTGCCGAATCAACTAGC 24_50249_6 6 0
CAACTCACCTGCCGAATCAACTAGCCCTG 29 33043_6 6 0
CTCACCTGCCGAATCAACTAGC 22 14680_6 6 0
TGTAACAACTCACCTGCCGAATCAACTAG 29 2787217 6 1
TGTGTAACAACTCACCTGCCGAATC 25_88626_7 6 1
CAACTCACCTGCCGAATCAACT 22 11094_8 7 1
GTGTAACAACTCACCTGCCGAATCAACTAGCC 32 3414 9 7 2
AACAACTCACCTGCCGAATCAACTAGCC 28 45563_10 8 2
AACAACTCACCTGCCGAATCAACTAGCCC 29_19730_10 8 2
ACTCACCTGCCGAATCAACTAGCC 24 321179 8 1
TGTGTAACAACTCACCTGCCGAATCAACTAGC 32.3196_10 8 2
AACTCACCTGCCGAATCAACTAGCC 25_50762_13 9 4
AACTCACCTGCCGAATCAACTAGCCC 26_67615_13 9 4
ACAACTCACCTGCCGAATCAACTAGC 26_79584_11 9 2
CTCACCTGCCGAATCAACTAGCC 23_11789_12 9 3
ACTCACCTGCCGAATCAACTAGCCC 25_51611_13 10 3
CAACTCACCTGCCGAATCAACTAGCC 26_69157_13 10 3
GTAACAACTCACCTGCCGAATCAACTAGCCC 31_3575_11 10 1
TAACAACTCACCTGCCGAATCAACTAGCC 29 1785211 10 1
ACAACTCACCTGCCGAATCAACTAGCCC 28_33791_14 11 3
TGTGTAACAACTCACCTGCCGAATCAACT 29 10594 19 11 8
TGTAACAACTCACCTGCCGAATC 23 9734 15 13 2




CAACTCACCTGCCGAATCAACTAGCCC 27_48605_17 15 2
GTAACAACTCACCTGCCGAATCAACTAGCCCT 32 1540 23 16 7
TAACAACTCACCTGCCGAATCAACTAGCCC 30_3533_23 16 7
TGTAACAACTCACCTGCCGAATCAACTAGC 30_3896_21 16 5
AACTCACCTGCCGAATCAACTAGCCCT 27_25404_35 19 16
GTGTAACAACTCACCTGCCGAATCAACT 28 23566_21 19 2
TGTAACAACTCACCTGCCGAATCAAC 26_41668_23 19 4
ACAACTCACCTGCCGAATCAACTAGCCCT 29 6428 33 20 13
TAACAACTCACCTGCCGAATCAACTAGCCCT 31_1569 28 20 8
CTCACCTGCCGAATCAACTAGCCC 24 11736_28 21 7
AACAACTCACCTGCCGAATCAACTAGCCCT 30_3051_27 23 4
ACTCACCTGCCGAATCAACTAGCCCT 26_21815_47 33 14
TGTAACAACTCACCTGCCGAATCAACTAGCCC 32_735_49 34 15
CAACTCACCTGCCGAATCAACTAGCCCT 28 10857_48 38 10
TGTAACAACTCACCTGCCGAATCAACTAGCC 31_1021_45 38 7
CTCACCTGCCGAATCAACTAGCCCT 25_10796_71 47 24
TGTAACAACTCACCTGCCGAATCAACT 27_15020_62 51 11
TTACTCAGGTCCAGCTCTCTCAGCCG 26_380167_2 2 0
TGTTACTCAGGTCCAGCTCTCTCAGCCT 28_156173_3 3 0
TACTCAGGTCCAGCTCTCTCAGCCT 25_151487_4 4 0
TTACTCAGGTCCAGCTCTCTCAGCCT 26_88224 10 10 0
AAGAGGGAAGAGCCCAGCGCCGAATC 26_232470_3 1 2
AGAGGGAAGAGCCCAGCGCCGAATC 25_264701_2 1 1
AGAGGGAAGAGCCCAGCGCCGAATCC 26_210776_3 1 2
CGAAGAGGGAAGAGCCCAGCGCCGAATCC 29 95416_2 1 1
AAGAGGGAAGAGCCCAGCGCCGAATCC 27359833 2 2 0
AGCGAAGAGGGAAGAGCCCAGCGCCGAATCCC 3216449 2 2 0
GAAGAGGGAAGAGCCCAGCGCCGAATC 27_204936_3 2 1
GAGGGAAGAGCCCAGCGCCGAATCCCCG 28_228638_2 2 0
GCGAAGAGGGAAGAGCCCAGCGCCGAATCCC 31_23509 2 2 0
GGAAGAGCCCAGCGCCGAATCC 22_50966_2 2 0
AGGGAAGAGCCCAGCGCCGAATC 23 33533 4 3 1
GAAGAGGGAAGAGCCCAGCGCCGAATCC 28105494 _4 3 1
GAGCGAAGAGGGAAGAGCCCAGCGCCGAATCCCC 34 7122 3 3 0
GCGAAGAGGGAAGAGCCCAGCGCCGAATCC 30_27976_3 3 0
AGCGAAGAGGGAAGAGCCCAGCGCCGAATCC 31_10418_4 4 0
AGGGAAGAGCCCAGCGCCGAATCC 24 578135 5 0
AGGGAAGAGCCCAGCGCCGAATCCCCGTC 29 31930_6 5 1
AGGGAAGAGCCCAGCGCCGAATCCCCGTCCGA 32 3958 8 8 0
TGGATTGAGGTCTGGTGACTGTGGAGG 27393335 2 2 0
TGGATTGAGGTCTGGTGACTGTG 23_47081_3 3 0
TGGATTGAGGTCTGGTGACTGTGGA 25_188773_3 3 0
ATAACTCTGAGATGGTCAACCAGTAACT 28 82098_5 1 4




TAACTCTGAGATGGTCAACCAGTAACT 273384 282 68 214
TGTCATGCCTTGCACTTTGTGAGCTG 26_302088_2 0 2
TGTCATGCCTTGCACTTTGTGAGCTGT 27_300667_2 0 2
TTGTCATGCCTTGCACTTTGTGAGCTG 271453975 4 1
TGTGATTGACAGTGAAATGGGTGTA 25 125268 _4 0 4
TGATTGACAGTGAAATGGGTGTAACC 26_246515_3 2 1
AAGATTGGAAAAATGTTGCCTGGTC 25 260761_2 0 2
CAAGATTGGAAAAACGTTGCCTGTTCT 27_320515_2 0 2
TAGAAGATTGGAAAAATGTTGCCTGGTC 28_218608_2 0 2
CAATAGAAGATTGGAAAAACGTTGCCA 27_305033_2 1 1
GAAGATTGGAAAAACGTTGCCTGG 24 113544 2 1 1
GACAATAGAAGATTAGAAAAACGTTGCCT 29 76991_2 1 1
TAGAAGATTGGAAAAACGTTGCCT 24 117444 2 1 1
AAGATTGGAAAAACGTTGCCTGGTCT 26_376793_2 2 0
AAGATTGGAAAAACTTTGCCTGGTCT 26213432 3 2 1
AATAGAAGATTGGAAAAACGTTGCCT 26_248805_3 2 1
AATAGAAGATTGGAAAAACTTTGCCT 26_382772_2 2 0
AGATTGGAAAAACGTTGCCTGGTC 24_77965_3 2 1
ATAGAAGATTGGAAAAACTTTGCCT 25 327110_2 2 0
GAAGATTGGAAAAACATTGCCTGGTC 26_420874_2 2 0
GACAATAGAAGATTGGATAAACGTTGCCT 29 51507_3 2 1
AAGATTGGAAAAACATTGCCTGGTC 25188484 3 3 0
AGAAGATTGGAAAAACTTTGCCTGG 25_188202_3 3 0
ATTGGAAAAACGTTGCCTGGTCTGAT 26_260303_3 3 0
GAAGATTGGATAAACGTTGCCTGGTC 26_271773_3 3 0
AGAAGATTGGAAAAACTTTGCCTGGTC 27_187701_4 4 0
CAATAGAAGATTGGAAAAACATTGCCT 27.100421_7 4 3
CAATAGAAGATTGGAAAAACTTTGCCT 27145494 5 4 1
GAAGATTGGAAAAACGTTGCCTGGTCT 27_180962_4 4 0
GAAGATTGGAAAAACTTTGCCTGGT 25 121351 5 5 0
GAAGATTGGAAAAACTTTGCCTGGTCT 271082257 6 1
GAAGATTGGAAAAATGTTGCCTGGTC 26_94531_9 7 2
TAGAAGATTGGAAAAACTTTGCCTGGTC 28_51760_9 7 2
TAGAAGATTGGAAAAACTTTGCCTGG 26_69246_13 9 4
AAGATTGGAAAAACGTTGCCTGGTC 25_36482_19 10 9
CAATAGAAGATTGGAAAAACGTTGCCT 27_48785_17 12 5
GACAATAGAAGATTGGAAAAACGTTGCCT 29 9904 21 13 8
GACAATAGAAGATTGGAAAAACTTTGCC 28 35265_14 14 0
AAGATTGGAAAAACTTTGCCTGGTC 25_30050_24 23 1
GAAGATTGGAAAAACGTTGCCTGGTC 26_35054_28 24 4
GACAATAGAAGATTGGAAAAACTTTGCCT 29 2187 97 86 11
GAAGATTGGAAAAACTTTGCCTGGTC 269915 108 87 21
TCTGCTCCACGGGAGGTTTCTGTCCTCC 28 35744 13 0 13




TCTGCTCCACGGGAGGTTTCTGTCCT 26_208686_3 1 2
TCTGCTCCACGGGAGGTTTCTGTCC 2593925 6 3 3
TCTAACGCGCGCGCGAGTCAGAGGGCA 27 275721 2 0 2
ACGCGCGCGCGAGTCAGAGGGCTCGT 26_209734_3 1 2
TAACGCGCGCGCGAGTCAGAGG 22 20156_4 1 3
TCTAACGCGCGCGCGAGTCAGAGGG 25_245026_2 1 1
TCTAACGCGCGCGCGAGTCAGAGGGCG 27_298946_2 1 1
GTCTAACGCGCGCGCGAGTCAGAGGG 26_366025_2 2 0
TAACGCGCGCGCGAGTCAGAGGG 23_26887_5 3 2
ACGCGCGCGCGAGTCAGAGGG 21.9737_6 4 2
AACGCGCGCGCGAGTCAGAGGG 22_14409_6 5 1
CTAACGCGCGCGCGAGTCAGAGGG 24_48036_6 5 1
AACGCGCGCGCGAGTCAGAGG 21_4791_13 8 5
CTAACGCGCGCGCGAGTCAGAGG 23 14282 10 9 1
ACGCGCGCGCGAGTCAGAGGGCTC 24_12000_27 10 17
TAACGCGCGCGCGAGTCAGAGGGCTC 26_59611_15 11 4
TAACGCGCGCGCGAGTCAGAGGGCTCG 27_35105_25 11 14
AACGCGCGCGCGAGTCAGAGGGCTC 25_24305_30 13 17
GTCTAACGCGCGCGCGAGTCAGAGGGC 27_55517_15 14 1
TCTAACGCGCGCGCGAGTCAGAGGGC 26_44618_21 14 7
TAACGCGCGCGCGAGTCAGAGGGC 24_17825_18 15 3
TAACGCGCGCGCGAGTCAGAGGGCT 25_35366_20 16 4
CTAACGCGCGCGCGAGTCAGAGGGCTC 2726244 34 21 13
CTAACGCGCGCGCGAGTCAGAGGGCT 26_35247_28 22 6
AACGCGCGCGCGAGTCAGAGGGCTCG 26_22252 46 23 23
AACGCGCGCGCGAGTCAGAGGGC 233999 38 24 14
CTAACGCGCGCGCGAGTCAGAGGGC 25_21094_35 27 8
ACGCGCGCGCGAGTCAGAGGGC 22 2633_36 28 8
ACGCGCGCGCGAGTCAGAGGGCT 23_3677_41 30 11
TCTAACGCGCGCGCGAGTCAGAGGGCT 27_15704_59 31 28
AACGCGCGCGCGAGTCAGAGGGCT 24_6216_54 37 17
ACGCGCGCGCGAGTCAGAGGGCTCG 25_12446_61 38 23
TCGGTCGGGCTGGGGTGCGAAGCGGGA 27_378709_2 2 0
CGGTCGGGCTGGGGTGCGAAGCGGGGCTG 29 14278 14 13 1
GTCGGTCGGGCTGGGGTGCGAAGCGGG 2733927 _26 25 1
GTCGGTCGGGCTGGGGTGCGAAGCGGGG 28_17217_30 29 1
CGGTCGGGCTGGGGTGCGAAGCGGG 25_19281_39 39 0
CGGTCGGGCTGGGGTGCGAAGCGGGGCT 28_10954_48 43 5
CGGTCGGGCTGGGGTGCGAAGCGGGG 26_20007_52 46 6
TCGGTCGGGCTGGGGTGCGAAGCGGGG 27_17569_53 49 4
TCGGTCGGGCTGGGGTGCGAAGCGGGGCT 29_3763_57 50
TCGGTCGGGCTGGGGTGCGAAGCGGG 26_18382_57 53 4
GTCGGTCGGGCTGGGGTGCGAAGCGGGGC 29_1910_110 105 5




TCGGTCGGGCTGGGGTGCGAAGCGGGGC 28_2226_231 223 8
CGGTCGGGCTGGGGTGCGAAGCGGGGC 27_3559_268 267 1
CCTGAGCCTCCCCTCTTACCTGCCC 25 211237 2 0 2
GCATTGGGGGTTCAGGGGTAGAATTCTCGCCT 3216774 2 2 0
GCATTTGTGGTTCAGGGGTAGAATTCTCGCCT 32_7016_4 3 1
TCTGTACGATTCCCCCTGAGTCTCCA 26_140427_5 0 5
TCTGTACGATTCCCCCTGAGTCTCC 25192311 3 3 0
GTGTGTGTGTGTGTGTGTGTGTGTGC 26_308394_2 0 2
CTGGTCAAGAAAGCTCACCAGCGCCT 26_185781_4 1 3
TGGTCAAGAAAGCTCACCAGCGCCTC 26_359960_2 1 1
TGGTCAAGAAAGCTCACCAGCGCCTCT 27_165855_4 1 3
TGGTCAAGAAAGCTCACCAGCGCCT 25_28176_25 10 15
TCCCTGTGGCAACTTTTCTGACACC 25 221872 2 0 2
TCCCTGTGGGAACTTTTCTGACACC 25_168120_3 0 3
ACCCTGTTGAGCTTGACTCTAGCCTGG 27_273010_2 0 2
ACCCTGTTGAGCTTGACTCTGGTCTGG 27284249 2 0 2
ACCCTGTTGAGGTTGACTCTAGTCTGGCACT 31_18909 2 0 2
AAGGCCCTGTTGAGCTTGACTCTAGTCTGGCA 32 14058 2 1 1
ACCCTGTTGAGATTGACTCTAGTCTGG 27_325089_2 1 1
ACCCTGTTGAGCTTGACACTAGTCTGG 27_307930_2 1 1
ACCCTGTTGAGCTTGACTCTAGACTGG 27_303056_2 1 1
ACCCTGTTGAGCTTGACTCTAGTCTGGCACTT 3210947 _2 1 1
CCCTGTTGAGCTTGACACTAGTCTGGCACT 30_35490_2 1 1
CTGGTGAGCTTGACTCTAGTCTGGC 25_275663_2 1 1
CTGTTGAGCTTGACACTAGTCTGGCACT 28_142847_3 1 2
CTGTTGAGCTTGACTCTAGTCTGGCACA 28 216927 2 1 1
TTGAGCTTGACTCTAGTCTGGCAC 24 112699_2 1 1
AAGACCCTGTTGAGCTTGACACTAGTCTGG 30_46647_2 2 0
ACCCTGTTGAGCTTCACTCTAGTCTGG 27_387748_2 2 0
ACCCTGTTGAGCTTGACTCTAGACTGGCACT 3122690 2 2 0
ACCCTGTTGAGCTTGACTCTAGGCTGG 27_389471_2 2 0
CCTGTTCAGCTTGACTCTAGTCTGGCACT 29 112628_2 2 0
CCTGTTGAGCTCGACTCTAGTCTGGCACT 29_114066_2 2 0
CTGTTGAGCTTGACTCTATTCTGGCACT 28243494 2 2 0
GAATACCCTGTTGAGCTTGACTCTAGTCTGGC 32 15557 2 2 0
GAATACCCTGTTGAGCTTGACTCTAGTCTGGCA 3313263 2 2 0
TAAGACCCTGTTGAGCTTGACTCTAGTCTGG 31.23194 2 2 0
TACCCTGTTGAGCTTGACTCTAGTCTGG 28 236782 2 2 0
TACCCTGTTGAGCTTGACTCTAGTCTGGCACT 3216417 2 2 0
AAGGCCCTGTTGAGCTTGACTCTAGTCTGG 30_28169 3 3 0
ACCCTGTTGAGGTTGACTCTAGTCTGG 27_172565_4 3 1
ACCGTGTTGAGCTTGACTCTAGTCTGG 27 122423 6 3 3
CCTTTTGAGCTTGACTCTAGTCTGGC 26_199412_4 4 0




TGAGCTTGACTCTAGTCTGGCA 22 22356_4 4 0
CCCTGTTGAGCTTGACTCTAGTCTGGCAC 29 22291 9 9 0
CCCTGTTGAGCTTGACTCTAGTCTGGCACTGT 32_3206_10 9 1
GTTGAGCTTGACTCTAGTCTGGCACTGT 28_47349_10 9 1
TGTTGAGCTTGACTCTAGTCTGGCACTGT 29 22123 9 9 0
TTGAGCTTGACTCTAGTCTGGCA 23 12726_11 9 2
GACCCTGTTGAGCTTGACTCTAGTCTGGCAC 31.3723_11 10 1
AAGACCCTGTTGAGCTTGACTCTAGTCTGGCAC 33.2247 13 11 2
AGACCCTGTTGAGCTTGACTCTAGTCTGGCAC 32.2526_13 11 2
TGTTGAGCTTGACTCTAGTCTGGCAC 26_74460_12 11 1
TTGAGCTTGACTCTAGTCTGGCACTGT 27_73582_11 11 0
CCTGTTGAGCTTGACTCTAGTCTGG 25_42495_16 14 2
CTGTTGAGCTTGACTCTAGTCTGG 24 21028_15 14 1
TGTTGAGCTTGACTCTAGTCTGGCA 25_41640_16 15 1
GTTGAGCTTGACTCTAGTCTGGCA 2419940_16 16 0
GACCCTGTTGAGCTTGACTCTAGTCTGGCA 30_4375_19 17 2
CCTGTTGAGCTTGACTCTAGTCTGGCA 27_33373_26 19 7
TGTTGAGCTTGACTCTAGTCTGG 23 628523 19 4
CTGTTGAGCTTGACTCTAGTCTGGCACTGT 303585 23 20 3
CCTGTTGAGCTTGACTCTAGTCTGGCAC 28_21909_23 21 2
ACCCTGTTGAGCTTGACTCTAGTCTGGCAC 30_2058_40 23 17
AGACCCTGTTGAGCTTGACTCTAGTCTGGCA 31_1756_25 23 2
CCCTGTTGAGCTTGACTCTAGTCTGGCA 28_16306_31 24 7
CTGTTGAGCTTGACTCTAGTCTGGCAC 27_27043_33 25 8
CCTGTTGAGCTTGACTCTAGTCTGGCACTGT 31_1709_26 26 0
CTGTTGAGCTTGACTCTAGTCTGGCA 26_33130_30 26 4
ACCCTGTTGAGCTTGACTCTAGTCTGGCACTGT 33_1167_29 28 1
GTTGAGCTTGACTCTAGTCTGG 22 2729 35 30 5
GACCCTGTTGAGCTTGACTCTAGTCTGGC 29_6471_33 31 2
GAAGACCCTGTTGAGCTTGACTCTAGTCTGGCA 33_878_39 35 4
AAGACCCTGTTGAGCTTGACTCTAGTCTGGCA 32_691_53 47 6
TGAGCTTGACTCTAGTCTGGCACT 24 _5438_62 50 12
CCCTGTTGAGCTTGACTCTAGTCTGG 26_15912_66 53 13
AGACCCTGTTGAGCTTGACTCTAGTCTGGC 30_1224 67 58 9
GAAGACCCTGTTGAGCTTGACTCTAGTCTGGC 32.497_71 61 10
TTGAGCTTGACTCTAGTCTGG 21_906_70 63 7
TGAGCTTGACTCTAGTCTGGCACTG 25_10279_75 68 7
ACCCTGTTGAGCTTGACTCTAGTCTGGC 28 5869_90 70 20
GTTGAGCTTGACTCTAGTCTGGCACT 26_13010_82 75 7
ACCCTGTTGAGCTTGACTCTAGTCTGGCA 29 230293 78 15
CTGTTGAGCTTGACTCTAGTCTGGC 25_7492_104 82 22
GTTGAGCTTGACTCTAGTCTGGCACTG 27_9537_99 91 8
TGAGCTTGACTCTAGTCTGGC 21 564 114 96 18




GAAGACCCTGTTGAGCTTGACTCTAGTCTGG 31_417_106 97 9
TGTTGAGCTTGACTCTAGTCTGGC 24 2866_114 98 16
TTGAGCTTGACTCTAGTCTGGCACT 25 6824 114 98 16
CCCTGTTGAGCTTGACTCTAGTCTGGCACTG 31_370_120 101 19
GACCCTGTTGAGCTTGACTCTAGTCTGGCACTG 33_257_127 102 25
GACCCTGTTGAGCTTGACTCTAGTCTGG 28 4357_121 103 18
TTGAGCTTGACTCTAGTCTGGCACTG 26_8988 120 105 15
TGTTGAGCTTGACTCTAGTCTGGCACTG 28_4529 117 112 5
CCTGTTGAGCTTGACTCTAGTCTGGC 26_7487_145 113 32
AAGACCCTGTTGAGCTTGACTCTAGTCTGG 30_570_138 115 23
AAGACCCTGTTGAGCTTGACTCTAGTCTGGC 31_329 132 115 17
AGACCCTGTTGAGCTTGACTCTAGTCTGG 29_1391_150 134 16
GTTGAGCTTGACTCTAGTCTGGC 23_821_173 136 37
TTGAGCTTGACTCTAGTCTGGC 22 565172 141 31
CCTGTTGAGCTTGACTCTAGTCTGGCACTG 30_416_182 164 18
CTGTTGAGCTTGACTCTAGTCTGGCACTG 29 1054_195 168 27
CCCTGTTGAGCTTGACTCTAGTCTGGC 27_4112_230 171 59
ACCCTGTTGAGCTTGACTCTAGTCTGGCACTG 32 140_215 174 41
TGTTGAGCTTGACTCTAGTCTGGCACT 274539 210 190 20
GACCCTGTTGAGCTTGACTCTAGTCTGGCACT 32_116_253 225 28
CCCTGTTGAGCTTGACTCTAGTCTGGCACT 30_196_314 265 49
AGACCCTGTTGAGCTTGACTCTAGTCTGGCACT 33_100_338 290 48
CCTGTTGAGCTTGACTCTAGTCTGGCACT 29_409_466 402 64
ACCCTGTTGAGCTTGACTCTAGTCTGGCACT 31_50_575 464 111
CTGTTGAGCTTGACTCTAGTCTGGCACT 28_626_709 616 93
ACCCTGTTGAGCTTGACTCTAGTCTGG 27_691_1165 696 469
TATCTCTTGATGACCTCCTCAGGA 24 82160_3 0 3
TATCTCTTGATGACCTCCTCAGGATG 26_242069_3 0 3
TTTCCTGTATCTCTTGATGACCTCCT 26_277911_2 0 2
TACCGTTTGACAGGTGTACCGCCCCAG 27_20436_45 0 45
TACCGTTTGACAGGTGTACCGCCCCAGT 28_50014_9 0 9
TTACCGTTTGACAGGTGTACCGCCCCAG 28 _61138_7 1 6
TGAGCTCGCCTTAGGACACCTGCG 24 26518_11 0 11
TGAGCTCGCCTTAGGACACCTGCGT 2592522 6 0 6
TGAGCTCGCCTTAGGACACCTT 22 31662 2 0 2
TGAGCTCGCCTTAGGACACCT 21.5291_11 1 10
TGAGCTCGCCTTAGGACACCTG 22 184553 1 52
TGAGCTCGCCTTAGGACACCTGC 23 32670_4 1 3
TCTTGAAGAAACATGTCCAGTTGTCT 26_279798_2 1 1
TCTTGAAGAAACATGTCCAGTTGTC 25 315725 2 2 0
TTAAGGATTATGGAGGCCACTGTGCTCTT 29 85355 2 0 2
GTTAAGGATTATGGAGGCCACTGTGCTCT 29 83839 2 1 1
TTTAAGGATTATGGAGGCCACTGGGCTCT 29_100708_2 1 1




TAAGGATTATGAAGGCCACTGTGCTCT 27391959 2 2 0
TAAGGATTATGGAGGCCACTGTGCTCTA 28 253913 2 2 0
TAAGGATTATGGAGGCCACTGTGCTCTTA 29 47207_4 3 1
TTTAAGGATTATGGAGGCCACTGTGCTCTT 30_16872_4 3 1
TAAGGATTATGGAGGCCACTGTGCTCTT 28 58536_8 8 0
TTAAGGATTATGGAGGCCACTGTGCTCT 28 1923 265 56 209
TTTAAGGATTATGGAGGCCACTGTGCTCT 29_509_375 223 152
TAAGGATTATGGAGGCCACTGTGCTCT 27_865_941 771 170
TTAGGGATTATGGAGGCCACTGTGCTCT 28_187231_2 0 2
TTCAGGATTATGGAGGCCACTGTGCTCTT 29 95510_2 0 2
TTCAGGATTATGGAGGCCACTGTGCTCTTT 30_18279_4 0 4
TTCAGGATTATGGAGGCCGCTGTGCTCT 28.200930_2 0 2
TAACGATTATGGAGGCCACTGTGCTCT 27_333301_2 1 1
TCAGGATTATGGAGGCCACTGTGCTCTTA 29 62608_3 1 2
TCATGATTATGGAGGCCACTGTGCTCTT 28 173558 2 1 1
TTCAGGATTATGGAGGCCACTGTGCTCT 28 6116_86 1 85
TTTGAGGATTATGGAGGCCACTGTGCTCT 29 91412 2 1 1
TAAAGATTATGGAGGCCACTGTGCTCT 27_383759_2 2 0
TATGGATTATGGAGGCCACTGTGCTCT 27_371521_2 2 0
TCAGGATTATGGAGGCCACTGTGCTCTT 28 247894 2 2 0
TTTCAGGATTATGGAGGCCACTGTGCTCT 29 6391_33 3 30
CAGGATTATGGAGGCCACTGTGCTCT 26_104367_8 6 2
TAATGATTATGGAGGCCACTGTGCTCT 27_55325_15 13 2
TCAGGATTATGGAGGCCACTGTGCTCT 27_17075_54 14 40
AAGGATTATGGAGGCCACTGTGCTCT 26_21990_47 43 4
TCAGGATTATGGAGGCCACTGTGC 24 90838_3 0 3
TCATGATTATGGAGGCCACTGTGCTC 26_175913_4 0 4
TTAAGGATTATGGAGGCCACTG 22 246673 0 3
TTCAGGATTATGGAGGCCACTGTGC 25_182035_3 0 3
TTTCAGGATTATGGAGGCCACTGTG 25_177285_3 0 3
TAAGGATTATGAAGGCCACTGTGCTC 26_348041_2 1 1
TCAGGATTATGGAGGCCACTGTG 23_66059_2 1 1
TCAGGATTATGGAGGCCACTGTGCT 25_96637_6 1 5
TTAAGGATTATGGAGGCCACTGTG 24_56806_5 1 4
TTCAAGGATTATGGAGGCCACTGTGCTC 28_144857_3 1 2
AAGGATTATGGAGGCCACTGTG 22 _47196_2 2 0
AAGGATTATGGAGGCCACTGTGCTCA 26_409342 2 2 0
CAGGATTATGGAGGCCACTGTGCTC 253017132 2 0
GAAGGATTATGGAGGCCACTGTGCTC 26_397782_2 2 0
TAAGGATTATGGAGGCCAATGTGCTC 26_411191_2 2 0
TAAGGATTATGGAGGCCACTGTA 23 76269_2 2 0
TAAGGATTATGGAGGCCACTGTGATC 26_428157 2 2 0
TAAGGATTATGGGGGCCACTGTGCTC 26_236837_3 2 1




