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1*Ch 1 77 IS4 1*Ch 1 94 IS407A A ATC 23344 1 11 16140 IS407A ATGATTTGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGAACCGATC AGGT AACC N
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N SAVP1 9 11 18200 IS407A CCAGA TGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGTCGCTTCT CTTG TCGC N
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8*Chr1 76 8*Chr1 84b IS40 8*Ch 87b ISD R 2002721280 8 1210321 1211556 Chr1 IS407A CGGGATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGTCGGGCG GCCG GTCG N

A G

Table S3. Specifics of the IS elements IS407 A, ISBma 1, and ISBma 2 in the B. mallei  strains.

IS element Role Strain Strain position romoso IS type

Chromosome 1

IS 407 A

5'-ext 5'-IR orfA intergenic region orfB 3'-IR 3'-ext 5'-DR 3'-DR et duplication

TGACCTGCCCCCT AGGGGGCAGGTCA

2*Chr1_89_IS407A_A N fmh 2 1003118-1004353 Chr1 IS407A GCCCCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGCGGAA CCAG GCGC N

7*Chr1_76_IS407A_7*Chr1_84b_IS407A_A D-R NCTC_10247 7 1003311-1004546 Chr1 IS407A CGGGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGGGCG GCCG GTCG N

2*Chr1_91_IS407A_B N fmh 2 1006858-1008093 Chr1 IS407A GACGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGTCGACG TGTC TGTC Y

5*Chr1_96_IS407A_5*Chr1_97_IS407A_A D ATCC_10399 5 1008495-1009730 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

3*Chr1_89_IS407A_A N JHU 3 1011927-1013162 Chr1 IS407A GCCCCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGCGGAA CCAG GCGC N

3*Chr1_91_IS407A_B N JHU 3 1015667-1016902 Chr1 IS407A GACGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGTCGACG TGTC TGTC Y

6*Chr1_126a_IS407A_A R NCTC_10229 6 1024057-1025292 Chr1 IS407A TGCCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTGCGAT AAAA CCTG N

8*Chr1_78_IS407A_A N 2002721280 8 1024801-1026036 Chr1 IS407A CAGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTAG GTAG Y

6*Chr1_43b_IS407A_A D-R NCTC_10229 6 1026593-1027828 Chr1 IS407A AAAAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGGCGG AAGC CGGG N

10*Chr1_89_IS407A_A N PRL20 10 1031797-1033032 Chr1 IS407A GAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGGATGC CGCA CTGG N

10*Chr1_92_IS407A_C N PRL20 10 1037784-1039019 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTCGTGCG TTCG TTCG Y

2*Chr1_77_IS407A_2*Chr1_94a_IS407A_A D-R fmh 2 1040287-1041522 Chr1 IS407A ATGATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N

7*Chr1_71_IS407A_7*Chr1_87a_IS407A_A D-R NCTC_10247 7 1044544-1045779 Chr1 IS407A GAGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT GAGC TCGC N

3*Chr1_77_IS407A_3*Chr1_94a_IS407A_A D-R JHU 3 1049331-1050566 Chr1 IS407A ATGATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N

5*Chr1_95_IS407A_A N ATCC_10399 5 1051433-1052668 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

6*Chr1_42b_IS407A6*Chr1_43a_IS4076*Chr1_45b_ISD-R NCTC_10229 6 1053882-1055117 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGTGCT TGCG GCGG N

6*Chr1_136_IS407A6*Chr1_45a_IS407A_A D-R NCTC_10229 6 1067579-1068814 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GAAC GATG N

10*Chr1_77_IS407A10*Chr1_94a_IS407A_A D-R PRL20 10 1068513-1069748 Chr1 IS407A TCAGAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCTGTCA GGTT ACCT N

4*Chr1_74_IS407A_4*Chr1_75_IS407A_A D gb8_horse_4 4 1073497-1074418 Chr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGGGTCATGG # GGTC N.D.