TAAGGGTTATGGAGGCCACTGTGCTC 26_426791_2 2 0
TGAGGATTATGGAGGCCACTGTGCTC 26382253 2 2 0
TTAAGGATTATGGAGGCCACTGTGC 25.100270_6 2 4
TTAAGGATTATGGAGGCCACTGTGCTCA 28 240119_2 2 0
TTTAAGGATTAGGGAGGCCACTGTGCT 27_384326_2 2 0
TTTAAGGATTATGGAGGCCACTGGGCTC 28 245255 2 2 0
TTTAAGGATTATGGAGGCCACTGTGCTA 28 245300_2 2 0
TTTAAGGATTATGGAGGCCACTGTGTT 27227464 3 2 1
AAGGATTATGGAGGCCACTGTGCT 2462924 4 3 1
AAGGATTATGGAGGCCACTGTGCTT 25_.194038_3 3 0
AAGTATTATGGAGGCCACTGTGCTC 25_132550_4 3 1
TAAGGTTTATGGAGGCCACTGTGCTC 26_158404_5 3 2
TCAGGATTATGGAGGCCACTGTGCTCA 27_235147_3 3 0
TTTAAGGATTATGGAGGCCACTG 23 14636_9 3 6
TTTAAGGATTATGGAGGCCACTGTGCTCA 29 42403 _4 3 1
TTTCAGGATTATGGAGGCCACTGTGCTT 28 152387_3 3 0
TAAGGATTATGGAGGCCACTG 21 15825 4 4 0
TAAGGATTATGGAGGCCACTGTGCTA 26_198181 4 4 0
TTAAGGATTATGGAGGCCACTGTGCT 26_72118 12 4 8
TTCAGGATTATGGAGGCCACTGTGCTC 27_6772_141 4 137
TAAGGATTATGGAGGCCACTGTG 23 23128_6 5 1
TTTGAGGATTATGGAGGCCACTGTGCTC 28_74140_6 5 1
TTAAGGATTATGGAGGCCACTGTGCTT 27_71934_11 6 5
TTTAAGGATTATGGAGGCCACTGT 24 33143 9 6 3
TAAGGATTATGGAGGCCACTGT 22 9879 9 7 2
TTTCAGGATTATGGAGGCCACTGTGCTC 28 6779_78 8 70
TAAGGATTATGGAGGCCACTGTGCTCA 27_87358_9 9 0
TTTAAGGATTATGGAGGCCACTGTGCTT 28 36029_13 10 3
TAAGGATTATGGAGGCCACTGTGC 24 17538_18 15 3
TAAGGATTATGGAGGCCACTGTGCTT 26_45617_21 18 3
TTTAAGGATTATGGAGGCCACTGTG 25 19515 38 26 12
TAATGATTATGGAGGCCACTGTGCTC 26_28911_35 31 4
TTTAAGGATTATGGAGGCCACTGTGC 26_24961_41 32 9
TTTAAGGATTATGGAGGCCACTGTGCT 27_15806_59 51 8
TAAGGATTATGGAGGCCACTGTGCT 25_9104_85 69 16
TCAGGATTATGGAGGCCACTGTGCTC 26_3434_309 80 229
AAGGATTATGGAGGCCACTGTGCTC 25_6590_118 115 3
TTAAGGATTATGGAGGCCACTGTGCTC 27_1814_497 170 327
TTTAAGGATTATGGAGGCCACTGTGCTC 28_426_959 697 262
TAAGGATTATGGAGGCCACTGTGCTC 26_351_2165 1804 361
ATGAACCGAACGCCGGGTTAAGGAGCCCG 29_69696_2 0 2
CGAACGCCGGGTTAAGGCGCCCGATGCCGA 3033639 2 0 2
GATGAACCGAACGCCGGGTTAAGGCGCCCC 3032951 2 0 2




AACCGAACGCTGGGTTAAGGCGCCC 252517532 1 1
AACCGAACGCTGGGTTAAGGCGCCCGA 273304732 1 1
AACGCCGGGTTAAGGCGCCCGATGCCGAC 29 _70061_2 1 1
ATGAACCGAACGCCGGGTTAAGGCGCCCGT 30_39786_2 1 1
CGCCGGGTTAAGGCGCCCGATGCCGA 26_300790_2 1 1
GAACGCCGGGTTAAGGCGCCC 21_25150_2 1 1
GAACGCCGGGTTAAGGCGCCCGAT 24 135242 2 1 1
GAACGCCGGGTTAAGGCGCCCGATG 25 253245 2 1 1
GATAAACCGAACGCCGGGTTAAGGCGCC 28_211650_2 1 1
GATAAACCGAACGCCGGGTTAAGGCGCCCGA 31_17655_2 1 1
GATGAACCGAACGCCGGGTTAAGGCGCCCA 30_41512 2 1 1
GATGAACCGAACGCCGGGTTAAGGCGCCCGATGT 34.10035_2 1 1
GATGAACCGAAGGCCGGGTTAAGGCGCCCGATG 33_11526_2 1 1
GATTAACCGAACGCCGGGTTAAGGCGCCCG 3032095 2 1 1
GGAACCGAACGCCGGGTTAAGGCGCCCGA 29 83608_2 1 1
GGATGAACCGAACGCGGGGTTAAGGCGCCCG 31_17073_2 1 1
TATGAACCGAACGCCGGGTTAAGGC 25_236022_2 1 1
TATGAACCGAACGCCGGGTTAAGGCGCCCGA 31_17450_2 1 1
TGAACCGAACGCCGGGTTAAGGCG 24 89288 _3 1 2
TGAACCGAACGCTGGGTTAAGGCGCCA 27_308555_2 1 1
AACCGAACGCTGGGTTAAGGCGCCCG 26_391081_2 2 0
AACGCCGGGTTAAGGCGCCCG 2135024 2 2 0
AACGCCGGGTTAAGGCGCCCGATG 24_161064_2 2 0
ACCGAACGCTGGGTTAAGGCGCCCGATGCC 30_44561_2 2 0
ATGAACCGAACGCCGGGGTAAGGCGCCC 28 251482 2 2 0
ATGAACCGAACGCCGGGTCAAGGCGCCCGATGC 33 13613 2 2 0
ATGAACCGAACGCCGGGTTAAGGCGCCA 28_79540_5 2 3
ATGAACCGAACGCCGGGTTAAGGCGCCCAA 30_46901_2 2 0
ATGAACCGAACGCCGGGTTAAGGCGCCCGC 30_45591_2 2 0
ATGAACCGAACGCTGGGTTAAGGCGCCCGATGCC 3410784 2 2 0
ATGAACCGAACTCCGGGTTAAGGCGCCCGATG 32.17410_2 2 0
CCGAACGCCGGGTTAAGGCGCCCGATGCCG 30_21813_3 2 1
CCGAACGCTGGGTTAAGGCGCCCGATG 27_196157_3 2 1
CGATGAACCGAACGCCGGGTTAAGGCGCCCG 31_24199 2 2 0
CTGAACCGAACGCCGGGTTAAGGCGCCC 28250949 _2 2 0
GAACCGAACGCCGGGTTAAGGCGCCCGATGCCG 33.5778 4 2 2
GAACGCCGGGTTAAGGCGCCCGATGCC 27_341521_2 2 0
GATAAACCGAACGCCGGGTTAAGGCGCCC 29 105990_2 2 0
GATGAACCGAACGCTGGGTTAAGGCGCCCG 30_44363_2 2 0
GATTAACCGAACGCCGGGTTAAGGC 25_178818_3 2 1
GATTAACCGAACGCCGGGTTAAGGCGC 27_358510_2 2 0
GCCGGGTTAAGGCGCCCGATGCCG 24 156448 _2 2 0
GGAGGAACCGAACGCCGGGTTAAGGC 26_237917_3 2 1




GGATGAACCGAACGCCGGGTTAAGGCGCCCA 31_22758 2 2 0
TGAACCGAACGACGGGTTAAGGCGCCC 27_391765_2 2 0
TGAACCGAACGCCGGGTTAAGGAGCCCG 28 253194 2 2 0
TGAACCGAACGCCGGGTTAAGGCGC 25312968 _2 2 0
TGAACCGAACGCTGGGTTAAGGCGCCCGATGC 32 15484 2 2 0
AACCGAACGCCGGGTTAAGGCGCCCGATGCCGAC 34 5078 _4 3 1
ACCGAACGCCGGGTTAAGGCGCCCGATGC 29_47451_4 3 1
ATGAACCGAACGCCGGGTTAAGGAGCCCGAT 31_14542 3 3 0
ATGAACCGAACGCTGGGTTAAGGCGCC 27_238092_3 3 0
ATGAACCGAACGCTGGGTTAAGGCGCCCGA 30_19540_4 3 1
CCGAACGCTGGGTTAAGGCGCCCGAT 26_149580_5 3 2
CGAACGCTGGGTTAAGGCGCCCGAT 25_197117_3 3 0
CGCCGGGTTAAGGCGCCCGATGCC 24_69030_4 3 1
GAACCGAACGCCGGGTTAAGGCGCCCGATGC 31_7451_5 3 2
GAACGCCGGGTTAAGGCGCCCGATGCCGA 29 _47756_4 3 1
GAAGAACCGAACGCCGGGTTAAGG 24101703_3 3 0
GATGAACCGAAAGCCGGGTTAAGGCGCCCGA 31_14563_3 3 0
GATGAACCGAACGCCGGGGTAAGGCGCCC 29_67995_3 3 0
GATGAACCGAACGCCGGGTTAAGGCGCCA 29_37888_5 3 2
GATGAACCGAACGCCGGGTTAAGGCGCCT 29 44977 4 3 1
GATTAACCGAACGCCGGGTTAAGGCGCCCGAT 32.10217_3 3 0
TGAACCGAACGCCGGGTTAAGGAGCC 26_259891_3 3 0
TGAACCGAACGCTGGGTTAAGGCGCC 26_266474_3 3 0
TGAACCGAACGCTGGGTTAAGGCGCCCG 28_109682_4 3 1
AACCGAACGCCGGGTTAAGGCGCCCGATGC 30_19771_4 4 0
AACCGAACGCCGGGTTAAGGCGCCCGATGCCG 32 5810 5 4 1
AACGCCGGGTTAAGGCGCCCGAT 23 35674_4 4 0
ACCGAACGCCGGGTTAAGGCGCC 23 27307_5 4 1
ACCGAACGCCGGGTTAAGGCGCCCG 25_77627_8 4 4
ACCGAACGCCGGGTTAAGGCGCCCGATGCCG 31_10084_4 4 0
ATGAACCGAACGCCGGGTTAAGGCGCCCGG 30_19747_4 4 0
ATGAACCGAACGCTGGGTTAAGGCGCCCG 29 49988 _4 4 0
CCGAACGCCGGGTTAAGGCGCCCG 24 46529_6 4 2
CGAACGCCGGGTTAAGGCGCCCGATGCCG 29 38188_5 4 1
GAACCGAACGCCGGGTTAAGGCGCCCG 27_113870_6 4 2
GAACGCCGGGTTAAGGCGCCCG 22 10375_8 4 4
GATGAACCGAACGCCGGGTTAAGGCGCCCGT 31_10256_4 4 0
GATGAACCGAACGCCGGGTTAAGGCGCT 28_114790_4 4 0
GATGAACCGAACGCTGGGTTAAGGCGCCCGA 319893 4 4 0
AACCGAACGCCGGGTTAAGGCGCCCGATGCCGA 33_4296_6 5 1
ACCGAACGCCGGGTTAAGGCGCCC 24_59690_5 5 0
ACCGAACGCCGGGTTAAGGCGCCCGAT 27_86088_9 5 4
ACCGAACGCCGGGTTAAGGCGCCCGATGCCGA 324802 6 5 1




ACCGAACGCCGGGTTAAGGCGCCCGATGCCGAC 33_5466_5 5 0
ACGCCGGGTTAAGGCGCCCGATGCC 25_99640_6 5 1
CCGAACGCCGGGTTAAGGCGCCCGATGC 28 90462_5 5 0
GAACCGAACGCCGGGTTAAGGCGCCCGATGCC 32 6164 5 5 0
GAGGAACCGAACGCCGGGTTAAGG 24_60287_5 5 0
GATGAACCGAACGCTGGGTTAAGGCGCCC 29_39591_5 5 0
GATTAACCGAACGCCGGGTTAAGGCGCCCGA 31_5663_7 5 2
GATTAACCGAACGCCGGGTTAAGGCGCCCGATGC 34 45415 5 0
GCCGGGTTAAGGCGCCCGATGCC 23_22630_6 5 1
TGAACCGAACGCTGGGTTAAGGCGCCC 271499845 5 0
AACCGAACGCCGGGTTAAGGCGCCC 25_83575_7 6 1
AACGCCGGGTTAAGGCGCCCGATGCC 26_116981_7 6 1
ACCGAACGCCGGGTTAAGGCGCCCGATG 28_60492_7 6 1
ACCGAACGCCGGGTTAAGGCGCCCGATGCC 3013423 6 6 0
GAACCGAACGCCGGGTTAAGGCGCCCGATGCCGA 34 3931 6 6 0
GAACGCCGGGTTAAGGCGCCCGA 23 13528_10 6 4
GAACGCCGGGTTAAGGCGCCCGATGCCGAC 30_9867_8 6 2
ATGAACCGAACGCTGGGTTAAGGCGCCC 28_58234_8 7 1
CCGAACGCCGGGTTAAGGCGCC 22_12889_7 7 0
CCGAACGCCGGGTTAAGGCGCCCGATG 2775824 10 7 3
CGAACGCCGGGTTAAGGCGCCCG 23_14120_10 7 3
GAACCGAACGCCGGGTTAAGGCGCC 25_77413_8 7 1
GATGAACCGAACGCTGGGTTAAGGCGCC 28_56602_8 7 1
GATTAACCGAACGCCGGGTTAAGGCGCC 28 51843 9 7 2
GATTAACCGAACGCCGGGTTAAGGCGCCC 29 24624 8 7 1
GATTAACCGAACGCCGGGTTAAGGCGCCCGATG 333384 _8 7 1
AACCGAACGCCGGGTTAAGGCGCC 24 38289_8 8 0
CCGAACGCCGGGTTAAGGCGCCCGATGCC 29 22068_9 8 1
CGAACGCCGGGTTAAGGCGCCCGATGCCGAC 31_5153_8 8 0
ATGAACCGAACGCCGGGTTAAGGCGC 26_87282_10 9 1
GAACCGAACGCCGGGTTAAGGC 22 6338_14 9 5
GAACCGAACGCCGGGTTAAGGCGCCC 26_77575_11 9 2
AACCGAACGCCGGGTTAAGGCGCCCGATG 29 16831_12 10 2
ACCGAACGCCGGGTTAAGGCGCCCGA 26_62996_14 10 4
CGAACGCCGGGTTAAGGCGCC 21_3910_16 10 6
GAACCGAACGCCGGGTTAAGGCGCCCGA 28_32059_15 10 5
GAACCGAACGCCGGGTTAAGGCGCCCGATG 30_7330_11 10 1
CCGAACGCCGGGTTAAGGCGCCC 23 11722 12 11 1
CGAACGCCGGGTTAAGGCGCCCGATG 26_64670_14 11 3
GAACCGAACGCCGGGTTAAGGCGCCCGATGCCGAC  35_1786_12 11 1
GGATGAACCGAACGCCGGGTTAAGGCGC 28_40266_12 11 1
CGAACGCCGGGTTAAGGCGCCC 22 4523 20 12 8
CGAACGCCGGGTTAAGGCGCCCGAT 25_48012_14 12 2




CGAACGCCGGGTTAAGGCGCCCGATGCC 28 27449_18 12 6
AACCGAACGCCGGGTTAAGGCGCCCGATGCC 31_2436_17 13 4
TGAACCGAACGCCGGGTTAAGGCGCCCGATGCCG 341990 13 13 0
CCGAACGCCGGGTTAAGGCGCCCGAT 26_58052_16 15 1
GGATGAACCGAACGCCGGGTTAAGGCGCCCGATGC  35_1308_17 16 1
AACCGAACGCCGGGTTAAGGCGCCCGA 27_33767_26 17 9
GGATGAACCGAACGCCGGGTTAAGGCGCCC 30_4350_19 17 2
AACCGAACGCCGGGTTAAGGCGCCCGAT 28_22310_22 18 4
GAACCGAACGCCGGGTTAAGGCGCCCGAT 29_10462_20 18 2
CCGAACGCCGGGTTAAGGCGCCCGA 25_35175_20 19 1
AACCGAACGCCGGGTTAAGGCGCCCG 26_40295_24 20 4
TGAACCGAACGCCGGGTTAAGGCGCCCGATGCCGA  35_1139 20 20 0
AACCGAACGCCGGGTTAAGGC 21.2047_32 22 10
GATGAACCGAACGCCGGGTTAAGGCGC 2732473 27 24 3
ATGAACCGAACGCCGGGTTAAGGCG 2525257 29 25 4
CGAACGCCGGGTTAAGGCGCCCGA 24 8997 37 28 9
GAACCGAACGCCGGGTTAAGG 21_1710_38 28 10
GGATGAACCGAACGCCGGGTTAAGGCGCC 29_6137_35 28 7
GATGAACCGAACGCCGGGTTAAGGCG 26_25511_40 30 10
TGAACCGAACGCCGGGTTAAGGCGCC 26_23448 44 37 7
TGAACCGAACGCCGGGTTAAGGCGCCCGATGCC 33_820_41 37 4
ATGAACCGAACGCCGGGTTAAGGCGCCCGATGCCG  35_497_44 43 1
TGAACCGAACGCCGGGTTAAGGCGCCCGATGC 32_779_47 44 3
TGAACCGAACGCCGGGTTAAGGC 23 2412 64 46 18
GGATGAACCGAACGCCGGGTTAAGGCGCCCGATG 34 515_55 49 6
GGATGAACCGAACGCCGGGTTAAGGCGCCCG 31_785_59 52 7
TGAACCGAACGCCGGGTTAAGGCGCCC 27_14537_64 60 4
TGAACCGAACGCCGGGTTAAGG 22 1158 85 61 24
TGAACCGAACGCCGGGTTAAGGCGCCCGATG 31_626_74 66 8
GGATGAACCGAACGCCGGGTTAAGGCGCCCGAT 33_418_79 68 11
TGAACCGAACGCCGGGTTAAGGCGCCCG 28_6476_82 69 13
GGATGAACCGAACGCCGGGTTAAGGCGCCCGA 32.295 117 91 26
TGAACCGAACGCCGGGTTAAGGCGCCCGAT 30_749 107 95 12
ATGAACCGAACGCCGGGTTAAGGCGCCCGATGC 33_259 126 112 14
GATGAACCGAACGCCGGGTTAAGGCGCCCGATGC 34.200_134 123 11
GATGAACCGAACGCCGGGTTAAGGCGCCCG 30_559 141 126 15
TGAACCGAACGCCGGGTTAAGGCGCCCGA 29 1348_154 133 21
GATGAACCGAACGCCGGGTTAAGGCGCCCGATGCC  35_120_147 134 13
ATGAACCGAACGCCGGGTTAAGGCGCCCGATGCC 34_161_166 151 15
ATGAACCGAACGCCGGGTTAAGGC 24 1490_214 162 52
ATGAACCGAACGCCGGGTTAAGGCGCC 273924 241 205 36
ATGAACCGAACGCCGGGTTAAGGCGCCCGATG 32_108_265 223 42
ATGAACCGAACGCCGGGTTAAGGCGCCC 28_1850_273 225 48




GATGAACCGAACGCCGGGTTAAGGCGCCCGATG 33123 282 238

ATGAACCGAACGCCGGGTTAAGGCGCCCGAT 31_125_301 256
GATGAACCGAACGCCGGGTTAAGGCGCCCGAT 32 96 _304 262
ATGAACCGAACGCCGGGTTAAGGCGCCCG 29 610_316 264
GATGAACCGAACGCCGGGTTAAGGCGCCC 29_545_354 322
ATGAACCGAACGCCGGGTTAAGGCGCCCGA 30_153_402 328
GATGAACCGAACGCCGGGTTAAGGCGCCCGA 31_75_458 384
GATGAACCGAACGCCGGGTTAAGGCGCC 28 752 611 557
TGTGACACAGTTTGTTAGGATG 22 35781_2 0
TGACACAGTTTGTTAGGATGCTCTCGAT 28_238008_2 2
TGTGACACAGTTTGTTAGGATGCTCT 26_220266_3 2
CCTGGTCGGCCTGTTCGAGGAC 22 44315 2 0
CCTGGTCGGCCTGTTCGAGGACACC 25174279 3 0
CTGGTCGGCCTGTTCGAGGACACCAACC 28 186091_2 0
TACCTGGTCGGCCTGTTCGAGGACACCA 28 134034 3 0
ACCTGGTCGGCCTGTTCGAGGAC 23 38072_3 1
ACCTGGTCGGCCTGTTCGAGGACA 24 137672_2 1
CTGGTCGGCCTGTTCGAGGACA 22 44569 _2 1
CTGGTCGGCCTGTTCGAGGACACC 24_129669_2 1
CTGGTCGGCCTGTTCGAGGACACCAAC 27 265355 2 1
TGGTCGGCCTGTTCGAGGACACCAACC 27 278842 2 1
TACCTGGTCGGCCTGTTCGAGGAC 24_77676_3 2
ACCTGGTCGGCCTGTTCGAGGACACC 26_252782_3 3
TTACCTGGTCGGCCTGTTCGAGGACACT 28 _152583_3 3
TTACCTGGTCGGCCTGTTCGAGGACT 26_254445_3 3
TACCTGGTCGGCCTGTTCGAGGACA 25_48064_14 11
TACCTGGTCGGCCTGTTCGAGGACAC 26_34258 29 28
TACCTGGTCGGCCTGTTCGAGGACACC 27 23772_38 36
TTACCTGGTCGGCCTGTTCGAGGACACC 28_9557_55 54
TTACCTGGTCGGCCTGTTCGAGGACA 26_6660_164 160
TTACCTGGTCGGCCTGTTCGAGGACAC 27 5442176 176
TTACCTGGTCGGCCTGTTCGAGGAC 25_2864 259 258
AACGGGCTTGGCAGAATCAGCGGGGAA 27_288516_2 0
CCAAGGGAACGGGCTTGGCGGAATCAGCGGGGA 33.9670_2 0
GGGAACGGGCTTGGCGGAATCAGCGGGGAA 30_31704_2 0
AACGGGCTTGGCAGAATCAGCGG 23 68943 2 1
AAGGGAACGGGCTTGGCGGAATCAGCGGGG 30_24269 3 1
CCAAGGGAACGGGCTTGGCGGAATCAGCGGGG 3211904 2 1

CCAAGGGAACGGGCTTGGCGGAATCAGCGGGGAA 34 4752 4 1

GGAACGGGCTTGGCGGAATCAGCGGGG 27_272070_2 1

GGAACGGGCTTGGCGGAATCAGCGGGGA 28_158978_2 1

GGAACGGGCTTGGCGGAATCAGCGGGGAAAGAA 33_10852 2 1

AAGGGAACGGGCTTGGCGGAATCAGCGGGGAA 32 15384 2 2




AAGGGAACGGGCTTGGCGGAATCAGCGGGGAAAG 3413589 2 2 0
AGGGAACGGGCTTGGCGGAATCAGCGG 27171212 _4 2 2
AGGGAACGGGCTTGGCGGAATCAGCGGGGA 30_46317_2 2 0
CAAGGGAACGGGCTTGGCGGAATCAGCGGGG 31_22026_2 2 0
CGGGCTTGGCGGAATCAGCGGGGAAAG 27 2287143 2 1
GAACGGGCTTGGCGGAATCAGCGGG 25_293515_2 2 0
GAACGGGCTTGGCGGAATCAGCGGGGAA 28_93521_4 2 2
GAACGGGCTTGGCGGAATCAGCGGGGAAAGAA 32 15258 2 2 0
GGAACGGGCTTGGCGGAATCAGCGGG 26_368573_2 2 0
GGAACGGGCTTGGCGGAATCAGCGGGGAA 29 17273_11 2 9
GGGAACGGGCTTGGCGGAATCAGCGG 26_97772_8 2 6
ACGGGCTTGGCGGAATCAGCGGGGA 25_85624_7 3 4
ACGGGCTTGGCGGAATCAGCGGGGAAA 27_176356_4 3 1
ACGGGCTTGGCGGAATCAGCGGGGAAAG 28 155189 3 3 0
ACGGGCTTGGCGGAATCAGCGGGGAAAGA 29 36698_5 3 2
AGGGAACGGGCTTGGCGGAATCAGCGGGGAA 31_9410 4 3 1
GAACGGGCTTGGCGGAATCAGCGGGG 26_140854_5 3 2
GAACGGGCTTGGCGGAATCAGCGGGGA 27_240849_3 3 0
GAACGGGCTTGGCGGAATCAGCGGGGAAAGA 31_14478 3 3 0
AACGGGCTTGGCGGAATCAGCGGGGAAA 28_75608_6 4 2
AACGGGCTTGGCGGAATCAGCGGGGAAAG 29 49452 4 4 0
GAACGGGCTTGGCGGAATCAGCGGGGAAAG 30_20618_4 4 0
AACGGGCTTGGCGGAATCAGCGGGGAAAGAA 31_8015_5 5 0
ACGGGCTTGGCGGAATCAGCGGGGAA 26_105303_8 5 3
ACGGGCTTGGCGGAATCAGCGGGGAAAGAA 30_15728_5 5 0
CGGGCTTGGCGGAATCAGCGGGGAA 25_76030_8 5 3
CGGGCTTGGCGGAATCAGCGGGGAAAGAA 29 24576_8 7 1
GGAACGGGCTTGGCGGAATCAGCGG 25.39936_17 7 10
CGGGCTTGGCGGAATCAGCGGGGAAA 26_107687_8 8 0
AACGGGCTTGGCGGAATCAGCGGGGA 26_79523 11 10 1
AACGGGCTTGGCGGAATCAGCGGGGAAAGA 30_6083_13 10 3
CGGGCTTGGCGGAATCAGCGGGGAAAGA 28_32798_15 13 2
AACGGGCTTGGCGGAATCAGCGGGG 25_36911_19 15 4
AACGGGCTTGGCGGAATCAGCGGGGAA 27 42832 20 16 4
CCTGTCAAACGGTAACGCAGGTGTCCT 27261849 _2 0 2
CTGTCAAACGGTAACGCAGGTGTC 24 113744 2 1 1
ACACCTGTCAAACGGTAACGCAGG 24 _151875_2 2 0
CCTGTCAAACGGTAACGCAGG 21373032 2 0
CACCTGTCAAACGGTAACGCAG 22 28923 3 3 0
GTACACCTGTCAAACGGTAACGCAGG 26_158556_5 4 1
TACACCTGTCAAACGGTAACGCAGG 25_77035_8 5 3
CACCTGTCAAACGGTAACGCAGG 23 11118 13 10 3
CGTCTTGAAACACGGACCAAGGAGTCTAACG 31.19340_2 1 1




TGAAACACGGACCAAGGAGTCTAAC 25_168226_3 2 1
CGTCTTGAAACACGGACCAAGGAGTCTAAC 30_12745 6 4 2
CTTGAAACACGGACCAAGGAGTCTAACG 28 112846_4 4 0
TGAAACACGGACCAAGGAGTCTAACG 26144349 5 4 1
GTCTTGAAACACGGACCAAGGAGTCTAAC 29_38960_5 5 0
TTGAAACACGGACCAAGGAGTCTAAC 26_159910_5 5 0
CGTCTTGTAACACGGACCAAGGAGTCTAAC 30_10977_7 6 1
TTGAAACACGGACCAAGGAGTCTAACG 27_78314_10 8 2
GTCTTGTAACACGGACCAAGGAGTCTAAC 29_18131_11 9 2
CCGTCTTGAAACACGGACCAAGGAGTCTAAC 313412 12 10 2
CCGTCTTGTAACACGGACCAAGGAGTCTAAC 31_2395_18 18 0
GAAGAGGGAAGAGCCCAGCGCCGAAT 26_318533_2 0 2
AGCGAAGAGGGAAGAGCCCAGCG 23_28668_4 1 3
AGGGAAGAGCCCAGCGCCGAA 2132217 2 1 1
AGGGAAGAGCCCAGCGCCGAAT 22 44779 2 1 1
CGAAGAGGGAAGAGCCCAGCGCCGAA 26_355118_2 1 1
GCGAAGAGGGAAGAGCCCAGCG 22 40358_2 1 1
GCGAAGAGGGAAGAGCCCAGCGCC 24 874123 1 2
AGAGGGAAGAGCCCAGCGCCG 21_39829_2 2 0
AGAGGGAAGAGCCCAGCGCCGA 22 50068_2 2 0
AGAGGGAAGAGCCCAGCGCCGAAT 24 91694 3 2 1
CGAAGAGGGAAGAGCCCAGCGCCGA 25299251 _2 2 0
CGAGCGAAGAGGGAAGAGCCCAGCG 25_110364_5 2 3
GAAGAGGGAAGAGCCCAGCGC 21_35604_2 2 0
GAGCGAAGAGGGAAGAGCCCAGCGCC 26_405885_2 2 0
GAGGGAAGAGCCCAGCGCCGA 2139443 2 2 0
AAGAGGGAAGAGCCCAGCGCCG 22 30767_3 3 0
AAGAGGGAAGAGCCCAGCGCCGAAT 25_197504_3 3 0
CGAAGAGGGAAGAGCCCAGCG 21 23016_3 3 0
CGAAGAGGGAAGAGCCCAGCGCCGAAT 27_241176_3 3 0
CGAAGAGGGAAGAGCCCAGCGCCGAATC 28_64255_7 3 4
AGCGAAGAGGGAAGAGCCCAGCGC 24_56504_5 4 1
GAAGAGGGAAGAGCCCAGCGCCGA 24 _71107_4 4 0
CGAAGAGGGAAGAGCCCAGCGC 22 175955 5 0
CGAGCGAAGAGGGAAGAGCCCAGCGC 26_130623_6 5 1
CGAAGAGGGAAGAGCCCAGCGCCG 24 32518_9 7 2
GAAGAGGGAAGAGCCCAGCGCC 22 7369_12 7 5
AAGAGGGAAGAGCCCAGCGCC 21_3941_16 11 5
CGAGCGAAGAGGGAAGAGCCCAGCGCC 2752439 16 12 4
CGAAGAGGGAAGAGCCCAGCGCC 23_4870_31 23 8
GAGGAAACTCTGGTGGAGGCCCGCAGCGGTC 31_18395 2 0 2
GGAAACTCTGGTGGAGGCCCGCAGCGGTCCTGA 33_11191_2 1 1
AAACTCTGGTGGAGGCCCGCAGCGGTCCTG 30_46706_2 2 0




AGGAAACTCTGGTGGAGGCCCGCA 24 _78047_3 2 1
GAAACTCTGGTGGAGGCCCGCAGCGGTCCTGA 32 17786_2 2 0
AAACTCTGGTGGAGGCCCGCAGCGGTCCT 29 675993 3 0
AGGAAACTCTGGTGGAGGCCCGCAGCGGTCC 31_13820_3 3 0
GGAAACTCTGGTGGAGGCCCGCAGCGGTCCT 31_7438_ 5 3 2
AACTCTGGTGGAGGCCCGCAGCGGTCCT 28_89011_5 4 1
GAAACTCTGGTGGAGGCCCGCAGCGGTCCT 30_19581_4 4 0
GAGGAAACTCTGGTGGAGGCCCGCAGCGGTCC 32_7835_4 4 0
ACTCTGGTGGAGGCCCGCAGCGGTCCT 27_75070_10 5 5
AGGAAACTCTGGTGGAGGCCCGCAGCGGTC 30_16067_5 5 0
GAAACTCTGGTGGAGGCCCGCA 22 13182_6 5 1
GAGGAAACTCTGGTGGAGGCCCGCAGCGGT 30_15796_5 5 0
GAAACTCTGGTGGAGGCCCGCAG 23 23778_6 6 0
AACTCTGGTGGAGGCCCGCAGCGGTCCTG 29 28381_7 7 0
AGGAAACTCTGGTGGAGGCCCGCAGCGGTCCT 323194 10 7 3
AGGAAACTCTGGTGGAGGCCCGC 23 14288 _10 9 1
TGTGCTTTTGATGTGGAGATGGAAGC 26_352311_2 0 2
TGTGCTTTTGATGTGGAGATGGAAG 25 272560_2 1 1
TGACAGAAGATGGTCGTTCAGGCTAGTTCC 30_31512 2 1 1
TTCATGATGATGGGTGTCAGTGCCACAGG 29 84312 2 0 2
TTCATGATGATAGGTGTGAGTGCTACAGGG 30_1316_62 1 61
TTCATGATGATAGGTGTGAGTGCTACAGGGC 31.22013_2 2 0
TTCATGATGATAGGTGTGAGTGCTACAGT 29 104217_2 2 0
TTCATGATGATAGGTGTGAGTGCTACAGGGCGG 33.3798 7 4 3
TTCATGATGATAGGTGTGAGTGCTACAG 28 26731_18 6 12
TTCATGATGATAGGTGTGAGTGCTACAGG 29 5082_42 9 33
TGATGATAGGTGTGAGTGCTACAGGGC 27 _83745_9 0 9
TGATGATAGGTGTGAGTGCTACAGGGCGG 29 16563 _12 0 12
TGATGATAGGTGTGAGTGCTACAGGG 26_4587_233 4 229
TGATGATAGGTGTGAGTGCTACAGG 25_17285_43 6 37
TTCATGATGATAGGTGTGAGTGCTACA 27_17378_53 22 31
TTCATGATGATGGGGGTGAGTGCTACT 27_336646_2 0 2
TTCATGATGATAGGTGTGAGTGCTACT 27 1515545 5 0
TTCATGATGATAGGTGTGAGTGCTAC 26_25226_40 22 18
TTCATGATGATAGGTGTGAGTGCTA 25_25828_28 19 9
TGTAGCAGTGCTTGGCCTTCTTGATGCCC 29 562573 0 3
TTGTAGCAGTGCTTGGCCTTCTTGATGC 28 131793_3 0 3
GTAGCAGTGCTTGGCCTTCTTGATGCCC 28 99971 _4 1 3
GTAGCAGTGCTTGGCCTTCTTGATGCCCC 29 70411_2 1 1
TGTAGCAGTGCTTGGCCTTCTTGATGCC 28220493 2 1 1
TAGCAGTGCTTGGCCTTCTTGATGCCC 27_100204_7 2 5
TGTAGCAGTGCTTGGCCTTCTTGATGCCT 29 53544 3 2 1
TTGTAGCAGTGCTTGGCCTTCTTGATGCC 29_107049_2 2 0




TTGTAGCAGTGCTTGGCCTTCTTGATGCCT 30_9639 8 2 6
TAGCAGTGCTTGGCCTTCTTGATGCCT 27122742 6 4 2
TTGTAGCAGTGCTTGGCCTTCTTGATGCCC 30_5575_14 4 10
TAGCAGTGCTTGGCCTTCTTGATGCCCC 28_38600_12 5 7
TGTAGCAGTGCTTGGCCTTCTTGATGCCCC 30_4768_17 7 10
TTGTAGCAGTGCTTGGCCTTCTTGATGCCCC 3191350 12 38
ACGACCTGATTCTGGGTCAGGGTTT 25260544 2 0 2
AGACGACCTGATTCTGGGTCAGGGTT 26_303527_2 1 1
ACCTGATTCTGGGTCAGGGTTTCGT 25176822 3 2 1
GACGACCTGATTCTGGGTCAGGGTT 25_276505_2 2 0
GACGACCTGATTCTGGGTCAGGGTTTCG 28_224059_2 2 0
GCAGACGACCTGATTCTGGGTCAGGGTTTCG 31_21530_2 2 0
TGCAGACGACCTGATTCTGGGTCAGGGTTT 30_48051_2 2 0
TTGCAGACGACCTGATTCTGGGTCAGGGTT 30_48741_2 2 0
ACGACCTGATTCTGGGTCAGGGTT 24 _70830_4 3 1
CGACCTGATTCTGGGTCAGGGTTT 24_100695_3 3 0
GACCTGATTCTGGGTCAGGGTTTCGT 26_260237_3 3 0
TGCAGACGACCTGATTCTGGGTCAGGGTTTC 31 13868 3 3 0
CGACCTGATTCTGGGTCAGGGTT 23 22468_6 4 2
CGACCTGATTCTGGGTCAGGGTTTCG 26_200107_4 4 0
TGCAGACGACCTGATTCTGGGTCAGGGTT 29 391785 5 0
ACGACCTGATTCTGGGTCAGGGTTTCG 27_79785_10 10 0
AGACGACCTGATTCTGGGTCAGGGTTTCGT 30_6899 12 12 0
CAGACGACCTGATTCTGGGTCAGGGTTT 28 _18368_28 25 3
CAGACGACCTGATTCTGGGTCAGGGTTTCG 30_3347_25 25 0
GACGACCTGATTCTGGGTCAGGGTTTCGT 29 _7906_27 25 2
CAGACGACCTGATTCTGGGTCAGGGTT 27_25486_35 33 2
CAGACGACCTGATTCTGGGTCAGGGTTTC 29 5928 36 33 3
ACGACCTGATTCTGGGTCAGGGTTTCGT 28_12761_41 38 3
CAGACGACCTGATTCTGGGTCAGGGTTTCGT 31_805_58 54 4
CGACCTGATTCTGGGTCAGGGTTTCGT 27_13721_68 61 7
AAGGCCCACGGTGGGTGTTGACGCGATGTGA 31_16364 2 1 1
AAGGCCCACGGTGGGTGTTGACGCGATGTGAT 32.9171_3 2 1
ACGGGTGTTGACGCGATGTGATTTCT 26_386813_2 2 0
AGGCCCACGGTGGGTGTTGACGCGATGTGAT 31_24610_2 2 0
GGCCCACGGTGGGTGTTGACGCGATGTGATTTC 33_8480_3 3 0
AAGGCCCACGGTGGGTGTTGACGCGATGTGATT 33_6686_4 4 0
AGGCCCACGGTGGGTGTTGACGCGATGTGATT 32 7562 4 4 0
GCCCACGGTGGGTGTTGACGCGATGTGATTTC 32 3561 9 9 0
TACTCTTATCGTTTCCTCACTTAC 24 86802_3 0 3
ACTACTCTTATCGTTTCCTCACTTACCCG 29 60084_3 1 2
ACCACTACTCTTATCGTTTCCTCA 24 161693 2 2 0
ACTACTCTTATCGTTTCCTCACTTAC 26_93708_9 2 7




CACTACTCTTATCGTTTCCTCACTTA 26_371193_2 2 0
CACTACTCTTATCGTTTCCTCACTTACCC 29 _40849_4 2 2
CCACTACTCTTATCGTTTCCTCA 23_30092_4 2 2
TACCACTACTCTTATCGTTTCCTCA 25_323786_2 2 0
TACCACTACTCTTATCGTTTCCTCAC 26248395 3 2 1
TACCACTACTCTTATCGTTTCCTCACTTACCC 32 16468 2 2 0
TACTCTTATCGTTTCCTCACTTACCCGGTG 309489 8 2 6
ACCACTACTCTTATCGTTTCCTCACT 26_157600_5 3 2
ACTCTTATCGTTTCCTCACTTAC 23 31207_4 3 1
CACTACTCTTATCGTTTCCTCACTT 25201544 3 3 0
CCACTACTCTTATCGTTTCCTCACTT 26_184039_4 3 1
TACTCTTATCGTTTCCTCACTTA 23 22464 6 3 3
ACTACTCTTATCGTTTCCTCACTT 24 36045_8 4 4
ACTACTCTTATCGTTTCCTCACTTACCC 28_17261_29 4 25
CACTACTCTTATCGTTTCCTCA 22 14492 6 4 2
CACTACTCTTATCGTTTCCTCAC 23 22494 6 4 2
CCACTACTCTTATCGTTTCCTCACTTA 27183224 4 4 0
CCACTACTCTTATCGTTTCCTCACTTAC 28 114800_4 4 0
CTACTCTTATCGTTTCCTCACTTA 24 41304 7 4 3
TACTCTTATCGTTTCCTCACTTACCC 26_113007_7 4 3
TCTTATCGTTTCCTCACTTAC 21_8196_7 4 3
ACCACTACTCTTATCGTTTCCTCACTTACC 30_15904_5 5 0
ACCACTACTCTTATCGTTTCCTCACTTACCC 31_8170_5 5 0
ACCACTACTCTTATCGTTTCCTCACTTACCCG 32.5996_5 5 0
ACTCTTATCGTTTCCTCACTTA 22 10419_8 5 3
CACTACTCTTATCGTTTCCTCACTTAC 27114722 6 5 1
ACTACTCTTATCGTTTCCTCACTTA 25_26020_28 6 22
ACTCTTATCGTTTCCTCACTTACCCGGT 28 51247 9 6 3
CCACTACTCTTATCGTTTCCTCAC 24 50298_6 6 0
CCACTACTCTTATCGTTTCCTCACTTACC 29 32537 6 6 0
CTACTCTTATCGTTTCCTCACTTACCC 27_102497_7 6 1
CTCTTATCGTTTCCTCACTTA 21_8709_7 6 1
CTTATCGTTTCCTCACTTACCC 22 95209 6 3
TACTCTTATCGTTTCCTCACTTACC 25.104322_6 6 0
ACTACTCTTATCGTTTCCTCA 21_7762_8 7 1
ACTACTCTTATCGTTTCCTCACTTACCCGGTG 324554 7 7 0
CTACTCTTATCGTTTCCTCACTT 23_14172_10 7 3
TACCACTACTCTTATCGTTTCCTCACT 2794882 8 7 1
TACCACTACTCTTATCGTTTCCTCACTTACC 31_4499 9 7 2
TACTCTTATCGTTTCCTCACTTACCCGGT 29 21933 9 7 2
CACTACTCTTATCGTTTCCTCACTTACC 28 37163_13 8 5
CCACTACTCTTATCGTTTCCTCACTTACCC 30_8775_9 8 1
CTCTTATCGTTTCCTCACTTAC 22 9959 9 8 1




CTCTTATCGTTTCCTCACTTACCCGGTG 28_34136_14 8 6
ACTACTCTTATCGTTTCCTCACTTACCCGGT 31_4602_9 9 0
ACTCTTATCGTTTCCTCACTTACCCG 26_74228 12 9 3
CTACTCTTATCGTTTCCTCAC 21_7047_9 9 0
CTACTCTTATCGTTTCCTCACTTACCCGGTG 31_2728 15 9 6
CTCTTATCGTTTCCTCACTTACCC 24 34065_9 9 0
ACTACTCTTATCGTTTCCTCAC 22 8274 11 10 1
ACTCTTATCGTTTCCTCACTTACCC 25_55318_12 10 2
ACTACTCTTATCGTTTCCTCACTTACCCGG 30_5814_14 11 3
ACTCTTATCGTTTCCTCACTT 21_5159_12 11 1
CACTACTCTTATCGTTTCCTCACTTACCCGGT 32_2386_14 11 3
ACTCTTATCGTTTCCTCACTTACC 24 22422 14 12 2
ACTCTTATCGTTTCCTCACTTACCCGGTG 29 11515_18 12 6
CACTACTCTTATCGTTTCCTCACTTACCCG 30_5431_15 12 3
CACTACTCTTATCGTTTCCTCACTTACCCGG 31.3197_13 12 1
CCACTACTCTTATCGTTTCCTCACTTACCCG 313491 12 12 0
CTCTTATCGTTTCCTCACTTACCCGGT 27_44846_19 12 7
TACTCTTATCGTTTCCTCACT 21 483313 12 1
TACTCTTATCGTTTCCTCACTTACCCG 27_52372_16 12 4
TCTTATCGTTTCCTCACTTACCCG 24_16680_19 12 7
CTACTCTTATCGTTTCCTCACTTACCCGGT 30_5096_16 13 3
CTTATCGTTTCCTCACTTACCCG 23_11190_13 13 0
CTACTCTTATCGTTTCCTCACTTACC 26_57983_16 14 2
CTACTCTTATCGTTTCCTCACTTACCCG 28_30891_16 14 2
CTCTTATCGTTTCCTCACTTACC 23_7018_21 14 7
CTTATCGTTTCCTCACTTACC 21_3127_20 14 6
CCACTACTCTTATCGTTTCCTCACTTACCCGG 32 1528 23 15 8
CTCTTATCGTTTCCTCACTTACCCG 25_36637_19 15 4
TACTCTTATCGTTTCCTCACTTACCCGG 28 27255 18 15 3
ACTACTCTTATCGTTTCCTCACT 23 6152 24 16 8
CACTACTCTTATCGTTTCCTCACT 24 13070_25 20 5
ACTCTTATCGTTTCCTCACTTACCCGG 27_34918_25 21 4
CCACTACTCTTATCGTTTCCTCACT 25_30080_24 21 3
TCTTATCGTTTCCTCACTTACCC 23_5500_27 23 4
CTACTCTTATCGTTTCCTCACTTACCCGG 29 7377_29 24 5
ACTACTCTTATCGTTTCCTCACTTACC 27_7088_134 25 109
CTCTTATCGTTTCCTCACTTACCCGG 26_28856_35 26 9
TCTTATCGTTTCCTCACTTACC 22 3072_31 26 5
CTACTCTTATCGTTTCCTCACT 22 2536_38 33 5
TCTTATCGTTTCCTCACTTACCCGG 2515282 49 37 12
TCATCATGAAGTGCTTCGAGCGACA 25 248914 2 0 2
TCATCATGAAGTGCTTTGAGCGGTTAG 27_159748_4 0 4
CCATCATGAAGTGCTTCGAGCGG 23 68746_2 1 1




CCATCATGAAGTGCTTCGAGCGGCTGA 27_207577_3 2 1
CAATCATGAAGTGCTTCGAGCGGCT 25_205407_3 3 0
CCATCATGAAGTGCTTCGAGCGGC 24 50603_5 3 2
TCATCATGAAGTGCTTCGAGCGACTGT 27_235705_3 3 0
TCATCATGAAGTGCTTCGAGCGGTTA 26132843 6 3 3
TCATCATGAAGTGCTTCGAGCGGTTAGT 28_65308_7 3 4
TCATCATGAAGTGCTTTGAGCGGTTAGT 28 36802_13 3 10
TCATCATGAAGTGCTTTGAGCGGTTAGTC 29 15863 _12 3 9
CCATCATGAAGTGCTTCGAGCGGCTGT 27_147712_5 5 0
TCATCATGAAGTGCTTCGAGCGAC 24 25282 12 5 7
TCATCATGAAGTGCTTCGAGCGGTTAG 27_107910_7 5 2
CCATCATGAAGTGCTTCGAGCGGCTGG 27_46406_18 6 12
CCATCATGAAGTGCTTCGAGCGGCTG 26_69040_13 9 4
TCATCATGAAGTGCTTTGAGCGGTT 25_16612_45 9 36
TCATCATGAAGTGCTTTGAGCGGTTA 26_31979_31 9 22
TCATCATGAAGTGCTTCGAGCGACTGA 27 68228 12 12 0
TCATCATGAAGTGCTTCGAGCGACTG 26_38738_25 20 5
TCATCATGAAGTGCTTCGAGCGACTGG 27_16235_57 30 27
CCATCATGAAGTGCTTCGAGCGGCT 25_9407_82 43 39
AAAGCATCGCGAAGGCCCACGGTGGGTGT 29 _76606_2 1 1
AAACAAAGCATCGCGAAGGCCCACGGTGGGTGT 3313219 2 2 0
AAAGCATCGCGAAGGCCCACGGTGGGTGTTG 31_24706_2 2 0
AACAAAGCATCGCGAAGGCCCACGGTGGGTGTT 3314819 2 2 0
ACAAAGCATCGCGAAGGCCCACGGTGGGTG 30_16627_4 2 2
ACAAAGCATCGCGAAGGCCCACGGTGGGTGTTG 3313325 2 2 0
CAAAGCATCGCGAAGGCCCACGGTGGGTGT 30_47720_2 2 0
AAAGCATCGCGAAGGCCCACGGTGGGTGTTGA 3210541 3 3 0
ACAAAGCATCGCGAAGGCCCACGGTGGGTGT 31_13457_3 3 0
CAAAGCATCGCGAAGGCCCACGGTGGGTGTTGA 33_6046_4 3 1
AACAAAGCATCGCGAAGGCCCACGGTGGGTG 31_10072_4 4 0
ACAAAGCATCGCGAAGGCCCACGGTGGGTGTT 32.7170_4 4 0
CAAAGCATCGCGAAGGCCCACGGTGGGTGTT 31_7570_5 4 1
CAAAGCATCGCGAAGGCCCACGGTGGGTG 29 24697_8 8 0
AAAGCATCGCGAAGGCCCACGGTGGGTGTT 30_3447_24 21 3
ATCTAGCGAAACCACAGCCAAGGGAA 26_216982_3 1 2
ACTATCTAGCGAAACCACAGCCAAGGGAA 29 114786_2 2 0
TACTATCTAGCGAAACCACAGCCAAGGGAA 30_43930_2 2 0
TCTAGCGAAACCACAGCCAAGGGAA 25 289653 2 2 0
CTAGCGAAACCACAGCCAAGGGAA 24 98784 3 3 0
TATCTAGCGAAACCACAGCCAAGGGAA 27_182117_4 4 0
ACCACACAGTGATGCAGCTGGACAG 25_99639_6 0 6
TACCACACAGTGATGCAGCTGGACAG 26_53651_17 0 17
TATTGGATTGAGATCTGGTGACTG 24 122913 2 1 1




TTTGTTGGATTGAGATCTGGTGACT 25224583 2 1 1
TATTGGATTGAGATCTGGTGACTGC 25 283310 2 2 0
TATTGGATTGAGATCTGGTGACTGT 25_289880_2 2 0
TCTATTGGATTGAGAGCTGGTGACT 25_280202_2 2 0
TTGGATTGAGATCTGGTGACTCTGG 25 288024 2 2 0
TTGGATTGAGATCTGGTGACTCTGGA 26_377644_2 2 0
TTGGATTGAGATCTGGTGACTGCGG 25 288560_2 2 0
CTCTATTGGATTGAGATCTGGTGACT 26_154179_5 3 2
TATTGGATTGAGATCTGGTGACT 23 22488 _6 3 3
TTGGATTGAGATCTGGTGACTG 22 17805_5 5 0
TGGATTGAGATCTGGTGACTGCGGC 255239313 13 0
TCTATTGGATTGAGATCTGGTGACT 25_45823_15 15 0
TTGGATTGAGATCTGGTGACTGCGGC 26_44053_22 22 0
AAGATGATGATGATGATGATGCTGACC 27_257090_2 0 2
AGATGATGATGATGATGATGCTGACC 26_205578_3 0 3
CAAGATGATGATGATGATGATGCTGACC 28_7074_75 0 75
GATGATGATGATGATGATGCTGACC 25_41643_16 0 16
TGATGATGATGATGATGATGATACTGATG 29 83354 2 0 2
GAAGAGCCCAGCGCCGAATCC 21_18871_3 1 2
GAAGAGCCCAGCGCCGAATCCCCGTCC 27_169937_4 1 3
GAAGAGCCCAGCGCCGAATCCCC 23_.40472_3 2 1
GAAGAGCCCAGCGCCGAATCCCCG 24 91708_3 2 1
GAAGAGCCCAGCGCCGAATCCCCGTC 26_235533_3 2 1
GAAGAGCCCAGCGCCGAATCCCCGTCCGA 29_40584_4 2 2
GAAGAGCCCAGCGCCGAATCCC 22 17477_5 5 0
CTACGACCTCAGCTCAGACGAGA 23 44725 3 0 3
TACGACCTCAGCTCAGACGAGACA 24 1331372 1 1
TACGACCTCAGCTCAGACGAGACAAC 26_157277_5 2 3
TACGACCTCAGCTCAGACGAGAC 23_14243_10 7 3
TACGACCTCAGCTCAGACGAGA 22_5461_17 10 7
TGTTGTAAATGTCCTGAAGGGAGGG 25_159530_3 0 3
TGTTGTAAATGTCCTGAAGGGAGGGGG 27_163362_4 0 4
TGTTGTAAATGTCCTGAAGGGAGGGG 26_100439_8 1 7
AGAGCCCAGCGCCGAATCCCCGTCCGA 27_227186_3 1 2
AAGAGCCCAGCGCCGAATCCCCGT 24_150161_2 2 0
AAGAGCCCAGCGCCGAATCCCCGTCCG 27_220453_3 2 1
AGAGCCCAGCGCCGAATCCCCGTCC 25_185581_3 2 1
AAGAGCCCAGCGCCGAATCCC 21 22445 3 3 0
AAGAGCCCAGCGCCGAATCCCCG 23 469733 3 0
AAGAGCCCAGCGCCGAATCCCCGTCC 26192183 4 3 1
AAGAGCCCAGCGCCGAATCCCCGTCCGA 28_110720_4 3 1
AGAGCCCAGCGCCGAATCCCCG 22 29048 3 3 0
AGAGCCCAGCGCCGAATCCCCGTC 24 94059 3 3 0




GAGCCCAGCGCCGAATCCCCG

21 15162 4

GAGCCCAGCGCCGAATCCCCGTCCG 25194595 3 3 0
GAGCCCAGCGCCGAATCCCCGTC 23 272095 4 1
AAGAGCCCAGCGCCGAATCCCCGTC 25_124695_5 5 0
GAGCCCAGCGCCGAATCCCCGT 22 17521_5 5 0
GAGCCCAGCGCCGAATCCCCGTCC 24_49705_6 6 0
GAGCCCAGCGCCGAATCCCCGTCCGA 2649228 19 18 1
TACCGTTTGACAGGTGTACCG 219682 6 0 6
TACCGTTTGACAGGTGTACCGC 22 4340_21 0 21
TACCGTTTGACAGGTGTACCGCC 23_767_183 0 183
TACCGTTTGACAGGTGTACCGCCA 24 23193_13 0 13
TACCGTTTGACAGGTGTACCGCCC 24 943 317 0 317
TACCGTTTGACAGGTGTACCGCCCC 25_14786_51 0 51
TACCGTTTGACAGGTGTACCGCCCCA 26_53010_17 0 17
TACCGTTTGACAGGTGTACCGCCCCAA 27299689 _2 0 2
TACCGTTTGACAGGTGTACCGCCCCAC 27_138156_5 0 5
TACCGTTTGACAGGTGTACCGCCCCATT 28 68094_6 0 6
TACCGTTTGACAGGTGTACCGCCCCT 26_317438_2 0 2
TACCGTTTGACAGGTGTACCGCCT 24 13309_24 0 24
TTACCGTTTGACAGGTGTACCGCCCC 26_50404_18 0 18
TTACCGTTTGACAGGTGTACCGCCA 25_67545_9 1 8
TTACCGTTTGACAGGTGTACCGCCCCA 27_134557_5 1 4
TTACCGTTTGACAGGTGTACCGCCT 25_73241_8 1 7
TTACCGTTTGACAGGTGTACCG 22 161345 3 2
TTACCGTTTGACAGGTGTACCGC 23 9282 15 3 12
TTACCGTTTGACAGGTGTACCGCCC 25_6434_120 4 116
TTACCGTTTGACAGGTGTACCGCC 24 1624 199 15 184
ACCCTGTTGAGCTTGACCCTAGTCT 25_227406_2 0 2
ACCCTGTTGAGCTTGACTCTAGTCA 25265034 2 0 2
ACCCTGTTGAGCTTGACTCTAGTGTG 26358444 2 0 2
ACCCTGTTGAGCTTGACTCTGGTCT 2531948 22 0 22
ACCTGTTGAGCTTGACTCTAGTCTG 25_244310_2 0 2
GCCCTGTTGAGCTTGACTCTAGTCT 25166904 _3 0 3
ACCCTGTTGAGATTGACTCTAGTCTG 26_243302_3 1 2
ACCCTGTTGAGCTTGACTCTAGACT 25_247540_2 1 1
ACCCTGTTGAGCTTGACTCTAGTCG 25_177465_3 1 2
ACCCTGTTGAGGTTGACTCTAGTCT 25_116750_5 1 4
ACCGTGTTGAGCTTGACTCTAGTCTG 26_183055_4 1 3
CCCTGTTGAGCTTGACTCTAGTCCGAC 27_219665_3 1 2
CCCTGTTGAGCTTGACTCTAGTCG 24 136401_2 1 1
GAATACCCTGTTGAGCTTGACTCTAGT 27292692 2 1 1
AAGGCCCTGTTGAGCTTGACTCTAG 25 292115 2 2 0
AAGGCCCTGTTGAGCTTGACTCTAGTC 27 357854 2 2 0




AAGGCCCTGTTGAGCTTGACTCTAGTCT 28_245846_2 2 0
ACCCTGTTGAGATTGACTCTAGTCT 25 883447 2 5
ACCCTGTTGAGCTTGACACTAGTCTG 26_235475_3 2 1
ACCCTGTTGAGCTTGACTCTAGTCC 25_167300_3 2 1
ACCCTGTTGAGCTTGACTCTAGTCTGC 27382921 2 2 0
ACCCTGTTGAGTTTGACTCTAGTCT 25 314850_2 2 0
ACCGTGTTGAGCTTGACTCTAGTCT 25 111120 5 2 3
ACGCTGTTGAGCTTGACTCTAGTCT 25_315205_2 2 0
GAACCTGTTGAGCTTGACTCTAGTCT 26 414247 2 2
GAATACCCTGTTGAGCTTGACTCTA 25_144189_4 2 2
TAAGACCCTGTTGAGCTTGACTCTAGT 27_370542_2 2 0
TAAGACCCTGTTGAGCTTGACTCTAGTCT 29 _108717_2 2 0
AAGACCCTGTTGAGCTTGACTCTAGTCTGC 30_26755_3 3 0
ACCCTGTTGAGCTTGACACTAGTCT 25_143637_4 3 1
ACCCTGTTGAGCTTGACTCTAGCCT 25_143059_4 3 1
ACCCTGTTGAGCTTGACTCTAGTCGG 26_252680_3 3 0
CTGTTGAGCTTGACTCTAGTCA 22 21447 4 3 1
GAATACCCTGTTGAGCTTGACTCTAGTCT 29 69160_3 3 0
TAAGACCCTGTTGAGCTTGACTCTAG 26_181800_4 3 1
ACCCTGGTGAGCTTGACTCTAGTCT 25_95165_6 4 2
GAATACCCTGTTGAGCTTGACTCTAG 26_158840_5 4 1
ACCCTGATGAGCTTGACTCTAGTCT 25_123378_5 5 0
CTGTTGAGCTTGACTCTAGTCTG 23_19816_7 5 2
GTTGAGCTTGACTCTAGTCTG 21_8657_7 6 1
CCTGTTGAGCTTGACTCTAGTCTG 24_30265_10 9 1
CCCTGTTGAGCTTGACTCTAGTCTG 25_35020_20 15 5
GAAGACCCTGTTGAGCTTGACTCTAGTCTG 30_4810_17 15 2
CCTGTTGAGCTTGACTCTAGT 21372517 16 1
AGACCCTGTTGAGCTTGACTCTAGTCTG 28_21935_23 17 6
TGTTGAGCTTGACTCTAGTCTG 22 4806_19 18 1
AAGACCCTGTTGAGCTTGACTCTAGTC 27_37686_23 20 3
AAGACCCTGTTGAGCTTGACTCTAGTCTG 29 7579_28 24 4
CCCTGTTGAGCTTGACTCTAGT 22 3390_28 25 3
AGACCCTGTTGAGCTTGACTCTAGT 25_18955_39 28 11
GACCCTGTTGAGCTTGACTCTAGT 24 _7691_43 31 12
CTGTTGAGCTTGACTCTAGTC 21_1309_50 39 11
GACCCTGTTGAGCTTGACTCTAGTC 25_16419_46 39 7
CCTGTTGAGCTTGACTCTAGTC 22 1826_54 40 14
GACCCTGTTGAGCTTGACTCTA 22 1572 63 40 23
CCCTGTTGAGCTTGACTCTAGTC 23 2684 57 43 14
GACCCTGTTGAGCTTGACTCTAGTCTG 27_15974_58 51 7
ACCCTGTTGAGCTTGACTCTAGT 23 2286_68 53 15
CCCTGTTGAGCTTGACTCTAG 21_726_87 57 30