4*Chr1_76_IS4

1*Chr1_74_IS4

07A_4*Chr1_87b_IS407A

07A_1*Chr1_75_IS407A_A

_A D-R

D

gb8

ATC

_horse_4 4

C_23344 1

10

10

78636-1

80184-1

07987

08110

1 Chr1 IS407A

5 Chr1 IS407A

CGGGATGACCTG

#ISBma~~~~~~

CCCCCTACAA TGAAG

~~~~~~~~~~~~~~

AAGCG

~~~~~~

CTTTACGGGCCCG

~~~~~~ GCCCA

CAAGCC

TGCCCA

AAACGC

CGCAGCA

GATGTTGGC

CCGAGATG

AGGGACTTTGCTAGAAGCGAGCGCA GCCG CGAG N

AGGGACTTTGCTAGAAGGGTCATGG # GGTC N.D.

1*Chr1_76_IS407A_1*Chr1_87b_IS407A_A D-R ATCC_23344 1 1085323-1086558 Chr1 IS407A CGGGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAGCGCA GCCG CGAG N

5*Chr1_69_IS407A_5*Chr1_94b_IS407A_A D-R ATCC_10399 5 1109938-1111173 Chr1 IS407A GGCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGACGTTG CTGG TGAC N

4*Chr1_89_IS407A_A N gb8_horse_4 4 1116480-1117715 Chr1 IS407A GCCCCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGCGGAA CCAG GCGC N

4*Chr1_91_IS407A_B N gb8_horse_4 4 1120220-1121455 Chr1 IS407A GACGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGTCGACG TGTC TGTC Y

1*Chr1_89_IS407A_A N ATCC_23344 1 1123337-1124572 Chr1 IS407A GCCCCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGCGGAA CCAG GCGC N

1*Chr1_91_IS407A_B N ATCC_23344 1 1127077-1128312 Chr1 IS407A GACGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGTCGACG TGTC TGTC Y

8*Chr1_77_IS407A_8*Chr1_94a_IS407A_A D-R 2002721280 8 1132308-1133543 Chr1 IS407A ATGATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N

2*Chr1_78_IS407A_2*Chr1_80_IS407A_A D fmh 2 1150542-1151777 Chr1 IS407A GGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTCA GTAG N

6*Chr1_71_IS407A_6*Chr1_87a_IS407A_A D-R NCTC_10229 6 115281-116516 Chr1 IS407A GAGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT GAGC TCGC N

4*Chr1_77_IS407A_4*Chr1_94a_IS407A_A D-R gb8_horse_4 4 1153315-1154550 Chr1 IS407A ATGATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N

1*Ch 1 77 IS407Ar _ _ 1*Ch 1 94 IS407A07A_ r _ a_ A_ D RD-R ATCC 23344 1C_ 116017260172-11161407 Ch 1 IS407A7 Chr1 ATGATTTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N

2*Chr1_81_IS407A_B N fmh 2 1160942-1162177 Chr1 IS407A GCAAG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCCATT GGGC GGGC Y

3*Chr1_78_IS407A_3*Chr1_80_IS407A_A D JHU 3 1161038-1162273 Chr1 IS407A GGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTCA GTAG N

7*Chr1_68_IS407A_7*Chr1_69_IS407A_A D NCTC_10247 7 1163594-1164829 Chr1 IS407A CCTAAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAGTTTGT ACGT CAGT N

8*Chr1_89_IS407A_A N 2002721280 8 1167906-1169141 Chr1 IS407A GCGAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGGATGC CCGC CTGG N

3*Chr1_81_IS407A_B N JHU 3 1171909-1173144 Chr1 IS407A GCAAG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCCATT GGGC GGGC Y

10*Chr1_78_IS407A10*Chr1_80_IS407A_A D PRL20 10 1172927-1174162 Chr1 IS407A CAGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTAG GTAG Y

2*Chr1_83_IS407A_A N fmh 2 1174009-1175244 Chr1 IS407A CAAGTATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGGCC GGAT ATCA N

9*Ch 1 64 IS407A A9*Chr1_64a_IS407A_A N SAVP1 9 118076680766-11182001 Ch 1 IS407A1 Chr1 CCAGA TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGTCGCTTCT CTTG TCGC N

5*Chr1_20_IS407A_5*Chr1_21_IS407A_A D ATCC_10399 5 118297-119532 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT CCGG GTCC N

3*Chr1_83_IS407A_A N JHU 3 1185197-1186432 Chr1 IS407A CAAGTATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGGCC GGAT ATCA N

2*Chr1_84a_IS407A_A N fmh 2 1189127-1190362 Chr1 IS407A GTGCCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGGGCG AAAG GTCG N