AAGACCCTGTTGAGCTTGACTCTAGT 26_14878_71 58 13
GACCCTGTTGAGCTTGACTCTAG 23_1704_88 63 25
AGACCCTGTTGAGCTTGACTCTA 23 1353110 66 44
AGACCCTGTTGAGCTTGACTCTAGTC 26_14506_73 67 6
GAAGACCCTGTTGAGCTTGACTCTAGTC 28_6499_81 72 9
GAAGACCCTGTTGAGCTTGACTCTA 25_6076_128 90 38
GAAGACCCTGTTGAGCTTGACTCTAGT 27 8253115 90 25
AAGACCCTGTTGAGCTTGACTCTA 24 2293 141 91 50
ACCCTGTTGAGCTTGACTCTAG 22 682 146 104 42
AGACCCTGTTGAGCTTGACTCTAG 24_2089_155 125 30
GAAGACCCTGTTGAGCTTGACTCTAGTCT 29 1388_150 128 22
TGTTGAGCTTGACTCTAGTCT 21398 158 129 29
AAGACCCTGTTGAGCTTGACTCTAG 25_4464_173 133 40
ACCCTGTTGAGCTTGACTCTAGTC 24 1057_288 170 118
ACCCTGTTGAGCTTGACTCTA 21.207_291 193 98
AGACCCTGTTGAGCTTGACTCTAGTCT 27_4113_230 200 30
CCCTGTTGAGCTTGACTCTAGTCT 24 1167_263 212 51
GACCCTGTTGAGCTTGACTCTAGTCT 26_4122 259 223 36
GAAGACCCTGTTGAGCTTGACTCTAG 26_3373_315 249 66
AAGACCCTGTTGAGCTTGACTCTAGTCT 28_1692_298 263 35
ACCCTGTTGAGCTTGACTCTAGTCTG 26_1192 810 274 536
CCTGTTGAGCTTGACTCTAGTCT 23_367_352 279 73
CTGTTGAGCTTGACTCTAGTCT 22 171_585 493 92
ACCCTGTTGAGCTTGACTCTAGTCT 25299 1859 969 890
TACAATAGTGTTGAATGCTGAACTGT 26_358690_2 0 2
ATAGTGTTGAATGCTGAACTGTAGT 25266445 2 1 1
CAATAGTGTTGAATGCTGAACTGT 24 112939 2 1 1
TGGTGTTGAATGCTGAACTGAAG 23 26077_5 1 4
TGGTGTTGAATGCTGAACTGAAGT 24 55060_5 1 4
AACAATAGTGTTGAATGCTGAACTGT 26_421601_2 2 0
ATGGTGTTGAATGCTGAACTGAAGTC 26_405150_2 2 0
CACAATAGTGTTGAATGCTGAACTGT 26_129460_6 4 2
TGGTGTTGAATGCTGAACTGAAGTCT 26_92869_9 5 4
TGGTGTTGAATGCTGAACTGAAGTC 25_41991_16 6 10
TACTCAGGTAGGCTGTGGCGTTTA 24165923 2 2 0
TGTGGATGTTGCTGAAACCAGTTCT 25_162330_3 1 2
AATGTGGATGTTGCTGAAACCAGTT 25_.199346_3 3 0
AATGTGGATGTTGCTGAAACCAGTTCT 27_233060_3 3 0
GAAATGTGGATGTTGCTGAAACCAGT 26_146893_5 3 2
CGGCCAAGCGTTCATAGCGACGTC 24 759753 2 1
GCCAAGCGTTCATAGCGACGTC 22 46762 2 2 0
GCCAAGCGTTCATAGCGACGTCG 23 80160_2 2 0
GGCCAAGCGTTCATAGCGACGTC 23373723 2 1




TCCAAGCGTTCATAGCGACGTCGC 24 153784 2 2 0
CGGCCAAGCGTTCATAGCGACGTCGC 26_256618_3 3 0
AAGCGTTCATAGCGACGTCGC 21_15918_4 4 0
CGGCCAAGCGTTCATAGCGACGTCG 25_147312_4 4 0
CAAGCGTTCATAGCGACGTCGC 22 11038_8 6 2
CGGCCAAGCGTTCATAGCGACG 22_6098_15 12 3
GGCCAAGCGTTCATAGCGACG 211942 33 18 15
CGGCCAAGCGTTCATAGCGAC 21253725 19 6
GCCAAGCGTTCATAGCGACGTCGC 24 2814 117 99 18
AAAAAGCCAGAAGGATCGTGAGGCCCC 27_270096_2 0 2
GGTCTTGGGGCCGAAACGATCTCAACCT 28 247422 2 2 0
TTGGGGCCGAAACGATCTCAACCTATT 27 378742 2 2 0
GTCTTGGGGCCGAAACGATCTCAACCTAT 29 _64675_3 3 0
AGGTCTTGGGGCCGAAACGATCTCAACCT 29 49894 4 4 0
CTTGGGGCCGAAACGATCTCAACCTATT 28 89589_5 4 1
TTGGGGCCGAAACGATCTCAACCTAT 26_200632_4 4 0
CTTGGGGCCGAAACGATCTCAACCTAT 27_96027_8 7 1
TTGGGGCCGAAACGATCTCAACCTATTCT 29 23062_8 7 1
TCTTGGGGCCGAAACGATCTCAACCTAT 28 59066_8 8 0
GTCTTGGGGCCGAAACGATCTCAACCTA 28_32503_15 11 4
CTTGGGGCCGAAACGATCTCAACCT 25_47509_14 12 2
TTGGGGCCGAAACGATCTCAACCTA 2550692 13 12 1
TTGGGGCCGAAACGATCTCAACCTATTC 28_32191_15 13 2
TCTTGGGGCCGAAACGATCTCAACCTATTC 30_3568 23 20 3
CTTGGGGCCGAAACGATCTCAACCTATTC 29 8498 25 23 2
TCTTGGGGCCGAAACGATCTCAACCT 26_28896_35 28 7
CTTGGGGCCGAAACGATCTCAACCTATTCT 30_2744 30 29 1
GTCTTGGGGCCGAAACGATCTCAACCT 27_25606_35 34 1
CTTGGGGCCGAAACGATCTCAACCTA 26_26226_39 36 3
TCTTGGGGCCGAAACGATCTCAACCTA 27 21403_43 41 2
CTGGATGTGCTGTAGGCCTGTGCATCC 27_193118_3 0 3
TGTGCTGTAGGCCTGTGCATCCCCTT 26_337320_2 0 2
TGTGCTGTAGGCCTGTGCATCCCCC 25_167103_3 1 2
TGTGCTGTAGGCCTGTGCATCCA 23_40504_3 2 1
TGTGCTGTAGGCCTGTGCATCCCCTA 26394295 2 2 0
TGGATGTGCTGTAGGCCTGTGCATC 25_194078_3 3 0
TGTGCTGTAGGCCTGTGCATCCCCA 2539427 17 3 14
CTGGATGTGCTGTAGGCCTGTGCATC 26_161736_5 5 0
TGTGCTGTAGGCCTGTGCATCC 22 2396_40 19 21
TGTGCTGTAGGCCTGTGCATCCCCTG 26_17355_60 23 37
TGTGCTGTAGGCCTGTGCATCCCC 24_1562_205 47 158
TGTGCTGTAGGCCTGTGCATCCC 23_851_169 48 121
TGTGCTGTAGGCCTGTGCATCCCCT 252329 310 71 239




TGGAGCCGGGCGTGGAATGCGAGTG 25_263503_2 0 2
CTTGGAGCCGGGCGTGGAATGCGAGCCA 28 216637_2 1 1
TTGGAGCCGGGCGTGGAATGCGAGCCA 27_255697_2 1 1
AGCCGGGCGTGGAATGCGAGCCGCCTA 27_372380_2 2 0
CTGGAGCCGGGCGTGGAATGCGAGCC 26_406692_2 2 0
CTTGGAGCCGGGCGTGGAATGCGAGTGC 28_221926_2 2 0
GAGCCGGGCGTGGAATGCGAGCCGCCTAG 29_57470_3 2 1
GCTTGGAGCCGGGCGTGGAATGCGAGCCGCCA 32_17656_2 2 0
GCTTGGAGCCGGGCGTGGAATGCGAGT 27_219040_3 2 1
GGAGCCGGGCGTGGAATGCGAGCCGCCA 28_253358_2 2 0
TCTTGGAGCCGGGCGTGGAATGCGAGC 27_370085_2 2 0
TGGAGCCGGGCGTGGAATGCGA 22 19637_4 2 2
TTGGAGCCGGGCGTGGAATGCGAGT 25_174240_3 2 1
GAGCCGGGCGTGGAATGCGAGCCGC 25_138874_4 3 1
GGCTTGGAGCCGGGCGTGGAATGCGA 26_188460_4 3 1
GGCTTGGAGCCGGGCGTGGAATGCGAG 27_166689_4 3 1
TGGAGCCGGGCGTGGAATGCG 21_9772_6 3 3
TGGAGCCGGGCGTGGAATGCGAGCCG 26_143274_5 3 2
TTGGAGCCGGGCGTGGAATGCGAGCCGCCA 30_26391_3 3 0
TTGGAGCCGGGCGTGGAATGCGAGCCGCCTAG 32.9914 3 3 0
TGGAGCCGGGCGTGGAATGCGAG 23_19546_7 4 3
GGCTTGGAGCCGGGCGTGGAATGCG 25_53054_12 5 7
TGGAGCCGGGCGTGGAATGCGAGCCGC 27_116455_6 5 1
GAGCCGGGCGTGGAATGCGAGCCG 24 4197717 6 1
GAGCCGGGCGTGGAATGCGAGCCGCCTA 28_77161_6 6 0
GGAGCCGGGCGTGGAATGCGAG 22 9541 9 6 3
GGAGCCGGGCGTGGAATGCGAGCCG 25.102749_6 6 0
GAGCCGGGCGTGGAATGCGAG 21_7563_8 7 1
GAGCCGGGCGTGGAATGCGAGCCGCC 26_93635_9 2
GGCTTGGAGCCGGGCGTGGAATGCGAGC 28_58522 8 8 0
TTGGAGCCGGGCGTGGAATGCGAGCCG 27_97785_8 8 0
TTGGAGCCGGGCGTGGAATGCGAGCCGCCTA 31_5111_8 8 0
AGCCGGGCGTGGAATGCGAGCCGCCTAG 28_46839_10 9 1
GCTTGGAGCCGGGCGTGGAATGCGAG 26_85443_10 9 1
GGAGCCGGGCGTGGAATGCGAGCCGCCTA 29 22154 9 9 0
GGAGCCGGGCGTGGAATGCGAGCCGCCTAG 30_8006_10 9 1
TTGGAGCCGGGCGTGGAATGCGAG 24 25641_12 9 3
GAGCCGGGCGTGGAATGCGAGCCGCCTAGT 30_8070_10 10 0
TTGGAGCCGGGCGTGGAATGCGA 23.10374_14 12 2
CTTGGAGCCGGGCGTGGAATGCGAG 25_45372_15 13 2
GGAGCCGGGCGTGGAATGCGAGCCGC 26_65236_14 13 1
GGAGCCGGGCGTGGAATGCGAGCCGCCTAGT 313219 13 13 0
TGGAGCCGGGCGTGGAATGCGAGC 24 20726_15 13 2




TGGAGCCGGGCGTGGAATGCGAGCCGCC 2834949 14 13 1
TTGGAGCCGGGCGTGGAATGCGAGCCGC 28 37653_13 13 0
GGAGCCGGGCGTGGAATGCGA 21.3947_16 14 2
TGGAGCCGGGCGTGGAATGCGAGCC 2548948 14 14 0
AGCCGGGCGTGGAATGCGAGCCGCC 2538993 _18 18 0
AGCCGGGCGTGGAATGCGAGCCGCCTAGT 29_10435_20 18 2
CTTGGAGCCGGGCGTGGAATGCGAGCCGCCTA 32 1833_19 18 1
GAGCCGGGCGTGGAATGCGAGCC 23_7261_20 19 1
GCTTGGAGCCGGGCGTGGAATGCG 24 11158_29 22 7
GGAGCCGGGCGTGGAATGCGAGCCGCC 2732784 27 22 5
GAGCCGGGCGTGGAATGCGAGCCGCCT 27_33933_26 23 3
AGCCGGGCGTGGAATGCGAGCCGCCT 26_36473_27 24 3
GCTTGGAGCCGGGCGTGGAATGCGAGCC 28_18349_28 26 2
TTGGAGCCGGGCGTGGAATGCGAGCCGCC 29 7370_29 26 3
GCTTGGAGCCGGGCGTGGAATGCGAGC 2733012 27 27 0
TGGAGCCGGGCGTGGAATGCGAGCCGCCT 29 7937 27 27 0
TTGGAGCCGGGCGTGGAATGCG 22 2464_39 28 11
CTTGGAGCCGGGCGTGGAATGCG 23_3464_44 31 13
GAGCCGGGCGTGGAATGCGAGC 22 2756_35 31 4
GCTTGGAGCCGGGCGTGGAATGCGA 25_21790_34 31 3
GCTTGGAGCCGGGCGTGGAATGCGAGCCGCC 31_1172_38 34 4
CTTGGAGCCGGGCGTGGAATGCGAGCCGCC 30_1859 45 39 6
GGAGCCGGGCGTGGAATGCGAGCC 24_6641_50 40 10
CTTGGAGCCGGGCGTGGAATGCGAGCCGCCT 31_958 48 42 6
GCTTGGAGCCGGGCGTGGAATGCGAGCCGCCT 32_740_49 42 7
TTGGAGCCGGGCGTGGAATGCGAGCC 26_21582_48 46 2
GGAGCCGGGCGTGGAATGCGAGC 23 2903 _53 48 5
TTGGAGCCGGGCGTGGAATGCGAGCCGCCT 30_1323_62 51 11
GGAGCCGGGCGTGGAATGCGAGCCGCCT 28_8932_59 54 5
TTGGAGCCGGGCGTGGAATGCGAGC 25_11975_64 54 10
CTTGGAGCCGGGCGTGGAATGCGAGCCG 28_8635_61 55 6
CTTGGAGCCGGGCGTGGAATGCGAGCC 27_12842_73 71 2
GGCTTGGAGCCGGGCGTGGAATGCGAGCCGCC 32 426_81 71 10
CTTGGAGCCGGGCGTGGAATGCGA 24 3763_90 79 11
CTTGGAGCCGGGCGTGGAATGCGAGC 26_9405_114 99 15
ATGACTGAACGCCTCTAAGTCAGAATCCGGG 31_15121_2 1 1
CTGGATTATGACTGAACGCCTCTAAGTCA 29 74812 2 1 1
CTGGATTATGACTGAACGCCTCTAAGTCAGAAT 3310254 2 1 1
GGGATTATGACTGAACGCCTCTAAGCC 27_327021_2 1 1
TATGACTGAACGCCTCTAAGTCAGAATC 28 198780_2 1 1
TGACTGAACGCCTCTAAGTCAG 22 36087_2 1 1
TGACTGAACGCCTCTAAGTCAGAATC 26 355918 _2 1 1
GCGGGATTATGACTGAACGCCTCTAAGTCA 30_45936_2 2 0




GGATTATGACTGAACGCCTCTA 22 47474 2 2 0
GGGATTATGACTGAACGCCTCTAAGTAA 28_229076_2 2 0
GGGATTATGACTGAACGCCTCTAAGTCT 28 125623 3 2 1
GGGATTATGACTGAACGCCTCTAAGTT 27_374788_2 2 0
GTGGGATTATGACTGAACGCCTCTAAGTCAGAA 3314409 2 2 0
GTGTGATTATGACTGAACGCCTCTAAGTCAGAATC 355292 3 2 1
TGACTGAACGCCTCTAAGTCAGAA 24 162433 2 2 0
TGACTGAACGCCTCTAAGTCAGAAT 25_290770_2 2 0
TGGATTATGACTGAACGCCTCTAAGTC 27_370514_2 2

TGGATTATGACTGAACGCCTCTAAGTCAGAATC 33.7939 3 2 1
TGGGATTATGACTGAACGCCTCTAA 25_294766_2 2 0
TGGGATTATGACTGAACGCCTCTAAG 26_183527_4 2 2
TGGGATTATGACTGAACGCCTCTAAGTCAGA 31_21438 2 2 0
TTATGACTGAACGCCTCTAACTCAGA 26_404741_2 2 0
ATTATGACTGAACGCCTCTAAGTCAGAATCCCGC 34_7600_3 3 0
GACTGAACGCCTCTAAGTCAGA 22 13074_6 3 3
GACTGAACGCCTCTAAGTCAGAA 23 47020_3 3 0
GGATTATGACTGAACGCCTCTAAGTCAGAA 30_18868 4 3 1
GGGATTATGACTGAACGCCTCTAAGTTT 28 88763 5 3 2
GGGGTTATGACTGAACGCCTCTAAGTC 27_239055_3 3 0
GTGGGATTATGACTGAACGCCTCTAA 26_267179_3 3 0
GTGGGATTATGACTGAACGCCTCTAAGTCAG 31_13791_3 3 0
GTGTGATTATGACTGAACGCCTCTAAGTC 29 48002_4 3 1
TATGACTGAACGCCTCTAAGTCAGA 25_143176_4 3 1
TATGACTGAACGCCTCTAAGTCAGAATCC 29 _65908_3 3 0
TTATGACTGAACGCCTCTAAGTCAG 25192751 3 3 0
ATTATGACTGAACGCCTCTAAGTCAGAATCCCG 33_6613_4 4 0
GACTGAACGCCTCTAAGTCAGAATC 2596334 6 4 2
GGATTATGACTGAACGCCTCTAAG 24 45739_6 4 2
GGGGTTATGACTGAACGCCTCTAAGT 26_155904_5 4 1
TATGACTGAACGCCTCTAAGTCAGAATCCC 30_19601_4 4 0
TGGGATTATGACTGAACGCCTCTA 24 _72286_4 4 0
TGGGATTATGACTGAACGCCTCTAAGTCAGAATCC 35.3633_5 4 1
ATGACTGAACGCCTCTAAGTCAGAAT 26_163246_5 5 0
ATTATGACTGAACGCCTCTAAGTCAG 26_134838_6 5 1
CTGAACGCCTCTAAGTCAGAAT 22 174495 5 0
CTGAACGCCTCTAAGTCAGAATC 23_27486_5 5 0
CTGAACGCCTCTAAGTCAGAATCC 24 57936_5 5 0
GATTATGACTGAACGCCTCTAAGTCAG 27_151756_5 5 0
GGATTATGACTGAACGCCTCTAAGT 25_77207_8 5 3
GTGGGATTATGACTGAACGCCTCTAAGTCAGA 32 6185_5 5 0
TTATGACTGAACGCCTCTAAGTCAGAA 27_115674_6 5 1
TGACTGAACGCCTCTAAGTCA 21_7997_7 6 1




TGACTGAACGCCTCTAAGTCAGAATCCC 28_63767_7 6 1
GATTATGACTGAACGCCTCTAAGTCAGAATC 31.5777_7 7 0
GGGATTATGACTGAACGCCTCTA 23.20407_7 7 0
GGGATTATGACTGAACGCCTCTAA 24 37441_8 7 1
GGGATTATGACTGAACGCCTCTAAGTCAG 29 20885 9 7 2
GTGGGATTATGACTGAACGCCTCTA 25_78975_8 7 1
ATGACTGAACGCCTCTAAGTCAG 23 17860_8 8 0
ATTATGACTGAACGCCTCTAAGTCAGAATCC 31_4505_9 8 1
TATGACTGAACGCCTCTAAGTCA 23_11731_12 8 4
TGACTGAACGCCTCTAAGTCAGAATCC 27_97506_8 8 0
TTATGACTGAACGCCTCTAAGTCAGAATC 29 21963 9 8 1
ACTGAACGCCTCTAAGTCAGAATC 24 27198_11 9 2
GATTATGACTGAACGCCTCTAAGTCA 26_80326_11 9 2
ATGACTGAACGCCTCTAAGTCAGAATCCCGC 31_3335_12 10 2
GACTGAACGCCTCTAAGTCAGAATCCCGC 29 17473 11 10 1
TGAACGCCTCTAAGTCAGAAT 21_4077_15 10 5
TGACTGAACGCCTCTAAGTCAGAATCCCGC 30_7375_11 10 1
GATTATGACTGAACGCCTCTA 21 4482 14 11 3
GGATTATGACTGAACGCCTCTAAGTCA 27_73637_11 11 0
TTATGACTGAACGCCTCTAAGTCAGAATCC 30.5399 15 11 4
ACTGAACGCCTCTAAGTCAGAAT 23_12130_12 12 0
ATGACTGAACGCCTCTAAGTCA 22 6539_14 12 2
TGAACGCCTCTAAGTCAGAATC 22 6377_14 12 2
GATTATGACTGAACGCCTCTAA 22 6514_14 13 1
TGGGATTATGACTGAACGCCTCTAAGT 27_53686_15 13 2
TGGGATTATGACTGAACGCCTCTAAGTCA 29 13206_15 13 2
TTATGACTGAACGCCTCTAAGTCAGAATCCCGC 33.2047_15 13 2
GACTGAACGCCTCTAAGTCAGAATCC 26_57633_16 14 2
GTGGGATTATGACTGAACGCCTCTAAG 2759179 _14 14 0
GTGGGATTATGACTGAACGCCTCTAAGTCAGAAT 34 1888 14 14 0
ATGACTGAACGCCTCTAAGTCAGAATC 2750384 _16 15 1
ATTATGACTGAACGCCTCTAAGTCAGAATC 30_5479 15 15 0
GATTATGACTGAACGCCTCTAAGTCAGAA 29 11245_18 15 3
GGATTATGACTGAACGCCTCTAAGTCAGAAT 31_2502_17 15 2
GGGATTATGACTGAACGCCTCTAAGTCAGAA 31_2654_16 15 1
TTATGACTGAACGCCTCTAAGTCA 24 19826_16 15 1
GACTGAACGCCTCTAAGTCAGAATCCC 27_45560_18 16 2
TGAACGCCTCTAAGTCAGAATCC 23 6855 21 16 5
ATTATGACTGAACGCCTCTAA 212792 23 17 6
CTGAACGCCTCTAAGTCAGAATCCC 25_35039_20 17 3
TGGGATTATGACTGAACGCCTCTAAGTC 28_25976_19 17 2
TTATGACTGAACGCCTCTAAGTCAGAAT 28 24856 _20 17 3
GACTGAACGCCTCTAAGTCAGAATCCCG 28 23940 21 18 3




GGGATTATGACTGAACGCCTCTAAGTCAGA 30_3774 21 19 2
TTATGACTGAACGCCTCTAAGTCAGAATCCC 31_2162_20 19 1
ATGACTGAACGCCTCTAAGTCAGAATCCC 29 8812 24 20 4
ATTATGACTGAACGCCTCTAAGTCA 25_30908_23 20 3
ATGACTGAACGCCTCTAAGTCAGAATCC 28 24121 21 21 0
ATTATGACTGAACGCCTCTAAGTCAGAATCCC 32 1560 23 21 2
TTATGACTGAACGCCTCTAAGTCAGA 26_40471_24 22 2
ATGACTGAACGCCTCTAAGTCAGA 24 _11311_29 24 5
ACTGAACGCCTCTAAGTCAGAATCC 25_24821_29 27 2
TGACTGAACGCCTCTAAGTCAGAATCCCG 29 6926_31 28 3
GATTATGACTGAACGCCTCTAAG 23_3883_39 31 8
GGATTATGACTGAACGCCTCTAAGTC 26_28069_36 31 5
TGGGATTATGACTGAACGCCTCTAAGTCAGAATC 34 _853_33 31 2
TTATGACTGAACGCCTCTAAGTCAGAATCCCG 32 1137 32 31 1
ACTGAACGCCTCTAAGTCAGAATCCC 26_24335 42 33 9
ACTGAACGCCTCTAAGTCAGAATCCCG 27_22676_40 35 5
ATGACTGAACGCCTCTAAGTCAGAATCCCG 30_2075_40 35 5
GATTATGACTGAACGCCTCTAAGTCAGA 28 12806_41 40 1
GTGGGATTATGACTGAACGCCTCTAAGT 28 11927 44 40 4
ATTATGACTGAACGCCTCTAAGTCAGAA 28_10629_49 41 8
GTGGGATTATGACTGAACGCCTCTAAGTCAGAATC 35_505_43 41 2
ACTGAACGCCTCTAAGTCAGA 21_1312_50 43 7
ATTATGACTGAACGCCTCTAAG 22 1552_64 43 21
TTATGACTGAACGCCTCTAAG 21893 71 46 25
ATTATGACTGAACGCCTCTAAGTCAGA 27_16738_56 48 8
GGGATTATGACTGAACGCCTCTAAG 2510084 _77 55 22
TGACTGAACGCCTCTAAGTCAGA 23 2457 63 55 8
TATGACTGAACGCCTCTAAGTC 22 1456_68 60 8
TTATGACTGAACGCCTCTAAGT 22 1243 79 60 19
TTATGACTGAACGCCTCTAAGTC 23 2068_74 60 14
ATGACTGAACGCCTCTAAGTC 21_775_81 63 18
TATGACTGAACGCCTCTAAGT 21_658 97 65 32
ATTATGACTGAACGCCTCTAAGTC 24_4298_79 66 13
GGGATTATGACTGAACGCCTCTAAGTCAGAAT 32.438_79 71 8
GATTATGACTGAACGCCTCTAAGT 24 _3491_96 73 23
GTGGGATTATGACTGAACGCCTCTAAGTCA 30_926_88 77 11
ATTATGACTGAACGCCTCTAAGT 23_1414_106 80 26
GATTATGACTGAACGCCTCTAAGTCAGAAT 30_806_100 84 16
GATTATGACTGAACGCCTCTAAGTC 25_6563_118 95 23
GGGATTATGACTGAACGCCTCTAAGTCAGAATC 33321 105 97 8
ATTATGACTGAACGCCTCTAAGTCAGAAT 29 1547 134 113 21
GTGGGATTATGACTGAACGCCTCTAAGTC 29 1517 137 125 12
GGGATTATGACTGAACGCCTCTAAGT 26_5591_194 147 47




GGGATTATGACTGAACGCCTCTAAGTCA 28 2312 222 176 46
GGGATTATGACTGAACGCCTCTAAGTC 27_1107_775 572 203
TATGTTGTGCAATTGGTCCAAGAATG 26_364537_2 1 1
GTATGTGCTTGGCTGAGGAGCCAATGGT 28 131920 3 2 1
TGTATGTGCTTGGCTGAGGAGCCAATGGT 29_68837_3 3 0
TATGTGCTTGGCTGAGGAGCCAATGGTG 28 115366_4 4 0
TGTGCTTGGCTGAGGAGCCAATGGTG 26_165158_5 5 0
GCTTGGCTGAGGAGCCAATGGTGCGAAGC 29_74526_2 1 1
TGCTTGGCTGAGGAGCCAATGGTGCG 26_304123_2 1 1
GTGCTTGGCTGAGGAGCCAATGGTGC 26_418151_2 2 0
GTGCTTGGCTGAGGAGCCAATGGTGCG 27_394879_2 2 0
TGCTTGGCTGAGGAGCCAATGGTGC 25_300909_2 2 0
GCTTGGCTGAGGAGCCAATGGTGCGAAG 28 153238_3 3 0
TGCTTGGCTGAGGAGCCAATGGTGCGAAG 29 689743 3 0
TGTGCTTGGCTGAGGAGCCAATGGTGCG 28 147272 3 3 0
ATGTGCTTGGCTGAGGAGCCAATGGTGCG 29 32317_6 5 1
TATGTGCTTGGCTGAGGAGCCAATGGTGCG 30_12849 6 5 1
TATGTGCTTGGCTGAGGAGCCAATGGTGC 29 213779 6 3
TGCTTGGCTGAGGAGCCAATGGTGCGAAGC 309892 8 7 1
ATGTGCTTGGCTGAGGAGCCAATGGTGC 28 521529 8 1
TGTGCTTGGCTGAGGAGCCAATGGTGC 27_63055_13 13 0
ATGAATCCAGTTTGTTCCTCTGAAACA 27_162821_4 0 4
GAATCCAGTTTGTTCCTCTGAAACA 25_74670_8 0 8
TATGAATCCAGTTTGTTCCTCTGAAACA 28_95568_4 0 4
TGAATCCAGTTTGTTCCTCTGAAACAT 27_334069_2 0 2
TGAATCCAGTTTGTTCCTCTGAAACA 26_122773_6 2 4
CTGCGGGATGAACCGAACGCCGGGGT 26_330339_2 1 1
GCTGCGGGATGAACCGAACGCCA 23 52234 2 1 1
CTGCGGGATGAACCGAACGCCGGCT 25295923 2 2 0
CTGCGGGATGAACCGAACGCTGGGTT 26223222 3 2 1
CTGCGGGATGATCCGAACGCCGGGTT 26422482 2 2 0
CGCTGCGGGATGAACCGAACGCCA 24 532455 3 2
CTGCGGGATGAACCGAACGCCA 22 _17206_5 4 1
CTGCGGGATGAACCGAACGCCGGGG 251224745 5 0
GCGCTGCGGGATGAACCGAACGCCGG 26_138445_6 6 0
GCGCTGCGGGATGAACCGAACGCCGGG 27_124836_6 6 0
GGCGCTGCGGGATGAACCGAACGCC 25_80712_8 8 0
GCGCTGCGGGATGAACCGAACGCCG 25_51413_13 12 1
GCGCTGCGGGATGAACCGAACGCCGGGT 28 34877_14 13 1
GCGCTGCGGGATGAACCGAACGCCGGGTT 29 _12167_17 15 2
GCTGCGGGATGAACCGAACGCCGG 24 12696_26 20 6
CGCTGCGGGATGAACCGAACGCCGG 25_14308_53 38 15
GCTGCGGGATGAACCGAACGCCGGG 25 13128 58 42 16




CTGCGGGATGAACCGAACGCCGG 23_2558_60 43 17
GCGCTGCGGGATGAACCGAACGCC 24 _7575_44 43 1
GCTGCGGGATGAACCGAACGCCG 23 218470 56 14
GCTGCGGGATGAACCGAACGCCGGGTT 27_12820_73 57 16
CGCTGCGGGATGAACCGAACGCCGGG 26_13093_81 61 20
CGCTGCGGGATGAACCGAACGCCGGGT 27_12040_78 62 16
GCTGCGGGATGAACCGAACGCCGGGT 26_12659_84 63 21
CGCTGCGGGATGAACCGAACGCCGGGTT 28_6150_86 68 18
CTGCGGGATGAACCGAACGCCG 22 809 122 98 24
CGCTGCGGGATGAACCGAACGCCG 24 2580127 102 25
CTGCGGGATGAACCGAACGCCGGG 24 2603_126 106 20
CTGCGGGATGAACCGAACGCCGGGTT 26_7991_136 113 23
CTGCGGGATGAACCGAACGCCGGGT 25_4272_181 156 25
CGCTGCGGGATGAACCGAACGCC 23_526_256 217 39
GCTGCGGGATGAACCGAACGCC 22 314 304 250 54
CTGCGGGATGAACCGAACGCC 2199 599 452 147
TATATCATCCAGGTACACAAAGACAAACT 29 1253216 0 16
TATCATCCAGGTACACAAAGACAAA 25_168505_3 0 3
TATCATCCAGGTACACAAAGACAAAC 26_231604_3 0 3
TATCATCCAGGTACACAAAGACAAACTG 28_8995_58 2 56
TATCATCCAGGTACACAAAGACAAACT 27_1505_587 7 580
TGCAGTCGTTGCTGTGGTGTATGAGC 26_108923_7 0 7
TGCAGTCGTTGCTGTGGTGTATGAGCAA 28 137736_3 0 3
CAGTCGTTGCTGTGGTGTATGAGCAACC 28_85481_5 1 4
CAGTCGTTGCTGTGGTGTATGAGCAA 26_91429_9 2 7
CAGTCGTTGCTGTGGTGTATGAGCAATC 28 57826_8 2 6
CAGAACTGGCGCTGCGGGATGAACCGAAT 29 83402 2 1 1
GAACTGGCGCTGCGGGATGAACCG 24 67979_4 1 3
GCAGAACTGGCGCTGCGGGATGAA 24 152382 2 2 0
GCAGAACTGGCGCTGCGGGATGAACC 26_239939 3 2 1
AAGCAGAACTGGCGCTGCGGGATGAACCG 29 674223 3 0
CAGAACTGGCGCTGCGGGATGAACCG 26_272366_3 3 0
GAACTGGCGCTGCGGGATGAA 21_14660_4 3 1
GCAGAACTGGCGCTGCGGGATGAAC 25.193401_3 3 0
GTAAGCAGAACTGGCGCTGCGGGATGA 27 241342 3 3 0
GTAAGCAGAACTGGCGCTGCGGGATGAA 28 146832 3 3 0
AAGCAGAACTGGCGCTGCGGGATGA 25148392 _4 4 0
AAGCAGAACTGGCGCTGCGGGATGAA 26_199513_4 4 0
AGCAGAACTGGCGCTGCGGGATGAA 25_116475_5 4 1
AGCAGAACTGGCGCTGCGGGATGAACCG 28 875645 4 1
GAACTGGCGCTGCGGGATGAACC 23_19497_7 4 3
GAACTGGCGCTGCGGGATGAACCGA 25 118445 5 4 1
GCAGAACTGGCGCTGCGGGATGAACCGA 28 89233 5 4 1




GTAAGCAGAACTGGCGCTGCGGGATGAACC 30_19768_4 4 0
TAAGCAGAACTGGCGCTGCGGGATGA 26_127849_6 4 2
AAGCAGAACTGGCGCTGCGGGATGAACCGA 3012933 6 5 1
GAACTGGCGCTGCGGGATGAAC 22 9725 9 5 4
GAACTGGCGCTGCGGGATGAACCGAACG 28_75987_6 5 1
GCAGAACTGGCGCTGCGGGATGAACCGAACG 31_6615_6 5 1
AAGCAGAACTGGCGCTGCGGGATGAAC 27_71868_11 6 5
GCAGAACTGGCGCTGCGGGATGAACCG 27_125967_6 6 0
AGCAGAACTGGCGCTGCGGGATGAACCGA 29 28324 7 7 0
GAACTGGCGCTGCGGGATGAACCGAA 26_120682_7 7 0
GCAGAACTGGCGCTGCGGGATGAACCGAA 29 22940_8 7 1
AAGCAGAACTGGCGCTGCGGGATGAACCGAA 31_5066_8 8 0
AGCAGAACTGGCGCTGCGGGATGAACCGAA 30_10084_8 8 0
AAGCAGAACTGGCGCTGCGGGATG 24 30307_10 9 1
AGCAGAACTGGCGCTGCGGGATGAAC 2696522 9 9 0
TAAGCAGAACTGGCGCTGCGGGATGAA 27_72628_11 10 1
TAAGCAGAACTGGCGCTGCGGGATGAACCG 30_6788_12 10 2
TAAGCAGAACTGGCGCTGCGGGATG 25_55195_12 11 1
TAAGCAGAACTGGCGCTGCGGGATGAACCGA 31_3738_11 11 0
AGAACTGGCGCTGCGGGATGAACCG 25_38518_18 12 6
AGAACTGGCGCTGCGGGATGAACCGA 26_74821_12 12 0
GTAAGCAGAACTGGCGCTGCGGGATGAACCG 31_2830_15 13 2
AGCAGAACTGGCGCTGCGGGATGAACC 27_53208_15 14 1
ACTGGCGCTGCGGGATGAACCGA 23 _5711_26 16 10
AACTGGCGCTGCGGGATGAACCG 23 5422 27 17 10
AGAACTGGCGCTGCGGGATGAACCGAACG 29 9147 23 17 6
AGAACTGGCGCTGCGGGATGAACC 24 14780_22 18 4
GAACTGGCGCTGCGGGATGAACCGAAC 27_42380_20 18 2
GTAAGCAGAACTGGCGCTGCGGGATGAAC 29_11615_18 18 0
TAAGCAGAACTGGCGCTGCGGGAT 24 16134 20 18 2
TAAGCAGAACTGGCGCTGCGGGATGAAC 28_25232 20 20 0
GCAGAACTGGCGCTGCGGGATGAACCGAAC 30_3959 21 21 0
TAAGCAGAACTGGCGCTGCGGGATGAACC 29 8485_25 22 3
CAGAACTGGCGCTGCGGGATGAACCGAACG 30_3192 26 25 1
ACTGGCGCTGCGGGATGAACCG 22 2699_35 26 9
AACTGGCGCTGCGGGATGAACCGA 24 9016_37 29 8
AAGCAGAACTGGCGCTGCGGGATGAACC 28_15679_33 29 4
AGCAGAACTGGCGCTGCGGGATGAACCGAAC 31_1239 36 31 5
CAGAACTGGCGCTGCGGGATGAACCGA 27_20544_45 34 11
AGAACTGGCGCTGCGGGATGAACCGAA 27_20517_45 35 10
AGAACTGGCGCTGCGGGATGAACCGAAC 28_9920_53 44 9
AACTGGCGCTGCGGGATGAACCGAACG 27_15579_60 46 14
AACTGGCGCTGCGGGATGAAC 21 1061 _61 48 13




CAGAACTGGCGCTGCGGGATGAACC 25_11798_65 49 16
AACTGGCGCTGCGGGATGAACCGAA 25_11640_66 52 14
CAGAACTGGCGCTGCGGGATGAACCGAA 28 8587 _61 52 9
CAGAACTGGCGCTGCGGGATGAAC 24 5701_59 53 6
AACTGGCGCTGCGGGATGAACC 22 1264_77 61 16
ACTGGCGCTGCGGGATGAACCGAACG 26_13460_79 65 14
ACTGGCGCTGCGGGATGAACC 21_743_85 70 15
ACTGGCGCTGCGGGATGAACCGAA 24 3341_100 81 19
CAGAACTGGCGCTGCGGGATGAACCGAAC 29 1907_110 92 18
AACTGGCGCTGCGGGATGAACCGAAC 26_7351_148 126 22
ACTGGCGCTGCGGGATGAACCGAAC 25_3095_241 206 35
GGGCAGGGCGAAGCCAGAGGAAACTCTGG 29 100185_2 1 1
CCTGGGCAGGGCGAAGCCAGAGGAAACT 28_238689_2 2 0
CTGGGCAGGGCGAAGCCAGAGGAAACT 27_361861_2 2 0
CTGGGCAGGGCGAAGCCAGAGGAAACTCT 29 1151832 2 0
GGCAGGGCGAAGCCAGAGGAAACTCTGGT 29 62905_3 2 1
GGGCAGGGCGAAGCCAGAGGAAACT 25184424 3 2 1
TGGGCAGGGCGAAGCCAGAGGAAACTC 27_369956_2 2 0
TGGGCAGGGCGAAGCCAGAGGAAACTCT 28 84658_5 2 3
TGGGCAGGGCGAAGCCAGAGGAAACTCTG 29 113886_2 2 0
CTGGGCAGGGCGAAGCCAGAGGAAACTC 28_108153_4 3 1
TGGGCAGGGCGAAGCCAGAGGAAACT 26_255070_3 3 0
TGGGCAGGGCGAAGCCAGAGGAAACTCTGG 30_26581_3 3 0
GCCTGGGCAGGGCGAAGCCAGAGGAAACT 29 38378_5 4 1
CTGGGCAGGGCGAAGCCAGAGGAAACTCTG 30_6636_12 11 1
TGAGTGTGACAGTGGTGGAGCAGATG 26_205247_3 1 2
TGAGTGTGACAGTGGTGGAGCAGAT 25_94627_6 4 2
ACCCGAAAGATGGTGAACTGTGCCT 25_267099_2 1 1
ACGCGAAAGATGGTGAACTATGCCT 25_260079_2 1 1
GATCCGAAAGATGGTGAACTATGCCT 26_365488_2 1 1
TAGTACCCGAAAGATGGTGAACTATG 26365429 2 1 1
ACCCGAAAGATAGTGAACTATGCCT 25_314905_2 2 0
ACCCGAAAGATGCTGAACTATGCCT 25_300366_2 2 0
ACCCGAATGATGGTGAACTATGCCT 25_295756_2 2 0
ACCCGATAGATGGTGAACTATGCCTG 26_409779_2 2 0
ACGCGAAAGATGGTGAACTATGCCTG 26_414242 2 2 0
CCGAAAGATGGTGAACTATGCA 22 53081_2 2 0
GACCCGAAAGAAGGTGAACTATGCCT 26_413757_2 2 0
GACCCGTAAGATGGTGAACTATGCCT 26_386188_2 2 0
GACCGAAAGATGGTGAACTATGCCT 25294845 2 2 0
TAGAACCCGAAAGATGGTGAACTATGCCT 29 112083_2 2 0
ACCCGAAAGATGGTGATCTATGCCT 25 196388 3 3 0
ACCGGAAAGATGGTGAACTATGCCT 25 201158 3 3 0




AGGACCCGAAAGATGGTGATCTATGCCT 28146349 _3 3 0
GACCCGAAAGATGGTGATCTATGCCT 26_191680_4 3 1
TAGTACCCGAAAGATGGTGAACTAT 25_114735_5 3 2
TAGTACCCGAAAGATGGTGAACTATGC 27 239165_3 3 0
TAGTACCCGAAAGATGGTGAACTATGCC 28 88325 5 3 2
ACCCGAAAGATGGTGAACTAT 21 10281 _6 4 2
TAGGACCCGAAAGATGGTGATCTATGCCT 29 50295 4 4 0
TAGTACCCGAAAGATGGTGAACTATGCCTG 30_15570_5 4 1
CCCGAAAGATGGTGAACTATG 21_12886_5 5 0
TAGTACCCGAAAGATGGTGAACTATGCCT 29 9520 22 18 4
CCGAAAGATGGTGAACTATGC 21792 80 74
TGCGGGATGAACCGAACGCCGGGTTCGTGG 30_29789 2 0 2
CGGGATGAACCGAACGCCGGGG 22 45731 2 1 1
GCGGGATGAACCGAACGCCGGGG 23 _67588_2 1 1
CGCGGCGGGATGAACCGAACGCCGGG 26_401128_2 2 0
GATGAACCGAACGCCGGGTTAGGGC 25321424 2 2 0
GCGGGATGAACCGAACGCCGCGTTA 25.309104_2 2 0
GCGTGATGAACCGAACGCCGGGTTA 25_304738_2 2 0
GCTGGATGAACCGAACGCCGGGTT 24 163737_2 2 0
GCTTCGGGATGAACCGAACGCCGGGT 26_187425_4 2 2
GCTTCGGGATGAACCGAACGCCGGGTT 27_373007_2 2 0
TGCGGGATGAACCGAACGCTGGGTTA 26_429552 2 2 0
TGCTGGATGAACCGAACGCCGGGTT 25.304125_2 2 0
TGGATGAACCGAACGCCGGGTT 22 49802_2 2 0
TGCGGGATGAACCGAACGCCGGGGT 25_190132_3 3 0
TGCGGGATGAACCGAACGCCGGGG 24 74145 4 4 0
GCGCTGCGGGATGAACCGAACGCCGGGTTA 30_8870_9 7 2
GCTGCGGGATGAACCGAACGCCGGGTTA 28_14463_36 29 7
TGCGGGATGAACCGAACGCCGGGTTA 26_23709_43 31 12
CGCTGCGGGATGAACCGAACGCCGGGTTA 29 5253 41 32 9
GCGGGATGAACCGAACGCCGG 21_1425_46 35 11
TGCGGGATGAACCGAACGCCGG 22 1956_49 37 12
GCGGGATGAACCGAACGCCGGGTTA 25_15157_50 40 10
CGGGATGAACCGAACGCCGGGTT 23 2951_52 42 10
GGGATGAACCGAACGCCGGGTTA 23 2988 51 42 9
GGATGAACCGAACGCCGGGTTA 22 1847 53 43 10
CTGCGGGATGAACCGAACGCCGGGTTA 27_14596_64 53 11
CGGGATGAACCGAACGCCGGGTTA 24 _4300_79 64 15
TGCGGGATGAACCGAACGCCG 21_712_89 77 12
TGCGGGATGAACCGAACGCCGGGTT 25_7226_108 79 29
GCGGGATGAACCGAACGCCGGG 22 957_103 86 17
GCGGGATGAACCGAACGCCGGGT 23 1342 111 89 22
GGATGAACCGAACGCCGGGTT 21 623 102 90 12




TGCGGGATGAACCGAACGCCGGG 23 1224 122 90 32
GATGAACCGAACGCCGGGTTA 21.576_112 97 15
GGGATGAACCGAACGCCGGGTT 22 808 122 105 17
TGCGGGATGAACCGAACGCCGGGT 24 2321 _140 112 28
GCGGGATGAACCGAACGCCGGGTT 24 2179_149 121 28
CGGGATGAACCGAACGCCGGGT 22 587_165 123 42
GGGATGAACCGAACGCCGGGT 21_463_138 128 10
CGGGATGAACCGAACGCCGGG 21_197_303 243 60
GGCAGGTGGGGAGTTTGACTGGGGCGGTA 29 82134 2 1 1
GGTGGGGAGTTTGACTGGGGCG 22 161825 1 4
GCAGGTGGGGAGTTTGACTGGGGCGGT 27_353017_2 2 0
GCAGGTGGGGAGTTTGACTGGGGCGGTACAC 31_21258 2 2 0
GGCAGGTGGGGAGTTTGACTGGGG 24 164476_2 2 0
GGGGAGTTTGACTGGGGCGGTACA 24 141711_2 2 0
GGTGGGGAGTTTGACTGGGGCGG 23 73131 2 2 0
GGTGGGGAGTTTGACTGGGGCGGTA 25_112155_5 2 3
GGTGGGGAGTTTGACTGGGGCGGTACA 27_353209_2 2 0
GTGGGGAGTTTGACTGGGGCG 21 15140_4 2 2
GTGGGGAGTTTGACTGGGGCGGTA 24 559325 2 3
GTGGGGAGTTTGACTGGGGCGGTAC 25_302589_2 2 0
GTGGGGAGTTTGACTGGGGCGGTACA 26_242284 3 2 1
GTGGGGAGTTTGACTGGGGCGGTACAC 27_364209_2 2 0
TGGCAGGTGGGGAGTTTGACTGGGG 25_313162_2 2 0
TGGCAGGTGGGGAGTTTGACTGGGGCGG 28 248823 2 2 0
TGGCAGGTGGGGAGTTTGACTGGGGCGGTA 30_26195_3 2 1
TGGCAGGTGGGGAGTTTGACTGGGGCGGTAC 31_10869 3 2 1
TGGGGAGTTTGACTGGGGCGGTACA 25 327174 2 2 0
TGGGGAGTTTGACTGGGGCGGTACAC 26_227780_3 2 1
AGGTGGGGAGTTTGACTGGGGCGGT 25_108049_5 3 2
AGGTGGGGAGTTTGACTGGGGCGGTA 26_180897_4 3 1
AGGTGGGGAGTTTGACTGGGGCGGTACAC 29_66730_3 3 0
CAGGTGGGGAGTTTGACTGGGGCGGT 26_269578_3 3 0
CAGGTGGGGAGTTTGACTGGGGCGGTA 27_111365_6 3 3
GCAGGTGGGGAGTTTGACTGGGG 23_48181_3 3 0
GGGGAGTTTGACTGGGGCGGTAC 2349359 3 3 0
GGTGGGGAGTTTGACTGGGGCGGT 24 98176_3 3 0
GGTGGGGAGTTTGACTGGGGCGGTACAC 28 154414 3 3 0
TGGGGAGTTTGACTGGGGCGGTA 23 17431_8 3 5
TGGGGAGTTTGACTGGGGCGGTAC 24 _67573_4 3 1
GCAGGTGGGGAGTTTGACTGGGGC 24 _73158_4 4 0
AGGTGGGGAGTTTGACTGGGGCGG 24_47033_6 5 1
CAGGTGGGGAGTTTGACTGGGGCGG 25_86111_7 5 2
CAGGTGGGGAGTTTGACTGGGGCGGTAC 28_93264_5 5 0




GGGAGTTTGACTGGGGCGGTACA 23_28007_5 5 0
GGGGAGTTTGACTGGGGCGGTACACC 2690492 9 5 4
TGGCAGGTGGGGAGTTTGACTGGGGCG 271465225 5 0
TGGCAGGTGGGGAGTTTGACTGGGGCGGT 29 31687_6 5 1
CAGGTGGGGAGTTTGACTGGGGCG 24 30033_10 6 4
CAGGTGGGGAGTTTGACTGGGGCGGTACAC 30_13079_6 6 0
AGGTGGGGAGTTTGACTGGGGCGGTACACCT 31.5771_7 7 0
CAGGTGGGGAGTTTGACTGGGG 227902 _11 7 4
GTGGGGAGTTTGACTGGGGCGGT 23_13633_10 7 3
GGTGGGGAGTTTGACTGGGGCGGTACACCT 30_7483_10 9 1
AGGTGGGGAGTTTGACTGGGGC 22 8278 _11 10 1
CAGGTGGGGAGTTTGACTGGGGCGGTACACC 31_3753_11 11 0
AGGTGGGGAGTTTGACTGGGGCGGTACACC 30_5811_14 12 2
GGTGGGGAGTTTGACTGGGGC 21 _3876_16 13 3
CAGGTGGGGAGTTTGACTGGGGC 23 _8975_16 14
GGTGGGGAGTTTGACTGGGGCGGTACACC 29 10503_20 20 0
GTGGGGAGTTTGACTGGGGCGGTACACC 28_23926_21 20 1
GGGGAGTTTGACTGGGGCGGTACACCT 27_31779_28 22 6
GGGAGTTTGACTGGGGCGGTACACC 25_20373_36 25 11
TGGGGAGTTTGACTGGGGCGGTACACC 27 _31814_28 26 2
TGGGGAGTTTGACTGGGGCGGTACACCT 28_16511_31 26 5
GGGAGTTTGACTGGGGCGGTACACCT 26_26203_39 27 12
GTGGGGAGTTTGACTGGGGCGGTACACCT 29 5959_36 31 5
TGGTAAGCAGAACTGGCGCTGCGGGAT 27_213400_3 2 1
TTTTGTAAGCAGAACTGGCGCTGCGGGAT 29 _66501_3 3 0
TGGTAAGCAGAACTGGCGCTGCGGGATG 28 77923 6 6 0
GGTAAGCAGAACTGGCGCTGCGGGATG 27 _98185_8 8 0
GTAAGCAGAACTGGCGCTGCGGGATG 26_106952_8 8 0
TTGGTAAGCAGAACTGGCGCTGCGGGATT 29_20241_10 10 0
GGTAAGCAGAACTGGCGCTGCGGGAT 26_51955_18 15 3
GTAAGCAGAACTGGCGCTGCGGGAT 25 28191 25 19 6
TTGGTAAGCAGAACTGGCGCTGCGGGATG 29 3256_65 55 10
TTTGGTAAGCAGAACTGGCGCTGCGGGATG 30_1154_71 67 4
TTGGTAAGCAGAACTGGCGCTGCGGGAT 28 1558 320 249 71
CATCCATTTTCAGGGCTAGTTGATT 25_96245_6 0 6
TCCATTTTCAGGGCTAGTTGAA 22 15777_5 0 5
TCCATTTTCAGGGCTAGTTGAT 22 15877_5 0 5
TCCATTTTCAGGGCTAGTTGATA 23 362643 0 3
TCCATTTTCAGGGCTAGTTGATT 23_606_221 0 221
TCCATTTTCAGGGCTAGTTGATTCG 25_46541_14 0 14
TCCATTTTCAGGGCTAGTTGATTCGG 26_76935_11 0 11
TCCATTTTCAGGGCTAGTTGATTCGGCAC 29 13998 _14 0 14
TCCATTTTCAGGGCTAGTTGATTCGGCACC 30_15067_5 0 5




TCCATTTTCAGGGCTAGTTGATTCGGCAG 29 353735 0 5
TCCATTTTCAGGGCTAGTTGATTCGGCAGG 30_7859_10 0 10
TTTTCAGGGCTAGTTGATTCGGC 23 1373510 0 10
TTTTCAGGGCTAGTTGATTCGGCA 24 34955 8 0 8
TTTTCAGGGCTAGTTGATTCGGCAG 25_75953_8 0 8
TTTTCAGGGCTAGTTGATTCGGCAGG 26_116054_7 0 7
ATCCATTTTCAGGGCTAGTTGATT 24 34479_8 1 7
ATCCATTTTCAGGGCTAGTTGATTC 25_43740_15 1 14
TCCATTTTCAGGGCTAGTTGATTC 24_3790_89 1 88
TCCATTTTCAGGGCTAGTTGATTCGGC 2751354 16 1 15
TCCATTTTCAGGGCTAGTTGATTCGGCA 28_7144_74 1 73
ATCGCTTACGGCCATACCACCCTTGAA 27_315458_2 0 2
TCGCTTACGGCCATACCACCCTTGAA 26_101150_8 0 8
TCTATCGCTTACGGCCATACCACCCT 26_279089_2 0 2
TTAATCGCTTACGGCCATACCACCCT 26_153437_5 0 5
TTGGTCTTGCTGGTGTTAAGGAGCAGGT 28 136152 3 1 2
TTGGTCTTGCTGGTGTTAAGGAGCAG 26_191007_4 2 2
TTGGTCTTGCTGGTGTTAAGGAGCAGG 27_86617_9 4 5
ATGGCCCCTGCGAAAGGATGACACGCAAAT 30_25511 3 0 3
ATGGCCCCTGCGCAAGGATGACACGCA 27 3341412 0 2
CATGGCCCCTGCGAAAGGATGACACGCAAAT 31_14960_2 0 2
GCATGGCCCCTGCGAAAGGATGACACG 27 318622 2 0 2
TGGCCCCTGCGAAAGGATGACACGCA 26_304533_2 0 2
ATGGCCCCTGCGCAAGGATGACACGCAAA 29 42364 4 1 3
AGCATGGCCCCTGCGCAAGGATGACACG 28 239783 _2 2 0
GCATGGCCCCTGCGCAAGGATGACACG 27_370710_2 2 0
TGGCCCCTGCGCAAGGATGACACGCAAA 28 232269 2 2 0
TTAGCATGGCCCCTGCGCAAGGATGA 26_374973 2 2 0
TTAGCATGGCCCCTGCGCAAGGATGACACG 3026241 3 2 1
GATTAGCATGGCCCCTGCGCAAGGATGACA 30_28372 3 3 0
TAGCATGGCCCCTGCGCAAGGATGACA 27_244187_3 3 0
TTTTTGATCCTTCGATGTCGGCA 23 63274 2 0 2
CGCTTTTTGATCCTTCGATGTCGGCG 26_336604_2 1 1
CGCTTTTTGATGCTTCGATGTCGGCTCT 28_246130_2 2 0
CGTCGCTTTTTGATCCTTCGATGTC 25_281021_2 2 0
CTTTTTGATCCTTCGATGTCGGCA 24 152495 2 2 0
GACGTCGCTTTTTGATCCTTCGATGT 26_247645_3 2 1
GACGTCGCTTTTTGATCCTTCGATGTCGG 29102941 _2 2 0
GACGTCGCTTTTTGATCCTTCGATGTCGGC 30_47503_2 2 0
TCGCTTTTTGATCCTTCGATGTCGG 25_286681_2 2 0
TCGCTTTTTGATCCTTCGATGTCGGCG 27 2175553 2 1
TCGCTTTTTGATCCTTCGATGTCGGCTCTT 3043208 2 2 0
TTTTGATCCTTCGATGTCGGCA 22 28698 3 2 1




ACGTCGCTTTTTGATCCTTCGATGTC 26_266388_3 3 0
CGCTTTTTGATCCTTCGATGTCGGCA 26_187039_4 3 1
TTTTGATCCTTCGATGTCGGC 21_14979_4 3 1
CGTCGCTTTTTGATCCTTCGATGTCG 26_194618_4 4 0
GACTTCGCTTTTTGATCCTTCGATGTCGGCT 31_10161 4 4 0
TCGCTTTTTGATCCTTCGATGT 22 13409_6 4 2
TCGCTTTTTGATCCTTCGATGTCG 24 573495 4 1
TTTTGATCCTTCGATGTCGGCG 22 22253 4 4 0
GCTTTTTGATCCTTCGATGTCGGC 24_48446_6 5 1
GCTTTTTGATCCTTCGATGTCGGCTCTT 28 914355 5 0
GTCGCTTTTTGATCCTTCGATGTCGGCTCTT 31_6547_6 5 1
TCGCTTTTTGATCCTTCGATGTCGGCTCTTC 31_8304_5 5 0
CGTCGCTTTTTGATCCTTCGATGTCGGCTC 30_10958_7 6 1
CTTTTTGATCCTTCGATGTCG 21 8388_7 6 1
CGCTTTTTGATCCTTCGATGTCGGCTCTT 29 28478 7 7 0
CGTCGCTTTTTGATCCTTCGATGTCGGC 28 49725 9 7 2
GCTTTTTGATCCTTCGATGTCGG 23_16718_8 7 1
TTTTTGATCCTTCGATGTCGGC 22 97559 7 2
CGCTTTTTGATCCTTCGATGTCGGCTCTTC 30_7370_11 9 2
CTTTTTGATCCTTCGATGTCGGC 23_13611_10 9 1
GCTTTTTGATCCTTCGATGTCGGCTCTTC 29 18278_11 9 2
GTCGCTTTTTGATCCTTCGATGTC 24 24996 _12 9 3
TCGCTTTTTGATCCTTCGATGTC 23_11086_13 9 4
TCGCTTTTTGATCCTTCGATGTCGGCTCT 29 16746_12 10 2
CGCTTTTTGATCCTTCGATGTCGGC 25_60270_11 11 0
CTTTTTGATCCTTCGATGTCGG 22 7385_12 11 1
CGTCGCTTTTTGATCCTTCGATGTCGG 27_62737_13 12 1
CTTTTTGATCCTTCGATGTCGGCTCTT 27_62793_13 12 1
GCTTTTTGATCCTTCGATGTCGGCTC 26_69674_13 12 1
GTCGCTTTTTGATCCTTCGATGTCGGCTC 29 14560_14 12 2
TTTTTGATCCTTCGATGTCGG 21 3634 17 12 5
TTTTTGATCCTTCGATGTCGGCTCTT 26_69646_13 12 1
CTTTTTGATCCTTCGATGTCGGCTCTTC 28_29730_16 13 3
GTCGCTTTTTGATCCTTCGATG 22 4805_19 13 6
TCGCTTTTTGATCCTTCGATGTCGGCTC 28_34679_14 13 1
ACGTCGCTTTTTGATCCTTCGATGTCGGCTC 31_2844 15 14 1
CGTCGCTTTTTGATCCTTCGATGTCGGCT 29 13693_15 14 1
GTCGCTTTTTGATCCTTCGATGTCGGCTCT 30_5417_15 14 1
ACGTCGCTTTTTGATCCTTCGATGTCGGC 29 11561_18 15 3
TTTTGATCCTTCGATGTCGGCTCTT 25_42891_16 15 1
ACGTCGCTTTTTGATCCTTCGATGTCGG 28 31045_16 16 0
GCTTTTTGATCCTTCGATGTCG 22 581316 16 0
GTCGCTTTTTGATCCTTCGATGTCGGCT 28 22842 22 19 3




TTTTTGATCCTTCGATGTCGGCTCTTC 27_45300_19 19 0
CGCTTTTTGATCCTTCGATGTCGG 24 12849_25 20 5
TCGCTTTTTGATCCTTCGATG 21 _2611_24 20 4
CGCTTTTTGATCCTTCGATGTCG 23_6165_24 21 3
GCTTTTTGATCCTTCGATGTC 21 2408_27 23 4
CGTCGCTTTTTGATCCTTCGATGTCGGCTCT 31 1841 24 24 0
CGCTTTTTGATCCTTCGATGTCGGCTC 2730544 29 25 4
ACGTCGCTTTTTGATCCTTCGATGTCGGCT 30_2292 36 27 9
CTTTTTGATCCTTCGATGTCGGCTC 25_18126_41 28 13
CGCTTTTTGATCCTTCGATGT 21_1495_44 33 11
GCTTTTTGATCCTTCGATGTCGGCT 25_19120_39 33 6
TTTTTGATCCTTCGATGTCGGCTCT 2517624 42 34 8
CTTTTTGATCCTTCGATGTCGGCTCT 26_25014_41 37 4
GCTTTTTGATCCTTCGATGTCGGCTCT 2718929 49 38 11
TTTTTGATCCTTCGATGTCGGCTC 24 _6555_51 39 12
TTTTGATCCTTCGATGTCGGCTCT 24 _6855_49 43 6
GACGTCGCTTTTTGATCCTTCGATG 25 12250 62 45 17
TTTTGATCCTTCGATGTCGGCTC 23_2489_62 45 17
CGCTTTTTGATCCTTCGATGTC 22 1717_57 47 10
TCGCTTTTTGATCCTTCGATGTCGGCT 271245775 59 16
GACGTCGCTTTTTGATCCTTCGATGTCGGCT 31_624_74 71 3
CGCTTTTTGATCCTTCGATGTCGGCTCT 28_5125_103 89 14
CTTTTTGATCCTTCGATGTCGGCT 24 2718_121 93 28
CGCTTTTTGATCCTTCGATGTCGGCT 26_8826_122 98 24
TTTTTGATCCTTCGATGTCGGCT 23_.1097_133 104 29
TTTTGATCCTTCGATGTCGGCT 22 687_144 106 38
ACGTCGCTTTTTGATCCTTCGATG 24 2317_140 114 26
CGTCGCTTTTTGATCCTTCGATG 23_740_189 152 37
TCCTGAAGTCCACAATGAGCTCCTTGGT 28_28068_17 0 17
TTCCTGAAGTCCACAATGAGCTCCTTG 27 81411 9 0 9
TTCCTGAAGTCCACAATGAGCTCCTTT 27 268643 2 0 2
CGAAGTCCACAATGAGCTCCTTGGTC 26_322926_2 1 1
GAAGTCCACAATGAGCTCCTTGGTC 25_168170_3 1 2
TCCTGAAGTCCACAATGAGCTCCTTG 26_124936_6 1 5
TGAAGTCCACAATGAGCTCCT 21_14153_4 1 3
TGAAGTCCACAATGAGCTCCTTG 2342323 3 1 2
TGAAGTCCACAATGAGCTCCTTGGTT 26_220765_3 1 2
TGAAGTCCACAGTGAGCTCCTTGGTC 26243372 3 1 2
TTCCTGAAGTCCACAATGAGCTCCTTGGT 29 18977_10 1 9
TGAAGTCCACAATGAGCTCCTTGGTA 26_414556_2 2 0
TGAAGTCCACAATGAGCTCCTTGGTCA 27_343571_2 2 0
TGAAGTCCACACTGAGCTCCTTGGTC 26 243434 3 2 1
TGAAGCCCACAATGAGCTCCTTGGTC 26263599 3 3 0




CCTGAAGTCCACAATGAGCTCCTTGG 26 134517 6 4 2
TGAAGTCCACAATGAGCTCCTTGG 24 57461 5 4 1
TGAAGGCCACAATGAGCTCCTTGGTC 26160659 5 5 0
TTCCTGAAGTCCACAATGAGCTCCTTGG 28 11288 46 5 41
TGAAGTCCACAATGAGCTCCTTGGT 25 54332 12 7 5
CCTGAAGTCCACAATGAGCTCCTTGGTC 28 19960 25 8 17
TCCTGAAGTCCACAATGAGCTCCT 24 9431 35 9 26
TCCTGAAGTCCACAATGAGCTCCTTGG 27 17819 52 9 43
TTCCTGAAGTCCACAATGAGCTCCTTGGTC 30 2614 31 11 20
TCCTGAAGTCCACAATGAGCTCCTTGGTC 29 4366 49 14 35
CTGAAGTCCACAATGAGCTCCTTGGTC 27 21570 42 15 27
TCCTGAAGTCCACAATGAGCTCCTT 25 13276 57 18 39
TTCCTGAAGTCCACAATGAGCTCCT 25 9063 85 18 67
TTCCTGAAGTCCACAATGAGCTCCTT 26 8331 130 33 97
TGAAGTCCACAATGAGCTCCTTGGTC 26 1554 628 245 383
GGTTTCAAGCAGGAGGTGTCAGAAAAG 27 253041 2 1 1
TGGGTTTCAAGCAGGAGGTGTCAGAAA 27 212868 3 1 2
TTGGGTTTCAAGCAGGAGGTGTCAGAA 27 205222 3 1 2
GGTTTCAAGCAGGAGGTGTCAGAAAA 26378494 2 2 0
TGGGTTTCAAGCAGGAGGTGTCAGAA 26 100513 8 2 6
TGGGTTTCAAGCAGGAGGTGTCAGAAAA 28 225578 2 2 0
TTGGGTTTCAAGCAGGAGGTGTCAGAAA 28 142333 3 2 1
TTTTGGGTTTCAAGCAGGAGGTGTCAGAAA 30 44271 2 2 0
TTTGGGTTTCAAGCAGGAGGTGTCAGAA 28 150196 3 3 0
TTTGGGTTTCAAGCAGGAGGTGTCAGAAAA 30 27005 3 3 0
GGAATGCAGCCCAAAGCGGGTGGTA 25 183795 3 1 2
GAATGCAGCCCAAAGCGGGTGGTA 24 85709 3 2 1
AATGCAGCCCAAAGCGGGTGGTA 23 18584 7 3 4
ATGCAGCCCAAAGCGGGTGGTA 22 7243 12 5 7
TGCAGCCCAAAGCGGGTGGTA 21 5583 11 5 6
ATTTTTGGTAAGCAGAACTGGC 2237000 2 0 2
TTTGGTAAGCAGAACTGGCGCTGCGGGG 28 112415 4 4
CCACTTTTGGTAAGCAGAACTGGCGCTGCG 30 15840 5 5 0
ACTTTTGGTAAGCAGAACTGGCGCTGCG 28 64079 7 6 1
TTTTGGTAAGCAGAACTGGCGCTGCGG 27 106323 7 6 1
CACTTTTGGTAAGCAGAACTGGCGCTGCG 29 21993 9 8 1
CCACTTTTGGTAAGCAGAACTGGCGCTGC 29 24816 8 8 0
CTTTTGGTAAGCAGAACTGGCGCTGCG 27 98111 8 8 0
TTTTGGTAAGCAGAACTGGCGCTGCG 26 87210 10 9 1
TTTTGGTAAGCAGAACTGGCGCTGCGGG 28 31526 15 1 4
ACTTTTGGTAAGCAGAACTGGCGCTGCGG 29 13669 15 13 2
CACTTTTGGTAAGCAGAACTGGCGCTGCGG 30 4598 18 15 3
TTTTGGTAAGCAGAACTGGCGCTGC 25 26984 27 21 6




CTTTTGGTAAGCAGAACTGGCGCTGCGG 28_23038_22 22 0
TTTGGTAAGCAGAACTGGCGCTGCG 2528029 _26 23 3
CACTTTTGGTAAGCAGAACTGGCGCTGC 28 15719_33 29 4
CTTTTGGTAAGCAGAACTGGCGCTGCGGG 29 7152 30 30 0
TTTGGTAAGCAGAACTGGCGCTGCGG 26_21982_47 41 6
CTTTTGGTAAGCAGAACTGGCGCTGC 26_21557_48 44 4
ACTTTTGGTAAGCAGAACTGGCGCTGC 27_18193_51 45 6
ACTTTTGGTAAGCAGAACTGGCGCTGCGGG 30_1509_55 49 6
TTTGGTAAGCAGAACTGGCGCTGCGGG 2712289 76 71 5
CTTTTGGTAAGCAGAACTGGCGCTGCGGGA 30_510_152 140 12
TTTTGGTAAGCAGAACTGGCGCTGCGGGAT 30_468_163 157 6
TTTTGGTAAGCAGAACTGGCGCTGCGGGA 29 1165_178 158 20
TTTGGTAAGCAGAACTGGCGCTGCGGGAT 29 _681_285 266 19
TTTGGTAAGCAGAACTGGCGCTGCGGGA 28 1469_338 307 31
GTCAAACGGTAACGCAGGTGTCCTAAG 27257474 2 0 2
GTCAAACGGTAACGCAGGTGT 21 24153 2 1 1
TGTCAAACGGTAACGCAGGTGT 22 43400_2 1 1
TGTCAAACGGTAACGCAGGTGTCCTAAGG 29 62453 3 1 2
ACCTGTCAAACGGTAACGCAGGTGTCCTAAGG 32 15314 2 2 0
ACCTGTCAAACGGTAACGCAGGTGTCCTAAGGCGA 3510279 2 2 0
CACCTGTCAAACGGTAACGCAGGTGTCCTAAGGC 34_10977_2 2 0
CACCTGTCAAACGGTAACGCAGGTGTCCTAAGGCG 358711 2 2 0
CTGTCAAACGGTAACGCAGGTGTCCTA 27_152212_4 2 2
CTGTCAAACGGTAACGCAGGTGTCCTAAGGCGAGC 3510568 2 2 0
GTCAAACGGTAACGCAGGTGTCCTAAGGC 29 103839_2 2 0
TGTCAAACGGTAACGCAGGTGTC 23 447823 2 1
TGTCAAACGGTAACGCAGGTGTCC 24 69905_4 2 2
TGTCAAACGGTAACGCAGGTGTCCTAAG 28 135522 3 2 1
TGTCAAACGGTAACGCAGGTGTCCTAAGGCG 31.23454 2 2 0
CTGTCAAACGGTAACGCAGGTGTCCTAAGGCG 32 5841_5 3 2
CTGTCAAACGGTAACGCAGGTGTCCTAAGGCGAG 34_4051_5 3 2
GTCAAACGGTAACGCAGGTGTCCT 24 _71387_4 4 0
TGTCAAACGGTAACGCAGGTGTCCT 25_118885_5 4 1
CTGTCAAACGGTAACGCAGGTGTCCTAAGGC 31_8281_5 5 0
TGTCAAACGGTAACGCAGGTGTCCTAAGGC 30_13044_6 6 0
CTGTCAAACGGTAACGCAGGTGTCCT 2695292 9 7 2
ACCTGTCAAACGGTAACGCAGGTGTCCTAAGGCG 34 2111_12 11 1
AACGCAGGTGTCCTAAGGCGA 21.20968_3 1 2
ACGGTAACGCAGGTGTCCTAAGGCGAG 27225530 3 1 2
CAAACGGTAACGCAGGTGTCCTAAGGCGAGCTCA 34 9634 2 1 1
TAACGCAGGTGTCCTAAGGCGA 22 41034 2 1 1
AACGGTAACGCAGGTGTCCTAAGGCGAGCT 30_46598 2 2 0
CAAACGGTAACGCAGGTGTCCTAAGGCGAGCT 329085 3 2 1




TCAAACGGTAACGCAGGTGTCCTAAGGCGAGC 324897 6 2 4
TCAAACGGTAACGCAGGTGTCCTAAGGCGAGCT 33_7848 3 2 1
AAACGGTAACGCAGGTGTCCTAAGGCGA 28 147645_3 3 0
AAACGGTAACGCAGGTGTCCTAAGGCGAG 29 65201_3 3 0
AAACGGTAACGCAGGTGTCCTAAGGCGAGC 30_26996_3 3 0
AACGGTAACGCAGGTGTCCTAAGGCGAG 28_110888_4 3 1
CAAACGGTAACGCAGGTGTCCTAAGGCGA 29_41166_4 3 1
CGGTAACGCAGGTGTCCTAAGGCGA 25_130517_4 3 1
GTCAAACGGTAACGCAGGTGTCCTAAGGCGAGCT 34 5129 4 3 1
TCAAACGGTAACGCAGGTGTCCTAAGGCGA 30_15556_5 3 2
AAACGGTAACGCAGGTGTCCTAAGGCGAGCT 31_6591_6 4 2
CAAACGGTAACGCAGGTGTCCTAAGGCGAG 30_13001_6 4 2
CAAACGGTAACGCAGGTGTCCTAAGGCGAGCTC 33_6637_4 4 0
GTAACGCAGGTGTCCTAAGGCGA 23 272325 4 1
AACGGTAACGCAGGTGTCCTAAGGCGA 27_116096_6 5 1
ACGGTAACGCAGGTGTCCTAAGGCGAGC 28 919825 5 0
CAAACGGTAACGCAGGTGTCCTAAGGCGAGC 31._4743_8 5 3
AACGGTAACGCAGGTGTCCTAAGGCGAGC 29_27358_7 6 1
CGGTAACGCAGGTGTCCTAAGGCGAG 26_103566_8 6 2
TCAAACGGTAACGCAGGTGTCCTAAGGCGAG 31_4288 9 6 3
TCAAACGGTAACGCAGGTGTCCTAAGGCGAGCTC 34 2633_9 6 3
AAACGGTAACGCAGGTGTCCTAAGGCGAGCTC 3234379 8 1
ACGGTAACGCAGGTGTCCTAAGGCGA 26_90614_9 8 1
ACGGTAACGCAGGTGTCCTAAGGCG 25_93941_6 2 4
AACGGTAACGCAGGTGTCCTAAGGCG 26_126957_6 4 2
CGGTAACGCAGGTGTCCTAAGGCG 24 41701_7 4 3
CAAACGGTAACGCAGGTGTCCTAAGGCG 28 62142 7 5 2
TAACGCAGGTGTCCTAAGGCG 21.8790_7 5 2
TCAAACGGTAACGCAGGTGTCCTAAGGCG 29_24518_8 6 2
GTAACGCAGGTGTCCTAAGGCG 22_7203_12 8 4
TCAAACGGTAACGCAGGTGTCCTAAGGC 28_68753_6 3 3
AAACGGTAACGCAGGTGTCCTAAGGC 26_141680_5 4 1
CGGTAACGCAGGTGTCCTAAGGC 23_28186_5 5 0
GGTAACGCAGGTGTCCTAAGGC 22 175975 5 0
ACGGTAACGCAGGTGTCCTAAGGC 24 33681_9 7 2
CAAACGGTAACGCAGGTGTCCTAAGGC 27_66337_12 7 5
AACGGTAACGCAGGTGTCCTAAGGC 25_50520_13 8 5
GTAACGCAGGTGTCCTAAGGC 21.3393_19 16 3
AAACGGTAACGCAGGTGTCCTAAGG 25_85555_7 1 6
AACGGTAACGCAGGTGTCCTAAGG 24 92521 3 2 1
ACGGTAACGCAGGTGTCCTAAGG 23_27316_5 3 2
CGGTAACGCAGGTGTCCTAAGG 22 19955_4 3 1
GGTAACGCAGGTGTCCTAAGG 21 15540_4 3 1




TCAAACGGTAACGCAGGTGTCCTAAGG 27_22560_40 3 37
CAAACGGTAACGCAGGTGTCCTAAGG 26_64580_14 8 6
AACGGTAACGCAGGTGTCCTAAG 23 .30441_4 2 2
ACGGTAACGCAGGTGTCCTAAG 22 269253 2 1
CGGTAACGCAGGTGTCCTAAG 21 38055_2 2 0
TCAAACGGTAACGCAGGTGTCCTAAG 26_34840_28 3 25
AAACGGTAACGCAGGTGTCCTAAG 24 48582 6 4 2
CAAACGGTAACGCAGGTGTCCTAAG 25_57270_11 8 3
TCAAACGGTAACGCAGGTGTCCTAA 25_115699_5 0 5
AACGGTAACGCAGGTGTCCTAA 22 42141 2 1 1
CAAACGGTAACGCAGGTGTCC 21_21167_3 1 2
TCAAACGGTAACGCAGGTGTC 2118939 3 1 2
AACGGTAACGCAGGTGTCCTA 21_15520_4 3 1
TCAAACGGTAACGCAGGTGTCCTA 24 41200_7 3 4
CAAACGGTAACGCAGGTGTCCT 22 14448 _6 4 2
TCAAACGGTAACGCAGGTGTCC 22 12466_7 5 2
TCAAACGGTAACGCAGGTGTCCT 23 11865 12 6 6
AAACGGTAACGCAGGTGTCCT 21_6413_9 7 2
CAGGACGGTGGCCATGGAAGTCGGGATCC 29_98461_2 1 1
AGCAGGACGGGGGCCATGGAAGTCGGAAT 29 115515_2 2 0
CAGCAGGACGGGGGCCATGGAAGTCGGAAT 30_48707_2 2 0
GCAGGACGGTGACCATGGAAGTCGGAAT 28250497 _2 2 0
ACATCAGGACGGTGGCCATGGAAGTCGG 28_154023_3 3 0
TGGGAATGCAGCCCAAAGCGGGTGGT 26_298767_2 0 2
TGTGTGGGAATGCAGCCCAAAGCGGGTG 28_126551_3 1 2
GGGAATGCAGCCCAAAGCGGG 21 38184 2 2 0
TGGGAATGCAGCCCAAAGCGGG 22 27506_3 2 1
TGGGAATGCAGCCCAAAGCGGGTGG 25 127535 4 2 2
GGGAATGCAGCCCAAAGCGGGTG 23_27215_5 4 1
GAATGCAGCCCAAAGCGGGTG 21_7371_8 7 1
TGGGAATGCAGCCCAAAGCGGGTG 2410992 _30 23 7
ACCGCCTGGGAATACCAGGTACTGTGAGCTT 31_4318 9 0 9
ACTGCCTGGGAATACCAGGTGCTG 24 115644 2 0 2
ACTGCCTGGGAATACCAGGTGCTGTA 26_113957_17 0 7
CCGCCTGGGAATACCAGGTACTGTGAGCTT 30_6082_13 0 13
GACTGCCTGGGAATACCAGGTGCTGTA 27_48476_17 0 17
CTGCCTGGGAATACCAGGTGCTGTA 25_39575_17 1 16
GACTGCCTGGGAATACCAGGTGCTG 2532891 _21 1 20
GCCTGGGAATACCAGGTGCTGTA 23 30318_4 1 3
CCTGGGAATACCAGGTGCTGT 21 23465 2 0 2
CCTGGGAATACCAGGTGCTGTA 22 6619 13 0 13
CCGTCTGGGAATACCACGTGCTGTAAGCTT 30 37648 2 0 2
CTGGGAATACCAGGTGCTGTA 21 2169 30 0 30




CTGGGAATACCAGGTGCTGTATGCTT 26_322767_2 0 2
TGCAGTCGTTGCTGTGGTGTATGAG 25242223 2 0 2
TAGTAATCCTGCTCAGTACGAGAGGAACC 29.100103_2 1 1
ATAGTAATCCTGCTCAGTACGAGAGGA 27389154 2 2 0
CAATAGTAATCCTGCTCAGTACGAGAGGA 29 110966_2 2 0
GCAATAGTAATCCTGCTCAGTACGAGAGGA 30_26300_3 2 1
TAGTAATCCTGCTCAGTACGAGAGGAACCG 30_47914 2 2 0
TAGTAATCCTGCTCAGTACGAGAGG 25195425 3 3 0
CAATAGTAATCCTGCTCAGTACGAGAGG 28_47321_10 9 1
TTGTAGCCTCAGTTTCCTGTTCTTAGCT 28_234531_2 2 0
TTGTAGCCTCAGTTTCCTGTTCTTAG 26_192361_4 3 1
TTGTAGCCTCAGTTTCCTGTTCTTAGC 27_79289_10 7 3
TGAGCCTGTGTGAATTGTAGCCT 23_58968_2 0 2
TGGTGAGCCTGTGTGAATTGTAGCCT 26_277386_2 1 1
TAGTGAGCCTGTGTGAATTGTAGCCT 26_386599_2 2 0
TTGGTGAGCCTGTGTGAATTGTAGCCT 27_349150_2 2 0
TTTTAACTGGCATTTGTGGATGTAAC 26_342107_2 0 2
GCAGAAGGGCAAAAGCTCGCTTGATCTTGA 3032915 2 1 1
AGAAGGGCAAAAGCTCGCTTG 21 15271 _4 2 2
CAGAAGGGCAAAAGCTCGCTTGA 23 82362 2 2 0
GAGCAGAAGGGCAAAAGCTCGCTT 24_162110_2 2 0
GAGCAGAAGGGCAAAAGCTCGCTTGATCTT 30_43352 2 2 0
GCAGAAGGGCAAAAGCTCGCTTGATCTT 28 233754 2 2 0
GGAGCAGAAGGGCAAAAGCTCGCTT 25291473 2 2 0
AGCAGAAGGGCAAAAGCTCGCTTGATCTTGA 31_14577_3 3 0
CAGAAGGGCAAAAGCTCGCTTGATCTT 27_235968_3 3 0
GCAGAAGGGCAAAAGCTCGCTTGATC 26_190861_4 3 1
GGGCAAAAGCTCGCTTGATCTTGA 24 947753 3 0
AAGGGCAAAAGCTCGCTTGAT 21 15686_4 4 0
AAGGGCAAAAGCTCGCTTGATCTT 24 52688_5 4 1
AGAAGGGCAAAAGCTCGCTTGATCTT 26_194266_4 4 0
AGCAGAAGGGCAAAAGCTCGCTTGAT 26_200312_4 4 0
GAAGGGCAAAAGCTCGCTTGAT 22 21602_4 4 0
GCAGAAGGGCAAAAGCTCGCTTGA 24 574795 4 1
GCAGAAGGGCAAAAGCTCGCTTGATCTTGAT 31_7335_5 4 1
GGAGCAGAAGGGCAAAAGCTCGCTTGATC 29 382495 4 1
AGCAGAAGGGCAAAAGCTCGCTTG 24 60313_5 5 0
GAAGGGCAAAAGCTCGCTTGATCTT 25.100024_6 5 1
AGAAGGGCAAAAGCTCGCTTGA 22 14715 6 6 0
AGAAGGGCAAAAGCTCGCTTGAT 23 23579_6 6 0
AGGGCAAAAGCTCGCTTGATCTTGA 25_88792_7 6 1
CAGAAGGGCAAAAGCTCGCTTGAT 24 41554 7 6 1
CAGAAGGGCAAAAGCTCGCTTGATCTTGA 29 32928 6 6 0




CAGAAGGGCAAAAGCTCGCTTGATCTTGATT 31_6825_6 6 0
AGAAGGGCAAAAGCTCGCTTGATCTTGA 28 56277_8 7 1
AGGGCAAAAGCTCGCTTGATCTT 23201547 7 0
GGGCAAAAGCTCGCTTGATCTTGAT 25_68737_9 7 2
AGCAGAAGGGCAAAAGCTCGCTTGATC 27_97953_8 8 0
GAGCAGAAGGGCAAAAGCTCGCTTGATC 28 58504_8 8 0
GCAGAAGGGCAAAAGCTCGCTTG 23 1425710 8 2
GGGCAAAAGCTCGCTTGATCTTGATT 26_86403_10 8 2
CAGAAGGGCAAAAGCTCGCTTGATCTTGAT 30_8043_10 9 1
GCAGAAGGGCAAAAGCTCGCTT 22.9092_10 9 1
GCAGAAGGGCAAAAGCTCGCTTGATCT 27_87208_9 9 0
GCAGAAGGGCAAAAGCTCGCTTGATCTTG 29 22131_9 9 0
AAGGGCAAAAGCTCGCTTGATCTTGA 26_69529_13 10 3
AAGGGCAAAAGCTCGCTTGATCTTGATT 28 32261_15 10 5
AGAAGGGCAAAAGCTCGCTTGATCTTGAT 29 18216_11 10 1
CAGAAGGGCAAAAGCTCGCTTGATCTTG 28 39752 12 10 2
AGAAGGGCAAAAGCTCGCTTGATCTTGATT 30 6828 12 11 1
AAGGGCAAAAGCTCGCTTGATCTTGAT 2749024 17 12 5
AGAAGGGCAAAAGCTCGCTTGATC 24 21015_15 12 3
GAAGGGCAAAAGCTCGCTTGATCTTGATT 29 13609_15 12 3
GAGCAGAAGGGCAAAAGCTCGCTTGATCT 29_14575_14 12 2
AGCAGAAGGGCAAAAGCTCGCTTGATCT 28_30577_16 13 3
AGCAGAAGGGCAAAAGCTCGCTTGATCTTG 30_4557_18 13 5
AGAAGGGCAAAAGCTCGCTTGATCTTG 27_51754_16 14 2
CAGAAGGGCAAAAGCTCGCTTG 22 6138_15 14 1
AGCAGAAGGGCAAAAGCTCGCTT 23 8198 _18 15 3
AGGGCAAAAGCTCGCTTGATCTTGAT 26_54877_17 16 1
GAAGGGCAAAAGCTCGCTTGATCTTGAT 28 27380_18 17 1
GGGCAAAAGCTCGCTTGATCTTG 23 8012 18 17 1
GAAGGGCAAAAGCTCGCTTGATCTTG 26_52505_18 18 0
AGGGCAAAAGCTCGCTTGATCTTGATT 27_43107_20 20 0
GAAGGGCAAAAGCTCGCTTGATCT 24 14841_22 20 2
AGGGCAAAAGCTCGCTTGATC 21_2803_23 21 2
AGGGCAAAAGCTCGCTTGATCT 22 3767_25 22 3
CAGAAGGGCAAAAGCTCGCTTGATC 25_26070_28 22 6
GAAGGGCAAAAGCTCGCTTGATC 23_6386_23 22 1
AGGGCAAAAGCTCGCTTGATCTTG 24 12283 27 23 4
AAGGGCAAAAGCTCGCTTGATC 22 3495 27 25 2
AAGGGCAAAAGCTCGCTTGATCTTG 2525142 29 26 3
AGAAGGGCAAAAGCTCGCTTGATCT 25_21162_35 30 5
CAGAAGGGCAAAAGCTCGCTTGATCT 26 26131 39 31 8
CAGAAGGGCAAAAGCTCGCTT 21 1346_48 38 10
AAGGGCAAAAGCTCGCTTGATCT 23 2902 53 44 9




GAGCAGAAGGGCAAAAGCTCGCTTGATCTTG 31_908_51 51 0
AGTAGCTGGTTCCCTCCGAAGTTTCC 26_209080_3 1 2
TAGTAGCTGGTTCCCTCCGAAGTTT 25 257741 2 1 1
TCTAGTAGCTGGTTCCCTCCGAAGTTT 27 2517372 1 1
AGCTGGTTCCCTCCGAAGTTT 21 39114 2 2 0
AGCTGGTTCCCTCCGAAGTTTCCC 24 39723 _7 2 5
AGTAGCTGGTTCCCTCCGAAGTT 23 42154 3 2 1
CTAGTAGCTGGTTCCCTCCGAAGTTTC 27_152173_4 2 2
GCTGGTTCCCTCCGAAGTTTCC 22 49922 2 2 0
GTAGCTGGTTCCCTCCGAAGTT 22 46849 _2 2 0
GTAGCTGGTTCCCTCCGAAGTTTCCC 26_233744_3 2 1
TAGCTGGTTCCCTCCGAAGTTTC 23_43898_3 2 1
AGCTGGTTCCCTCCGAAGTTTCC 23 482553 3 0
GCTGGTTCCCTCCGAAGTTTCCC 23 46920_3 3 0
GTAGCTGGTTCCCTCCGAAGTTTCC 25_.193031_3 3 0
TAGCTGGTTCCCTCCGAAGTT 21 21911 3 3 0
TAGCTGGTTCCCTCCGAAGTTT 22 30868_3 3 0
TAGTAGCTGGTTCCCTCCGAAGTTTC 26_188219 4 3 1
TCTAGTAGCTGGTTCCCTCCGAAGTTTC 28_49867_9 3 6
TCTAGTAGCTGGTTCCCTCCGAAGTTTCCCT 31_14169 3 3 0
AGTAGCTGGTTCCCTCCGAAGTTTCCCT 28_114751_4 4 0
GTAGCTGGTTCCCTCCGAAGTTT 23_26458_5 4 1
GTAGCTGGTTCCCTCCGAAGTTTC 24 72397 4 4 0
TAGCTGGTTCCCTCCGAAGTTTCCC 25_146764_4 4 0
AGCTGGTTCCCTCCGAAGTTTC 22 178945 5 0
AGTAGCTGGTTCCCTCCGAAGTTTC 25_121735_5 5 0
CTAGTAGCTGGTTCCCTCCGAAGTTT 26_163663_5 5 0
CTGGTTCCCTCCGAAGTTTCC 21 8560_7 5 2
GTAGCTGGTTCCCTCCGAAGT 21 127825 5 0
AGTAGCTGGTTCCCTCCGAAGTTTCCC 27_89139_8 6 2
CTAGTAGCTGGTTCCCTCCGAAGTTTCCCT 30_11263_7 6 1
TAGCTGGTTCCCTCCGAAGTTTCC 24 _38856_7 6 1
CTAGTAGCTGGTTCCCTCCGAAGTT 25_91205_7 7 0
CTAGTAGCTGGTTCCCTCCGAAGTTTCC 28_45883_10 7 3
CTGGTTCCCTCCGAAGTTTCCC 22 8531_10 7 3
TAGTAGCTGGTTCCCTCCGAAGTT 24 4297417 7 0
TAGTAGCTGGTTCCCTCCGAAGTTTCCCT 29 28040_7 7 0
TAGTAGCTGGTTCCCTCCGAAGT 2314042 _10 9 1
TAGTAGCTGGTTCCCTCCGAAGTTTCC 27_79306_10 9 1
TAGTAGCTGGTTCCCTCCGAAGTTTCCC 28 40254 12 11 1
TCTAGTAGCTGGTTCCCTCCGAAGTTTCCC 30_6780_12 11 1
TCTAGTAGCTGGTTCCCTCCGAAGTTTCC 29 1288516 13 3
CTAGTAGCTGGTTCCCTCCGAAGTTTCCC 29 8656_24 22 2




CTCTAAGTCAGAATCCCGCCTAGACGTA 28_147766_3 3 0
TAAGTCAGAATCCCGCCTAGACGTA 25_144917_4 3 1
TCTAAGTCAGAATCCCGCCTAGACGT 26_256367_3 3 0
TCTAAGTCAGAATCCCGCCTAGACGTA 27_145396_5 4 1
CTAAGTCAGAATCCCGCCTAGACGTA 26_57964_16 14 2
TGAGAATAGGTTGAGATCGTTTCGGC 26_31972 31 0 31
TTGAGAATAGGTTGAGATCGTTTCGGC 27_82624_9 0 9
TGAGAATAGGTTGAGATCGTTTCGGCC 27_40155_21 1 20
TTGAGAATAGGTTGAGATCGTTTCGGCC 28_73298_6 3 3
AAAATGGTGAACTATGCCTGGGCAGG 26_414175_2 2 0
AACTATGCCTGGGCAGGGCGA 21_36746_2 2 0
ATGTTGAACTATGCCTGGGCAGGGCG 26384532 2 2 0
GAACTATGCCTGGGCAGGGCG 21221373 3 0
GGTGAACTATGCCTGGGCAGGGCGA 251169235 4 1
AGATGGTGAACTATGCCTGGGCAGGGCGA 29 31766_6 5 1
ATGGTGAACTATGCCTGGGCAGGGC 25_89634_7 7 0
GATGGTGAACTATGCCTGGGCAGGGCGA 28_49899_9 8 1
GTGAACTATGCCTGGGCAGGGC 22 8216_11 8 3
GTGAACTATGCCTGGGCAGGGCGA 24 37695_8 8 0
TGGTGAACTATGCCTGGGCAGGGCGA 26_73781_12 9 3
AGATGGTGAACTATGCCTGGGCAGGGC 27_80250_10 10 0
GGTGAACTATGCCTGGGCAGGGC 2312004 _12 10 2
GGTGAACTATGCCTGGGCAGGGCG 24 26067_12 12 0
TGAACTATGCCTGGGCAGGGCGA 23_11193_13 13 0
GGTGAACTATGCCTGGGCAGGG 22 6157_15 15 0
AGATGGTGAACTATGCCTGGGCAGGGCG 28 23923 21 17 4
TGGTGAACTATGCCTGGGCAGGGC 24 15052_21 17 4
ATGGTGAACTATGCCTGGGCAGGGCGA 27_47547_18 18 0
GATGGTGAACTATGCCTGGGCAGGGCG 27_45151_19 19 0
GGTGAACTATGCCTGGGCAGG 21 3051 _21 20 1
GTGAACTATGCCTGGGCAGGG 21_2399_27 20 7
GATGGTGAACTATGCCTGGGCAGGGC 26_40649_24 23 1
AAGATGGTGAACTATGCCTGGGCAGGGCGA 30_3197_26 24 2
GATGGTGAACTATGCCTGGGCAGGG 25_25606_28 25 3
GATGGTGAACTATGCCTGGGCAGG 24_10617_31 28 3
TGGTGAACTATGCCTGGGCAGGGCG 25_22261_33 31 2
TGGTGAACTATGCCTGGGCAGGG 23_4102_37 34 3
TGAACTATGCCTGGGCAGGGCG 22 2298 42 35 7
AAGATGGTGAACTATGCCTGGGCAGGGC 28 13451_39 39 0
TGAACTATGCCTGGGCAGGGC 21_1218_54 43 11
AAGATGGTGAACTATGCCTGGGCAGGGCG 29_4485_48 45 3
GTGAACTATGCCTGGGCAGGGCG 23_3276_47 46 1
TGGTGAACTATGCCTGGGCAGG 22 1674_59 54 5




ATGGTGAACTATGCCTGGGCAGGGCG 26_15264_69 63 6
AGATGGTGAACTATGCCTGGGCAGGG 26_14909_71 67 4
AGATGGTGAACTATGCCTGGGCAGG 25_8407_93 89 4
ATGGTGAACTATGCCTGGGCAGGG 24 3204_104 89 15
AAGATGGTGAACTATGCCTGGGCAGGG 27_7079_135 126 9
ATGGTGAACTATGCCTGGGCAGG 23_877_165 139 26
GAAGATATAGGACGGTGAAATGTGGA 26_227068_3 2 1
AGACGACCTGATTCTGGGTCAGGGT 25225942 2 1 1
CAGACGACCTGATTCTGGGTCA 22 33461_2 1 1
ACGACCTGATTCTGGGTCAGGGT 23_40745_3 2 1
CGACCTGATTCTGGGTCAGGG 21.20319_3 2 1
GACGACCTGATTCTGGGTCAGGG 23 77587 2 2 0
TGCAGACGACCTGATTCTGGGTCAGGGT 28_223816_2 2 0
TTGCAGACGACCTGATTCTGGGTCAGG 27390649 _2 2 0
AGACGACCTGATTCTGGGTCAGGG 24 65143 _4 3 1
TTGCAGACGACCTGATTCTGGGTCAGGGT 29 65010_3 3 0
AGACGACCTGATTCTGGGTCAGG 23 20862_6 4 2
CAGACGACCTGATTCTGGGTCAG 23_26770_5 4 1
GCAGACGACCTGATTCTGGGTCAG 24 573545 4 1
CAGACGACCTGATTCTGGGTCAGGG 25_83529_7 6 1
GCAGACGACCTGATTCTGGGTCAGG 25_76536_8 7 1
TTGCAGACGACCTGATTCTGGGTCAGGG 28 _51199_9 8 1
TGCAGACGACCTGATTCTGGGTCAGGG 27_57333_14 11 3
CAGACGACCTGATTCTGGGTCAGG 24 23928_13 12 1
TGCAGACGACCTGATTCTGGGTCAG 25_48754_14 14 0
TTGCAGACGACCTGATTCTGGGTCAG 26_54918 17 16 1
TGCAGACGACCTGATTCTGGGTCAGG 26_34575_28 24 4
CAGACGACCTGATTCTGGGTCAGGGT 26_24798_41 38 3
CCAGGAAGTGGATGTACATCTCCGTC 26_400620_2 2 0
TGGGAATACCAGGTGCTGTATGCTTT 26_219727_3 0 3
AACGGGCTTGGCAGAATCAGC 21 34063_2 1 1
AGGGAACGGGCTTGGCGGAATCAGC 25_141083_4 1 3
CAAGGGAACGGGCTTGGCGGAATCAGCGG 29 44500_4 1 3
AAGGGAACGGGCTTGGCGGAATCAG 25185212 3 2 1
CAAGGGAACGGGCTTGGCGGAATCAG 26_396274_2 2 0
CAAGGGAACGGGCTTGGCGGAATCAGCG 28 237445 2 2 0
CCAAGGGAACGGGCTTGGCGGAATCAG 27 368124 2 2 0
CCAAGGGAACGGGCTTGGCGGAATCAGC 28_107635_4 2 2
AAGGGAACGGGCTTGGCGGAATCAGCGG 28 47274 10 6 4
AAGGGAACGGGCTTGGCGGAATCAGC 26_79850_11 8 3
AGATCAGACGAGACAACCCGCTGA 24_137205_2 1 1
ATCAGACGAGACAACCCGCTGAATT 25_207000_2 1 1
ACCTCAGATCAGACGAGACAACCCGC 26 244312 3 2 1




ACCTCAGATCAGACGAGACAACCCGCTGAA 30_26140_3 2 1
AGATCAGACGAGACAACCCGCTGAA 25_279516_2 2 0
AGATCAGACGAGACAACCCGCTGAATTT 28_144000_3 2 1
CAGATCAGACGAGACAACCCGCTGAA 26_238180_3 2 1
GATCAGACGAGACAACCCGCTGAA 24 165400_2 2 0
GATCAGACGAGACAACCCGCTGAATTTAA 29 595273 2 1
TCAGACGAGACAACCCGCTGA 2140240 2 2 0
TCAGACGAGACAACCCGCTGAAT 2332918 _4 2 2
ACCTCAGATCAGACGAGACAACCCGCTG 28_156581_3 3 0
ACCTCAGATCAGACGAGACAACCCGCTGAAT 31_13898 3 3 0
AGATCAGACGAGACAACCCGCT 22 13452 6 3 3
ATCAGACGAGACAACCCGCTGAATTTAA 28_110922_4 3 1
CAGATCAGACGAGACAACCCGCTGAATTTA 30_26782 3 3 0
CTCAGATCAGACGAGACAACCCGCTGAATTT 31_13701_3 3 0
GATCAGACGAGACAACCCGCTG 22 20252 4 3 1
GATCAGACGAGACAACCCGCTGAAT 25_205077_3 3 0
TCAGATCAGACGAGACAACCCGCTGAA 27 246273 3 3 0
ACCTCAGATCAGACGAGACAACCCGCTGA 29_38296_5 4 1
AGATCAGACGAGACAACCCGC 21 120135 4 1
AGATCAGACGAGACAACCCGCTGAATT 27_105277_17 4 3
CAGATCAGACGAGACAACCCGCTGAATTT 29 49232 4 4 0
CCTCAGATCAGACGAGACAACCCGC 25_74701_8 4 4
CCTCAGATCAGACGAGACAACCCGCT 26_204035_4 4 0
CCTCAGATCAGACGAGACAACCCGCTGAA 29 _49645_4 4 0
CTCAGATCAGACGAGACAACCCGCTGA 27188229 _4 4 0
GATCAGACGAGACAACCCGCTGAATT 26_196993_4 4 0
ATCAGACGAGACAACCCGCTG 21_10129_6 5 1
ATCAGACGAGACAACCCGCTGAA 23 27607_5 5 0
CCTCAGATCAGACGAGACAACCCG 24 25208_12 5 7
CCTCAGATCAGACGAGACAACCCGCTG 27_148148_5 5 0
CCTCAGATCAGACGAGACAACCCGCTGA 28_72354_6 5 1
ACCTCAGATCAGACGAGACAACCCGCT 27_108098_7 6 1
AGATCAGACGAGACAACCCGCTGAAT 26_139797_6 6 0
CAGACGAGACAACCCGCTGAATTTAA 26_136852_6 6 0
CAGATCAGACGAGACAACCCGCTG 24_48830_6 6 0
CCTCAGATCAGACGAGACAACCCGCTGAATT 31_6789 6 6 0
CTCAGATCAGACGAGACAACCCGCTGAA 28_49950_9 6 3
TCAGATCAGACGAGACAACCCGCTGAATTT 30_13469_6 6 0
ACCTCAGATCAGACGAGACAACCCG 2554039 _12 7 5
CAGACGAGACAACCCGCTGAA 219044 7 7 0
CAGATCAGACGAGACAACCCGCTGAAT 27_110992_7 7 0
CTCAGATCAGACGAGACAACCCGCT 25_79080_8 7 1
CAGACGAGACAACCCGCTGAATTT 24 38115 8 8 0




CCTCAGATCAGACGAGACAACCCGCTGAAT 30_10144_8 8 0
GATCAGACGAGACAACCCGCT 217922 8 8 0
CTCAGATCAGACGAGACAACCCGC 24 23668_13 9 4
ATCAGACGAGACAACCCGCTGAAT 24 30691_10 10 0
CAGACGAGACAACCCGCTGAATT 23 11161_13 11 2
CAGATCAGACGAGACAACCCG 21_3524_18 11 7
CTCAGATCAGACGAGACAACCCGCTG 26_81213_11 11 0
TCAGATCAGACGAGACAACCCGCTGAAT 28_32619_15 11 4
CAGACGAGACAACCCGCTGAAT 22_6498_14 12 2
CAGATCAGACGAGACAACCCGCT 23_.10368_14 12 2
CAGATCAGACGAGACAACCCGCTGAATT 28 32528_15 12 3
CTCAGATCAGACGAGACAACCCGCTGAAT 29_14601_14 12 2
GATCAGACGAGACAACCCGCTGA 23_.10380_14 12 2
TCAGATCAGACGAGACAACCCGCTG 25_55577_12 12 0
CTCAGATCAGACGAGACAACCCGCTGAATT 30 5428 15 13 2
TCAGATCAGACGAGACAACCCGCTGAATT 29 14649 _14 14 0
ATCAGACGAGACAACCCGCTGA 22 4888_19 16 3
CAGATCAGACGAGACAACCCGC 22 3574_26 16 10
TCAGATCAGACGAGACAACCCG 22 3251 29 21 8
TCAGATCAGACGAGACAACCCGCTGA 26_39895_24 21 3
TCAGATCAGACGAGACAACCCGC 23_4955_30 23 7
CAGATCAGACGAGACAACCCGCTGA 25_22208_33 28 5
CTCAGATCAGACGAGACAACCCG 23_3786_40 32 8
TCAGATCAGACGAGACAACCCGCT 24 9481_35 33 2
TTGCATCGGAAAGACGGTTTCTCTTTGG 28_212460_2 0 2
TTGCATCGGAAAGACGGTTTCTCTTTGGT 29 87969_2 0 2
GCATCGGAAAGACGGTTTCTCTTTGGTC 28 131098_3 2 1
TGCATCGGAAAGACGGTTTCTCTTTGGT 28 73441 _6 5 1
TGCATCGGAAAGACGGTTTCTCTTTGG 27_77197_10 6 4
TGCATCGGAAAGACGGTTTCTCTTTGGTC 29 8200_26 20 6
TATCTAGCGAAACCACAGCCAAGGG 25_170300_3 1 2
AGCGAAACCACAGCCAAGGGA 21_14464_4 2 2
ATCTAGCGAAACCACAGCCAAG 22 251393 2 1
CTATCTAGCGAAACCACAGCCAAGGGA 27_367360_2 2 0
TACTATCTAGCGAAACCACAGCCAA 25_172930_3 2 1
TAGCGAAACCACAGCCAAGGGA 22 281793 2 1
TCTAGCGAAACCACAGCCAAGG 22 26646_3 2 1
ACTATCTAGCGAAACCACAGCCA 23 242895 3 2
ATCTAGCGAAACCACAGCCAAGG 23 25057_5 3 2
ATCTAGCGAAACCACAGCCAAGGGA 25_105863_5 3 2
CTATCTAGCGAAACCACAGCCAAG 24_101807_3 3 0
TATCTAGCGAAACCACAGCCAAG 23 45654 3 3 0
TCTAGCGAAACCACAGCCAAGGG 23_47091_3 3 0




ACTATCTAGCGAAACCACAGCCAAGGGA 28_113782_4 4 0
ATCTAGCGAAACCACAGCCAAGGG 24 _48559_6 4 2
CTACTATCTAGCGAAACCACAGCCAAG 27_177760_4 4 0
CTACTATCTAGCGAAACCACAGCCAAGGG 29 48359_4 4 0
CTATCTAGCGAAACCACAGCCA 22 17302_5 4 1
CTATCTAGCGAAACCACAGCCAAGGG 26_126199_6 4 2
TACTATCTAGCGAAACCACAGCCAAGGGA 29_38730_5 4 1
TATCTAGCGAAACCACAGCCA 21123395 4 1
TATCTAGCGAAACCACAGCCAAGGGA 26_197761_4 4 0
TCTAGCGAAACCACAGCCAAGGGA 24 _56786_5 4 1
ACTATCTAGCGAAACCACAGCCAAG 25_97119_6 5 1
ACTATCTAGCGAAACCACAGCCAAGGG 271468245 5 0
CTAGCGAAACCACAGCCAAGGGA 23 22971_6 5 1
TACTATCTAGCGAAACCACAGCCA 24 _48630_6 5 1
TACTATCTAGCGAAACCACAGCCAAG 26_160267_5 5 0
CTACTATCTAGCGAAACCACAGCCA 25_103597_6 6 0
CTACTATCTAGCGAAACCACAGCCAAGG 28_65867_7 6 1
CTACTATCTAGCGAAACCACAGCCAAGGGA 30_13437_6 6 0
TACTATCTAGCGAAACCACAGCCAAGGG 28_76821_6 6 0
TAGCGAAACCACAGCCAAGGG 21_8133_7 6 1
TCTAGCGAAACCACAGCCAAG 21_7715_8 7 1
CTAGCGAAACCACAGCCAAGGG 22 702513 10 3
CTATCTAGCGAAACCACAGCCAAGG 25_56135_12 12 0
ACTATCTAGCGAAACCACAGCCAAGG 26_59159_15 14 1
TACTATCTAGCGAAACCACAGCCAAGG 275192516 15 1
CTAGCGAAACCACAGCCAAGG 21 3562_18 17 1
AAAGAAACTAACCAGGATTCCTCAG 25_230108_2 0 2
AAAAGAAACTAACCAGGATTCCCTCAGTAGC 31_7609_5 1 4
AAGAAACTAACCAGGATTCCCTCAGT 26_361237_2 1 1
AAGAAACTAACCAGGATTCCCTCAGTAGC 29 9809 _21 1 20
AGAAACTAACCAGGATTCCCTCAG 24 135300_2 1 1
AGAAACTAACCAGGATTCCCTCAGTAGC 28_123605_3 1 2
AGAAACTAACCAGGATTCCCTCAGTAGCG 29 29718_6 1 5
AGGGAAAGAAACTAACCAGGATTCCCT 27_309395_2 1 1
AAACTAACCAGGATTCCCTCA 2134759 2 2 0
AAACTAACCAGGATTCCCTCAGTAG 25_135025_4 2 2
AAACTAACCAGGATTCCCTCAGTAGC 26_56477_16 2 14
AAAGAAACTAACCAGGATTCCCT 23_72080_2 2 0
AAAGAAACTAACCAGGATTCCCTCAG 26_156601_5 2 3
AAAGAAACTAACCAGGATTCCCTCAGTAGCG 31_6090_6 2 4
AACTAACCAGGATTCCCTCAGTAG 24 145231 2 2 0
AAGAAACTAACCAGGATTCCCT 22 262053 2 1
AAGAAACTAACCAGGATTCCCTCAG 25 142117 4 2 2




AGAAACTAACCAGGATTCCCTC 22 279133 2 1
AGAAACTAACCAGGATTCCCTCA 23 81167 2 2 0
AGGGAAAGAAACTAACCAGGATTCCCTC 28 239125 2 2 0
GAAAAGAAACTAACCAGGATTCCCTCA 27349448 2 2 0
GAAAAGAAACTAACCAGGATTCCCTCAG 28 223595 2 2 0
GAAACTAACCAGGATTCCCTCA 22 48251 2 2 0
AAAAGAAACTAACCAGGATTCCCTCA 26184371 _4 3 1
AAAAGAAACTAACCAGGATTCCCTCAGTAG 30_26667_3 3 0
AAAGAAACTAACCAGGATTCCCTCA 25_144882_4 3 1
AAAGAAACTAACCAGGATTCCCTCAGT 27_101524_7 3 4
AACTAACCAGGATTCCCTCAGT 22 299353 3 0
AAGAAACTAACCAGGATTCCCTCA 24 _45115_6 3 3
AAGAAACTAACCAGGATTCCCTCAGTA 27_233707_3 3 0
GAAAAGAAACTAACCAGGATTCCCTCAGT 29 44524 4 3 1
GAAAAGAAACTAACCAGGATTCCCTCAGTA 30_28208 3 3 0
GAAAAGAAACTAACCAGGATTCCCTCAGTAG 31.9013_4 3 1
GAAACTAACCAGGATTCCCTCAGTAGC 27_99921_7 3 4
AAAAGAAACTAACCAGGATTCCCTCAGTA 29 49930_4 4 0
AAAGAAACTAACCAGGATTCCCTC 24 55584 5 4 1
AAAGAAACTAACCAGGATTCCCTCAGTAGC 30_6203_13 4 9
AAGAAACTAACCAGGATTCCCTCAGTAG 28_60747_7 4 3
AAGAAACTAACCAGGATTCCCTCAGTAGCG 30_10684_7 4 3
AAAAGAAACTAACCAGGATTCCCTC 25_95899_6 5 1
AAAAGAAACTAACCAGGATTCCCTCAGT 28.90304_5 5 0
AAACTAACCAGGATTCCCTCAGTAGCG 27_105479_7 5 2
AAAGAAACTAACCAGGATTCCCTCAGTA 28 931945 5 0
AACTAACCAGGATTCCCTCAGTAGC 25_87611_7 5 2
AAAGAAACTAACCAGGATTCCC 22 7399 12 6 6
AAGAAACTAACCAGGATTCCCTC 23 19584 7 6 1
AACTAACCAGGATTCCCTCAGTAGCG 26_105638_8 7 1
CACCAGCCTGTCTTCCTCCTCTGAGTT 27_303727_2 0 2
CTGAGGAGCCAATGGTGCGAAGCTAC 26_380460_2 2 0
GAGGAGCCAATGGTGCGAAGCTACC 25296382 2 2 0
CTGAGGAGCCAATGGTGCGAAGCTACC 27_177521_4 3 1
CTGAGGAGCCAATGGTGCGAAGCTACCA 28_75832_6 5 1
TGAGGAGCCAATGGTGCGAAGCTACC 26_165906_5 5 0
CCCTAGAGATGGTTGTGCATGAAAATC 27_166372_4 0 4
TAGAGATGGTTGTGCGTGAAAATCCCA 27_328880_2 0 2
TAGTTAATGATGTGCTCCGTGACA 24 63213 _4 0 4
TAGTTAATGATGTGCTCCGTGACATGCT 28 53426_8 0 8
TAGTTAATGATGTGCTCCGTGACATG 2690284 9 3 6
TGACAGTGAAATGGGTGTAACCTAGC 26_100355_8 3 5
TAACTCTGAGATGGTCAACCAGTAACG 27 325847 2 0 2




ATAACTCTGAGATGGTCAACCAGTAAC

27 354141 2

TAACTCTGAGATGGTCAACCAGTAA 25_18060_41 9 32
TAACTCTGAGATGGTCAACCAGTAAC 26_4952 217 64 153
CTGGTGTTCTCTGGCAAATGTCAT 24 105453 2 0 2
TTCTGGTGTTCTCTGGCAAATGTC 24 43543 6 1 5
TTCTGGTGTTCTCTGGCAAATGTCAA 26227493 3 1 2
TTCTGGTGTTCTCTGGCAAATGTCA 25_110097_5 2 3
TGACATGATAGCATCACGCAGTTGCA 26_340347_2 1 1
TGACATGATAGCATCACGCAGTTGCTG 27.104832_7 6 1
TGACATGATAGCATCACGCAGTTGCT 26_81525_11 11 0
TGGGAATACCAGGTGCTGTATGCTT 25_82652_17 0 7
TTGGGAATACCAGGTGCTGTATGCTT 26_173605_4 0 4
TAGATGCCTAAATGCATTGAGTTGCT 26_294460_2 0 2
TAGATGCCTAAATGCATTGAGTTGCTGC 28105994 _4 0 4
TAGATGCCTAAATGCATTGAGTTGCTG 27_50600_16 5 11
CACAGTCATAGGGACGATGAGG 22 33766_2 0 2
CACAGTCATAGGGACGATGAGGGGG 25_254967_2 0 2
CACAGTCATAGGGACGATGAGGGG 24 120575 2 1 1
CACAGTCATAGGGACGATGAGGGGGC 26_308468_2 1 1
TAGTCTATTCGAGAGGCTCTGGTGCC 26219449 3 0 3

ID abbreviation stands for the sequencing identity of piRNA.



Supplemental Table 2 All piRNA clusters from P. olivaceus gonads

) Reads Fold change Fold change Log(fold
ID piRNA cluster sequence number ) change)
(testis) (ovary) )
(ovary) (testis/ovary)2
26 19472 53 TGAACCAGGTGAAGCCCTCCTCTCTG 0 191 0 81.01723372 NA
28 7074 75 CAAGATGATGATGATGATGATGCTGACC 0 98 0 41.56905186 NA
21 2169 30 CTGGGAATACCAGGTGCTGTA 0 34 0 14.42191595 NA
26 74432 12 TAGTCTATGCGAGAGGCTCTGGTACC 0 23 0 9.756001967 NA
26 53651 17 TACCACACAGTGATGCAGCTGGACAG 0 23 0 9.756001967 NA
26 101150 8 TCGCTTACGGCCATACCACCCTTGAA 0 17 0 7.210957975 NA
22 6619 13 CCTGGGAATACCAGGTGCTGTA 0 15 0 6.362609978 NA
24 39862 7 TCATACAGTAACTGTGTCCACAGC 0 11 0 4.665913984 NA
25 82652 7 TGGGAATACCAGGTGCTGTATGCTT 0 11 0 4.665913984 NA
26 242069 3 TATCTCTTGATGACCTCCTCAGGATG 0 8 0 3.393391988 NA
26 216419 3 AACTGACGGGACAAGGCATCTGGTTT 0 7 0 2.96921799 NA
27 191425 3 TGTGATGGTGCTGGATGTGTTGCTGCC 0 7 0 2.96921799 NA
27 166372 4 CCCTAGAGATGGTTGTGCATGAAAATC 0 6 0 2.545043991 NA
25 168120 3 TCCCTGTGGGAACTTTTCTGACACC 0 50 2.120869993 NA
25 138820 4 CTCGCCTTAGGACACCTGCGTTACC 0 4 0 1.696695994 NA
27 217272 3 GATACGTCTGTACCGCTGCCGGACAGG 0 30 1.272521996 NA
26 214922 3 TGCGAGATTGAGGAGGATATATGCCT 0 30 1.272521996 NA
25 173498 3 TGGAGACAAGGGGATCTGCCAGTAG 0 30 1.272521996 NA
26 219727 3 TGGGAATACCAGGTGCTGTATGCTTT 0 30 1.272521996 NA
26 219449 3 TAGTCTATTCGAGAGGCTCTGGTGCC 0 30 1.272521996 NA
26 273717 2 CAACCAGTGTCTCCATTCCTCTAGTG 0 2 0 0.848347997 NA
34 8703 2 GCCTGGCTAGCTCAGTCGGTAGAGCATGAC 0 5 0 0.848347997 NA

ACTC




26 342986 2 TGTGTGACCAAGGACGATGAGGAACT 0 2 0 0.848347997 NA

25 243044 2 TGAATACTTATGACCATGTGATATT 0 2 0 0.848347997 NA

27 288865 2 TAGGACGGTGAAATGTGGATGTTGCTG 0 2 0 0.848347997 NA

24 105874 2 CCACACAGTGATGCAGCTGGTCAG 0 2 0 0.848347997 NA

28 184633 2 TATCATGGAGGGCAGATGTTTCAGGCCT 0 2 0 0.848347997 NA

26 281452 2 CCTTGTTACAGGTGTGCCCGTGGCTC 0 2 0 0.848347997 NA

27 313465 2 CGGACCATTCTCTGTAAACCTTAGAGA 0 2 0 0.848347997 NA

26 343310 2 TAGGCGGGATTCTGACTTAGAGGCGT 0 2 0 0.848347997 NA

29 96787 2 TGGGTGAAGATGGGGGCCAGCTGGTCAGC 0 2 0 0.848347997 NA

25 211581 2 CAAGATGATGATGATGATGCTGACC 0 2 0 0.848347997 NA

25 211237 2 CCTGAGCCTCCCCTCTTACCTGCCC 0 2 0 0.848347997 NA

26 308394 2 GTGTGTGTGTGTGTGTGTGTGTGTGC 0 2 0 0.848347997 NA

27 270096 2 AAAAAGCCAGAAGGATCGTGAGGCCCC 0 2 0 0.848347997 NA
25242223 2 TGCAGTCGTTGCTGTGGTGTATGAG 0 2 0 0.848347997 NA

26 342107 2 TTTTAACTGGCATTTGTGGATGTAAC 0 2 0 0.848347997 NA

27 303727 2 CACCAGCCTGTCTTCCTCCTCTGAGTT 0 2 0 0.848347997 NA

26 5210 206 TTCACAGTGCCAGACTAGAGTCAAGC 2 434 0.9139478 184.0915154 -7.654095728
28 5968 88 CACCACTGAACCAGGTGAAGCCCTCCTC 1 214 0.4569739 90.77323569 -7.634011482
23 606 221 TCCATTTTCAGGGCTAGTTGATT 5 529 2.2848694 224.3880452 -6.617740312
27 1505 587 TATCATCCAGGTACACAAAGACAAACT 9 658 4.1127649 279.106491 -6.084563267
21 278 209 CAAATCCCGGACGAGCCCCCA 13 638 5.9406604 270.6230111 -5.509517391
24 943 317 TACCGTTTGACAGGTGTACCGCCC 28 998 12.795269 423.3256506 -5.048085578
27 10710 88 TATCCCTGTGGTAACTTTTCTGACACC 5 170 2.2848694 72.10957975 -4.980007336
21 2093 31 TAAGAGTAGTGGTATTTCACC 2 64 0.9139478 27.14713591 -4.892544495
32 3666_8 giGCGGAAGACCGGGGTTCAATTCCCCGAC 1 30 0.4569739 12.72521996 -4.799435091
25 32891 21 GACTGCCTGGGAATACCAGGTGCTG 3 &7 13709216 36.90313787 -4.75052549




26_4587 233 TGATGATAGGTGTGAGTGCTACAGGG 10 287 4.5697388 121.7379376 -4.735523327
22 1845 53 TGAGCTCGCCTTAGGACACCTG 3 84 1.3709216 35.63061588 -4.699899417
28 21331 23 TATCGTTACGTCTAGGCGGGATTCTGAC 2 43 0.9139478 18.23948194 -4.31880925

26 31972 31 TGAGAATAGGTTGAGATCGTTTCGGC 4 63 1.8278955 26.72296191 -3.869824419
26 100439 8 TGTTGTAAATGTCCTGAAGGGAGGGG 1 14 0.4569739 5.93843598 -3.699899417
25 4460 173 ATACCACCCTGAACACGCCCGATCT 53 705 24.219615 299.042669 -3.626103488
25 74670 8 GAATCCAGTTTGTTCCTCTGAAACA 22 0.9139478 9.331827968 -3.351976114
29 6372 33 TACTTAGTAAACCAGACCCGAGCTACAAC 30 1.3709216 12.72521996 -3.21447259

27 74475 10 TGAAGAGAAAGAAGATGCACCAGGAAA 25 1.3709216 10.60434996 -2.951438184
25 5909 131 TTGGTGTAAAGGGAGAAGAGCAGTG 36 290 16.45106 123.0104596 -2.902528584
26 90284 9 TAGTTAATGATGTGCTCCGTGACATG 3 18 1.3709216 7.635131974 -2.477506996
24 571 519 TACCTCGTTGGCTGCATGCTATGA 109 643 49.810152 272.7438811 -2.453035098
28 22475 22 CACACTTCTTCGGGTTGGCCGTGAGCCC 45 3.655791 19.08782993 -2.384397591
26 91429 9 CAGTCGTTGCTGTGGTGTATGAGCAA 27 2.2848694 11.45269796 -2.325503902
25 96275 6 TAACAGATGGTGTCTCGGATCAGCA 5 0.4569739 2.120869993 -2.21447259

30 1316 62 TTCATGATGATAGGTGTGAGTGCTACAGGG 24 111 10.967373 47.08331384 -2.101997861
26 143639 5 TACAGGACTATGCTGAGTATGTGACT 1 4 0.4569739 1.696695994 -1.892544495
28 109 3076 TAACTCTGAGATGGTCAACCAGTAACTC 670 2644 306.1725 1121.516052 -1.873033671
26 92335 9  TTCTTGACCAGGCTGGAGGTGTTGGT 3 11 1.3709216 4.665913984 -1.767013613
29 12530 16 TCATACAGCACAGGAACTGTGATGTCCTC 4 14 1.8278955 5.93843598 -1.699899417
26 5425 199 TGCTTTGTTCATCTGAGCGTTCAGGA 85 289 38.842779 122.5862856 -1.658079241
27 50600 16 TAGATGCCTAAATGCATTGAGTTGCTG 5 17 2.2848694 7.210957975 -1.658079241
27 3384 282 TAACTCTGAGATGGTCAACCAGTAACT 69 218 31.531197 92.46993168 -1.552204363
24 43543 6 TTCTGGTGTTCTCTGGCAAATGTC 4 12 1.8278955 5.090087983 -1.477506996
26_308468 2 CACAGTCATAGGGACGATGAGGGGGC 2 6 0.9139478 2.545043991 -1.477506996
26 352311 2 TGTGCTTTTGATGTGGAGATGGAAGC 1 3 0.4569739 1.272521996 -1.477506996
29 1578 131 GCATTGACTACCGAGGACTTAATGATATC 65 191 29.703302 81.01723372 -1.44760551




27 40807_21 AATCGATAGAATAATCCGCCACCGTGC 12 33 5.4836865 13.99774195 -1.351976114
2643517 22 TCTTCTGCTGCTGTAGCCCATCTGCT 15 41 6.8546081 17.39113394 -1.343205904
25 66399 9 TTATAGTTGTGCAAATATGGGCTGA 11 30 5.0267126 12.72521996 -1.340003472
25 2329 310 TGTGCTGTAGGCCTGTGCATCCCCT 224 598 102.36215 253.6560511 -1.309191247
26 112456 7 TTGTAGCAGTGCTTGGCCTTCTTGAT 3 8 1.3709216 3.393391988 -1.307581994
25 125268 4 TGTGATTGACAGTGAAATGGGTGTA 2 5 0.9139478 2.120869993 -1.21447259

26 4952 217 TAACTCTGAGATGGTCAACCAGTAAC 75 187 34.273041 79.32053773 -1.210620265
26 153941 5 TGGATGATTGTGTGGATCGTGTAGGG 6 13 2.7418433 5.514261981 -1.008021713
31 913 50 TTGTAGCAGTGCTTGGCCTTCTTGATGCCCC 43 90 19.649877 38.17565987 -0.958132837
26 1554 628 TGAAGTCCACAATGAGCTCCTTGGTC 422 858 192.84298 363.9412908 -0.916279144
26 219032 3 TGACATGATAGCATCATGCAGTCGCT 1 2 0.4569739 0.848347997 -0.892544495
28 6116 86 TTCAGGATTATGGAGGCCACTGTGCTCT 90 178 41.127649 75.50297174 -0.87642483

25 28176 25 TGGTCAAGAAAGCTCACCAGCGCCT 13 22 5.9406604 9.331827968 -0.651536396
26140427 5 TCTGTACGATTCCCCCTGAGTCTCCA 5 1.3709216 2.120869993 -0.629510089
26_100355_8 TGACAGTGAAATGGGTGTAACCTAGC 5 1.3709216 2.120869993 -0.629510089
26 34840 28 TCAAACGGTAACGCAGGTGTCCTAAG 21 33 9.5964514 13.99774195 -0.544621192
27 215451 3 TGAGCTGTAAGGTCTTATATAGACAGG 2 3 0.9139478 1.272521996 -0.477506996
25 28498 25 TCGCAGCTTTTGAGCCATCTTGGAC 19 27 8.6825036 11.45269796 -0.399504484
27 17378 53 TTCATGATGATAGGTGTGAGTGCTACA 22 31 10.053425 13.14939396 -0.387309187
26 6826 159 TGTGTTGAAACCTGTCCTGGAGTACA 155 208 70.830951 88.2281917 -0.316859808
27 116961 6 TGGGACATTGACTATAGCCCTGTGGCC 7 9 3.1988171 3.817565987 -0.255114575
27 86617 9  TTGGTCTTGCTGGTGTTAAGGAGCAGG 7 9 3.1988171 3.817565987 -0.255114575
27 1371 639 TGACTGTGTTGAACCAATTGGTTGGCC 694 875 317.13987 371.1522487 -0.226891849
22 7243 12 ATGCAGCCCAAAGCGGGTGGTA 16 20 7.311582 8.483479971 -0.21447259

25 139699 4 TGGATTGAGAGCTGGTGACTGTGGA 4 5 1.8278955 2.120869993 -0.21447259

2541991 16 TGGTGTTGAATGCTGAACTGAAGTC 23 28 10.510399 11.87687196 -0.176337461
25 9407_82 CCATCATGAAGTGCTTCGAGCGGCT 177 190 80.884376 80.59305972 0.005205447




25 1548 461 TAATTTGACAGTCAGTGCTTTGGTA 317 324 144.86072 137.4323755 0.075944532
25 94091 6 TACTTGCCAAACTGAAGCTTGCAGT 4 4 1.8278955 1.696695994 0.107455505
26 166198 4 TATAGGACGGTGAAATGTGGATGTTG 4 4 1.8278955 1.696695994 0.107455505
26 172543 4 CAGGAACTGTGATGTCCTCCATGGCC 2 2 0.9139478 0.848347997 0.107455505
27 340570 2 CACTCGTCGTGTGACCACAAAGGGCCC 2 2 0.9139478 0.848347997 0.107455505
27 325073 2 AGCAAACTGATGTGGATCCAGTGTGGG 1 1 0.4569739 0.424173999 0.107455505
3310408 2 2;(;CTCTTTAGTATAGTGGTCAGTATCCCCGC 1 1 0.4569739 0.424173999 0.107455505
27 294436 2 TGAGTGTGACAGTGGTGGAGCAGATGT 1 1 0.4569739 0.424173999 0.107455505
28 179708 2 TGGACATGGTCAGCAACAATACTCAGGT 1 1 0.4569739 0.424173999 0.107455505
30 31512 2 TGACAGAAGATGGTCGTTCAGGCTAGTTCC 1 1 0.4569739 0.424173999 0.107455505
26 364537 2 TATGTTGTGCAATTGGTCCAAGAATG 1 1 0.4569739 0.424173999 0.107455505
27 65850 12 TGCTGAAACCAGTTCTGAACCAGAGCA 14 13 6.3976343 5.514261981 0.214370709
29 42364 4 ATGGCCCCTGCGCAAGGATGACACGCAAA 17 15 7.7685559 6.362609978 0.288027751
23 11865 12 TCAAACGGTAACGCAGGTGTCCT 31 27 14.16619 11.45269796 0.306764313
27 64043 12 TGAAGTCCACAATGAGCTCCTTGGTCT 14 12 6.3976343 5.090087983 0.329847926
22 5461 17 TACGACCTCAGCTCAGACGAGA 20 17 9.1394775 7.210957975 0.341920759
27 46431 18 TGACTGTGTTGAACCAATTGGTTGGAC 13 11 5.9406604 4.665913984 0.348463604
25 94627 6 TGAGTGTGACAGTGGTGGAGCAGAT 5 4 2.2848694 1.696695994 0.4293836

23 5486 27 GGGTTAAGGCGCCCGATGCCGAC 117 93 53.465943 39.44818187 0.438661413
22 8139 11  AAAGTCAGCCCTCGATCCAAGC 9 7 4.1127649 2.96921799 0.470025584
23 2049 74 GAAAGTCAGCCCTCGATCCAAGC 182 139 83.169245 58.9601858 0.496309072
25 110947 5 TGCAGAAGTTCACTCTGGACTGGGC 4 3 1.8278955 1.272521996 0.522493004
26 220266 3 TGTGACACAGTTTGTTAGGATGCTCT 4 3 1.8278955 1.272521996 0.522493004
26 25226 40 TTCATGATGATAGGTGTGAGTGCTAC 27 20 12.338295 8.483479971 0.540414912
24 79691 3 TATCCGGTAAAGCGAATGACTAGA 3 2 13709216 0.848347997 0.692418006
22 174775 GAAGAGCCCAGCGCCGAATCCC 15 10 6.8546081 4.241739985 0.692418006




26_100513_8 TGGGTTTCAAGCAGGAGGTGTCAGAA 19 12 8.6825036 5.090087983 0.770420518
26_79850_11 AAGGGAACGGGCTTGGCGGAATCAGC 27 17 12.338295 7.210957975 0.774880166
28 21168 24 CCATCATGAAGTGCTTCGAGCGGCTGGT 15 9 6.8546081 3.817565987 0.844421099
27 349150 2 TTGGTGAGCCTGTGTGAATTGTAGCCT 5 3 2.2848694 1.272521996 0.844421099
25 12446 61 ACGCGCGCGCGAGTCAGAGGGCTCG 425 239 194.2139 101.3775857 0.937907728
22 7203_12 GTAACGCAGGTGTCCTAAGGCG 34 19 15.537112 8.059305972 0.946990833
25 6510 119 TGGATTGAGATCTGGTGACTGTGGA 463 240 211.5789 101.8017597 1.055433293
27 865 941 TAAGGATTATGGAGGCCACTGTGCTCT 1070 537 488.96205 227.7814372 1.102072308
26 190482 4 TCATCATGAAGTGCTTCGAACGGCTA 4 2 1.8278955 0.848347997 1.107455505
26 134016 6 CACACAGTGATGCAGTTGGTCAGGAC 4 2 1.8278955 0.848347997 1.107455505
26 227068 3 GAAGATATAGGACGGTGAAATGTGGA 2 1 09139478 0.424173999 1.107455505
29 8200 26 TGCATCGGAAAGACGGTTTCTCTTTGGTC 33 16 15.080138 6.786783977 1.151849624
25 25828 28 TTCATGATGATAGGTGTGAGTGCTA 19 9 8.6825036 3.817565987 1.185458017
21 1793 36 CCATCTAGTAGCTGGTTCCCT 249 117 113.7865 49.62835783 1.197092717
26 351 2165 TAAGGATTATGGAGGCCACTGTGCTC 3241 1513 1481.0523 641.7752598 1.206482538
27 7088 134 ACTACTCTTATCGTTTCCTCACTTACC 822 382 375.63253 162.0344674 1.213021261
24 28255 11 AATGAAGCGCGGGTAAACGGCGGG 77 35 35.186988 14.84608995 1.244959029
24 7528 44 CTTATCGTTTCCTCACTTACCCGG 276 118 126.12479 50.05253183 1.333336912
21 5357 11  GATAACTGGCTTGTGGCGGCC 35 14 15.994086 5.93843598 1.4293836

25 38566 18 TCTTGGACAGGGTTGCTGAGCTTCC 15 6 6.8546081 2.545043991 1.4293836

26 146893 5 GAAATGTGGATGTTGCTGAAACCAGT 10 4 4.5697388 1.696695994 1.4293836

23 4870 31 CGAAGAGGGAAGAGCCCAGCGCC 115 45 52.551996 19.08782993 1.461092459
24 10992 30 TGGGAATGCAGCCCAAAGCGGGTG 41 16 18.735929 6.786783977 1.465007509
23 11118 13 CACCTGTCAAACGGTAACGCAGG 27 10 12.338295 4.241739985 1.540414912
23 21434 6 AGGGATAACTGGCTTGTGGCGGC 11 4 5.0267126 1.696695994 1.566887124
21 3393_19 GTAACGCAGGTGTCCTAAGGC 55 19 25.133563 8.059305972 1.640887705
27 79289 10 TTGTAGCCTCAGTTTCCTGTTCTTAGC 12 4 5.4836865 1.696695994 1.692418006




27_176405_4 CTTGCCAAACTGAAGCTTGCAGTGAGC 3 1 1.3709216 0.424173999 1.692418006
32 14226 2 ;}CATTTGTGATTCAGTGGTAGAATTCTCGCC 3 1 1.3709216 0.424173999 1.692418006
27 152435 4 TGTACCTGATGAGGGCCTGGGCCTCCT 3 1 1.3709216 0.424173999 1.692418006
26 279798 2 TCTTGAAGAAACATGTCCAGTTGTCT 3 1 13709216 0.424173999 1.692418006
25 10796_71 CTCACCTGCCGAATCAACTAGCCCT 748 244 341.81646 103.4984556 1.723612627
22 2472 39 TATTGAAAGTCAGCCCTCGATC 172 55 78.599507 23.32956992 1.752360546
28 47502 10 TACCATGACAGACCCTGACTTTTGGACT 19 6 8.6825036 2.545043991 1.770420518
22 693 143 GAAATACCACTACTCTTATCGT 561 176 256.36234 74.65462374 1.779880847
25 47967 14 CTGGGTCAGGGTTTCGTGCGTAGCA 76 23 34.730015 9.756001967 1.831821062
29 1560 133 AGGGTGTAAATCTCGCGCCAGGCCGTACC 411 124 187.81626 52.59757582 1.836253778
23 332 377 ACGTGCAAATCGGTCGTCCGACC 1538 446 702.82582 189.1816034 1.893395393
24 1500 212 CCGAAGTTTCCCTCAGGATAGCTG 1557 442  711.50832 187.4849074 1.924106175
28 46333 _10 ATCTAGCGAAACCACAGCCAAGGGAACG 150 41 68.546081 17.39113394 1.978722191
25296 1891 GCAAATCGGTCGTCCGACCTGGGTA 4355 1171 1990.1212 496.7077523 2.002387148
32 1064 34 iéCTGATCGAGGCTCAGCCCGTGGACGGTG 98 26 44.78344 11.02852396 2.021725631
24 2814 117 GCCAAGCGTTCATAGCGACGTCGC 175 46 79.970428 19.51200393 2.035104661
25 420 1434 TTGGATTGTTCACCCACTAATAGGG 9775 2512 4466.9196 1065.525084 2.067715743
27 228900 3 TAAAGTCCACCGCTATATGCGACCAGG 4 1 1.8278955 0.424173999 2.107455505
23 3457 44 CTCACGATCCTTCTGGCTTTTTG 433 108 197.86969 45.81079184 2.110791217
21 99 599 CTGCGGGATGAACCGAACGCC 2127 527 971.98343 223.5396972 2.120400671
29 13616 15 CTAAGTCAGAATCCCGCCTAGACGTAACG 73 18 33.359093 7.635131974 2.127355062
26 9915 108 GAAGATTGGAAAAACTTTGCCTGGTC 351 86 160.39783 36.47896388 2.13651797

26 26203 39 GGGAGTTTGACTGGGGCGGTACACCT 409 99 186.90232 41.99322586 2.154055918
23 7365 20 CTGCTCAGTACGAGAGGAACCGC 34 8 15.537112 3.393391988 2.194918346
21 197 303 CGGGATGAACCGAACGCCGGG 1924 448 879.21774 190.0299514 2.209993667




28 1037_461 TGTTTGGGAATGCAGCCCAAAGCGGGTG 617 143  281.95288 60.65688179 2.216710847
25 4141 186 GATATAGACAGCAGGACGGTGGCCA 256 59 116.98531 25.02626591 2.224812456
27 691 1165 ACCCTGTTGAGCTTGACTCTAGTCTGG 6863 1563 3136.2117 662.9839597 2.241977081
22 1037 .94 AGCCCGTGGACGGTGTGAGGCC 350 79 159.94086 33.50974589 2.254885869
27 1107_775 GGGATTATGACTGAACGCCTCTAAGTC 3646 821 1666.1268 348.2468528 2.258315939
25 33786 21 TCTGAGATGTGGGTCCCCAGGAACT 40 9 18.278955 3.817565987 2.259458598
24 9294 36 ACAGTGGCAGGTGGGGAGTTTGAC 175 39 79.970428 16.54278594 2.273264398
23 740 189 CGTCGCTTTTTGATCCTTCGATG 1908 425 871.90616 180.2739494 2.27398193
30 6636 12 CTGGGCAGGGCGAAGCCAGAGGAAACTCTG 41 9 18.735929 3.817565987 2.295082508
28 6803 78 AAGGCGAGCTCAGGGAGGACAGAAACCT 256 56 116.98531 23.75374392 2.300100583
28 1558 320 TTGGTAAGCAGAACTGGCGCTGCGGGAT 442 95 201.98245 40.29652986 2.325502456
23 3786 40 CTCAGATCAGACGAGACAACCCG 554 118 253.16353 50.05253183 2.338554622
24 251 1071 CTGTGGGATTATGACTGAACGCCT 8898 1868 4066.1535 792.3570293 2.359442148
28 687 664 TAGTCTGGCACTGTGAAGAGACATGAGA 2645 549 1208.6959 232.8715252 2.375845173
25_3095_241 ACTGGCGCTGCGGGATGAACCGAAC 1679 347 767.25914 147.1883775 2.382050167
23 14164 10 CACTTACCCGGTGAGGCGGGGAG 98 20 44.78344 8.483479971 2.400237254
302530 32 TGAGCGCGTGCGATAGGACCCGAAAGATGG 90 18 41.127649 7.635131974 2.4293836
32 3958 8 giGGAAGAGCCCAGCGCCGAATCCCCGTCC 50 10 22.848694 4.241739985 2.4293836
26 269215 3 TGTGTGTCTCTGAAGAGTGACCGGTC 5 1 2.2848694 0.424173999 2.4293836
32 17788 2 i;l;cGGGCTGGGGTGCGAAGCGGGGCTGGGC 5 1 2.2848694 0.424173999 2.4293836
32 7016 4 ?CATTTGTGGTTCAGGGGTAGAATTCTCGCC 5 1 2.2848694 0.424173999 2.4293836
23 529 255 AGATGGTGAACTATGCCTGGGCA 315 61 143.94677 25.87461391 2.475926186
27 56314 14 CGGGGGAGAGGGTGTAAATCTCGCGCC 78 15 35.643962 6.362609978 2.485967128
25 14705 51 CGAGCTCAGGGAGGACAGAAACCTC 163 31 74.486742 13.14939396 2.501987349




23 3872 39 TTACCACAGGGATAACTGGCTITG 197 37 90.023854 15.69443795 2.520053959
31 9308 4 ;F}AGTACCCGAAAGATGGTGAACTATGCCTG 16 3 7.311582 1.272521996 2.522493004
25_1283_550 GCTGTGTGTCTCTGAAGAGTGACCA 630 118 287.89354 50.05253183 2.524020474
23 1529 98 GCGGCCAAGCGTTCATAGCGACG 379 70 173.1931 29.6921799 2.544226526
28 752 611 GATGAACCGAACGCCGGGTTAAGGCGCC 5943 1054 2715.7957 447.0793945 2.602772019
24 11397 29 TTTGACTGGGGCGGTACACCTGTC 206 36 94.136618 15.27026395 2.624031031
21 3562 18 CTAGCGAAACCACAGCCAAGG 201 34 91.851749 14.42191595 2.671044355
23 5232 28 ACGTGAGCTGGGTTTAGACCGTC 150 25 68.546081 10.60434996 2.692418006
24 1119 273 CGTGGACGGTGTGAGGCCGGTAAC 1763 284 805.64494 120.4654156 2.741525145
25 5157 151 CCGGCGGCGTCCGGTGAGCTCTCGC 887 142 405.33583 60.23270779 2.75049868

28 4233 125 ATCGGTCGTCCGACCTGGGTATAGGGGC 591 91 270.07156 38.59983387 2.806675185
22 634 154 CGAAGCTACCATCTGTGGGATT 541 83 247.22287 35.20644188 2.811900857
34 46 501 géngACCATCTGTGGGATTATGACTGAAC 6646 1014 3037.0484 430.1124345 2.819884146
26 2929 356 TGACGTGCAAATCGGTCGTCCGACCT 617 92 281.95288 39.02400787 2.853020228
21 1031 63 CTCCATCTAAGGCTAAATACC 1107 165 505.87008 69.98870976 2.853572797
26 57964 16 CTAAGTCAGAATCCCGCCTAGACGTA 27 4 12.338295 1.696695994 2.862343007
27 63055 _13 TGTGCTTGGCTGAGGAGCCAATGGTGC 61 9 27.875406 3.817565987 2.868267841
26 9405_114 CTTGGAGCCGGGCGTGGAATGCGAGC 1508 219 689.11661 92.89410568 2.891089159
28 22978 22 TCTGGTGGAGGCCCGCAGCGGTCCTGAC 124 18 56.664761 7.635131974 2.891726814
26 24798 41 CAGACGACCTGATTCTGGGTCAGGGT 166 24 75.857663 10.18017597 2.897532435
21 792 80 CCGAAAGATGGTGAACTATGC 154 22 70.373977 9.331827968 2.914810427
28 47321 10 CAATAGTAATCCTGCTCAGTACGAGAGG 21 3 9.5964514 1.272521996 2.914810427
25 81117 7 TTGTAGCTCAGATCCAGTTCTCTCA 14 2 6.3976343 0.848347997 2.914810427
27 182117 4 TATCTAGCGAAACCACAGCCAAGGGAA 14 2 6.3976343 0.848347997 2.914810427
26 185522 4 TTTCAGTAGATCCAGACAGATCGAAC 7 1 3.1988171 0.424173999 2.914810427




232902 53 AAGGGCAAAAGCTCGCTTGATCT 823 117 376.0895 49.62835783 2.921839406
24 1851392 GATGAACCGAACGCCGGGTTAAGG 4698 663 2146.8633 281.227361 2.932421443
27 33035 27 TGTCCCTACCTACTATCTAGCGAAACC 202 28 92.308723 11.87687196 2.958312066
27 11421 82 GTTTGGGAATGCAGCCCAAAGCGGGTG 161 22 73.572794 9.331827968 2.978940764
28 4899 108 ACAGAAACCTCCCGTGGAGCAGAAGGGC 467 61 213.4068 25.87461391 3.043996907
27 27195 33 TGTGCTTATAGTTGTGCAAATATGGGC 46 6 21.020798 2.545043991 3.04605496
25 55618 12 CAGGAGGTGTCAGAAAAGTTACCAC 39 5 17.821981 2.120869993 3.070929629
28 22958 22 AAAGCGGGGCCTCACGATCCTTCTGGCT 125 16 57.121735 6.786783977 3.07323979
30 3447 24 AAAGCATCGCGAAGGCCCACGGTGGGTGTT 63 8 28.789354 3.393391988 3.084735428
24 458 638 AAGATGGTGAACTATGCCTGGGCA 6136 758 2803.9917 321.5238909 3.124484234
23 5362 28 AGCCCAAAGCGGGTGGTAAACTC 312 38 142.57585 16.11861194 3.14493021
28 75832 6 CTGAGGAGCCAATGGTGCGAAGCTACCA 17 2 7.7685559 0.848347997 3.194918346
21 574 113 GTGGCCATGGAAGTCGGAATC 319 37 145.77467 15.69443795 3.215414753
29 3762 57 TCAGGGTTTCGTGCGTAGCAGAGCAGCTC 193 22 88.195958 9.331827968 3.240480924
26 81525 11 TGACATGATAGCATCACGCAGTTGCT 18 2 8.2255298 0.848347997 3.277380506
23 6907 21 CAAGCGTTCATAGCGACGTCGCT 93 10 42.49857 4.241739985 3.324686221
23 877_165 ATGGTGAACTATGCCTGGGCAGG 1229 132 561.62089 55.99096781 3.326330586
26 3364 316 AGAGGTGTAGAATAAGTGGGAGGCCT 2567 270 1173.0519 114.5269796 3.356507488
27 21403 43 TCTTGGGGCCGAAACGATCTCAACCTA 300 31 137.09216 13.14939396 3.382077885
28 154023 3 ACATCAGGACGGTGGCCATGGAAGTCGG 10 1 4.5697388 0.424173999 3.4293836
28 35180 14 CAGAATCCCGCCTAGACGTAACGATACC 103 10 47.068309 4.241739985 3.472027937
28 1469 338 TTTGGTAAGCAGAACTGGCGCTGCGGGA 1496 143 683.63292 60.65688179 3.494478628
26 44053 22 TTGGATTGAGATCTGGTGACTGCGGC 75 7 34.273041 2.96921799 3.528919273
26 107827 8 TTCCAGAGCTCCGCCGTCATGGCGCT 22 2 10.053425 0.848347997 3.566887124
31 92 388 gGGAGGAAAAGAAACTAACCAGGATTCCCT 3121 283 1426.2155 120.0412416 3.570589904
27 13721 68 CGACCTGATTCTGGGTCAGGGTTTCGT 354 31 161.76875 13.14939396 3.620864745




29 755 260 ATGAGAGGTGTAGAATAAGTGGGAGGCCT 2117 180 967.4137 76.35131974 3.663407963
32 3561 9 fr}é:CCACGGTGGGTGTTGACGCGATGTGATT 27 2 12.338295 0.848347997 3.862343007
26_33045_ 30 CCGAAAGATGGTGAACTATGCCTGGG 56 4 25.590537 1.696695994 3.914810427
26 165158 5 TGTGCTTGGCTGAGGAGCCAATGGTG 14 1 6.3976343 0.424173999 3.914810427
29 12169 17 CCAATGGTGCGAAGCTACCATCTGTGGGA 35 2 15.994086 0.848347997 4.236738522
32 1776 _20 ggTCGCGAAGGCCCACGGTGGGTGTTGACG 19 1 8.6825036 0.424173999 4.355383018
21 6889 9 GTGCGAAGCTACCATCTGTGG 20 1 9.1394775 0.424173999 4.4293836
27 3559 268 CGGTCGGGCTGGGGTGCGAAGCGGGGC 944 43 431.38334 18.23948194 4.5638338
25 2864 259 TTACCTGGTCGGCCTGTTCGAGGAC 740 30 338.16067 12.72521996 4.73194637
25 2129 338 TAAATCCGGGATCTGCAGAGATGCT 551 20 251.79261 8.483479971 4.891435919
26 396429 2 AAGTAGATGCAGCAGGATGAAGATCT 2 0 09139478 0 NA

25 284412 2 TGATGATTATGATGATGATGACAAA 2 0 09139478 0 NA

27 359123 2 TGACATGATGGCATCACACAGTTGCTG 2 0 0.9139478 0 NA

27 371183 2 TCTGGGTGAACTATCCCTTTAAGGAGC 2 0 0.9139478 0 NA

24 153401 2 GGGTGTAGAATAAGTGGGAGGCCT 2 0 0.9139478 0 NA

29 109705 2 TTGCTGGTGTTAAGGAGCAGGTTATTGTC 2 0 0.9139478 0 NA

26 400260 2 GCATGACGGTGGCCATGGAAGTCGGA 2 0 0.9139478 0 NA

25 316351 2 GCATGTTTGTGGGGAACCTGGTGCT 2 0 0.9139478 0 NA

24 164831 2 CATGAAAGCATGGATCCATCCTGC 2 0 0.9139478 0 NA

28 250842 2 TACCTAATAAAGTGGCTGGTGACTGTAT 2 0 0.9139478 0 NA

29 113141 2 TGCAATTGGTCCAAGAATGTAAGTATGAG 2 0 0.9139478 0 NA

22 49747 2 ACGGTGGCCATGGAAGTCGGCT 2 0 09139478 0 NA

24 165923 2 TACTCAGGTAGGCTGTGGCGTTTA 2 0 09139478 0 NA

26 400620 2 CCAGGAAGTGGATGTACATCTCCGTC 2 0 09139478 0 NA

27 237437 3 GTATTGACTACAGAGGTCTCAACGATG 3 0 1.3709216 0 NA




27 352996 2 CAGGTTCTATTGGCCAAGGATGGCATT 4 0 1.8278955 0 NA
25 292832 2 TCTGGTGACTGTGGAGGCCATTGGA 4 0 1.8278955 0 NA
30 44312 2 GAAGGCCCACGGTGGGTGTTGACGCGATGT 4 0 1.8278955 0 NA
28 149725 3 CATGGACGGTGTGAGGCCGGTGGCGGCC 5 0 2.2848694 0 NA
29 69003 3 GCATGTGGTTCCGTGGTAGAATTCTCGCC 5 0 2.2848694 0 NA
25 188773 3 TGGATTGAGGTCTGGTGACTGTGGA 8 0 3.655791 0 NA
27 73228 11 TCGCTGAACATGCATGGAGAGTTGCCT 11 0 5.0267126 0 NA
27 146858 5 CACAGTTGCTGCAGATTTGTCGGCTGC 14 0 6.3976343 0 NA
26 88224 10 TTACTCAGGTCCAGCTCTCTCAGCCT 19 0 8.6825036 0 NA

ID abbreviation stands for the identity of piRNA cluster.