10*Chr1_83_IS407A_A N PRL20 10 1192001-1193236 Chr1 IS407A TTACGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACCC TGAT ATCC N

3*Chr1_84a_IS407A_A N JHU 3 1200315-1201550 Chr1 IS407A GTGCCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGGGCG AAAG GTCG N

8*Chr1_75_IS407A_A D-R 2002721280 8 1205181-1206102 Chr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGCCATGGCA # CCAT N.D.

10*Chr1_84a_IS407A_A N PRL20 10 1209165-1210140 Chr1 IS407A CGCGTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC # #contig_br CGAC #con N

8*Chr1 76 IS407A 8*Chr1 84b IS40 8*Chr1_ _IS407A_ _ _ r1 87b ISD R_ _ - 2002721280 8 1210321-1211556 Chr1 IS407A CGGGATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGTCGGGCG GCCG GTCG N

5*Chr1_71_IS407A_5*Chr1_87a_IS407A_A D-R ATCC_10399 5 1229015-1230250 Chr1 IS407A TTCGATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCTCGACG GCGA GCTC N



A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G
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5*Chr1 76 5*Chr1 87b IS407A A D R ATCC 10399 5 1534024 1535259 Chr1 IS407A CGGGATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCGAGCGCA GCCG CGAG N

A G

7*Chr1_99_IS407A_7*Chr1_67_IS407A_A D-R NCTC_10247 7 1230358-1231593 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N

2*Chr1_71_IS407A_2*Chr1_87a_IS407A_A D-R fmh 2 1233629-1234864 Chr1 IS407A TTCGATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCTCGACG GCGA GCTC N

4*Chr1_21_IS407A_4*Chr1_8_IS407A_A D-R gb8_horse_4 4 123374-124609 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT GACG GTCC N

1*Chr1_21_IS407A_1*Chr1_8_IS407A_A D-R ATCC_23344 1 123747-124982 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT GACG GTCC N

3*Chr1_71_IS407A_3*Chr1_87a_IS407A_A D-R JHU 3 1241561-1242796 Chr1 IS407A TTCGATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCTCGACG GCGA GCTC N

9*Chr1_65a_IS407A_A N SAVP1 9 1242873-1244108 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GAAT GGGG N

10*Chr1_71_IS407A10*Chr1_87a_IS407A_A D-R PRL20 10 1249788-1251023 Chr1 IS407A TTCGATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCTCGACG GCGA GCTC N

8*Chr1_71_IS407A_8*Chr1_87a_IS407A_A D-R 2002721280 8 1250846-1252081 Chr1 IS407A GAGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT GAGC TCGC N

4*Chr1_78_IS407A_4*Chr1_80_IS407A_A D gb8_horse_4 4 1259592-1260734 Chr1 IS407A GGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTCA GTAG N

6*Chr1_143a_IS407A_B N NCTC_10229 6 1262978-1264213 Chr1 IS407A TTCGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAAGCT ATCA ATCA Y

1*Chr1_78_IS407A_1*Chr1_80_IS407A_A D ATCC_23344 1 1267713-1268948 Chr1 IS407A GGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTCA GTAG N

4*Chr1_81_IS407A_B N gb8_horse_4 4 1269471-1270706 Chr1 IS407A GCAAG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCCATT GGGC GGGC Y

5*Chr1_84a_IS407A_A N ATCC_10399 5 1270273-1271508 Chr1 IS407A GTGCCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGGGCG AAAG GTCG N

1*Chr1_81_IS407A_B N ATCC_23344 1 1277696-1278931 Chr1 IS407A GCAAG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCCATT GGGC GGGC Y

4*Chr1_83_IS407A_A N gb8_horse_4 4 1282759-1283994 Chr1 IS407A CAAGTATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGGCC GGAT ATCA N

5*Chr1_83_IS407A_A N ATCC_10399 5 1285391-1286626 Chr1 IS407A CAAGTATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGGCC GGAT ATCA N

1*Chr1_83_IS407A_A N ATCC_23344 1 1290984-1292219 Chr1 IS407A CAAGTATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGGCC GGAT ATCA N

9*Chr1_98_IS407A_9*Chr1_66_IS407A_A D-R SAVP1 9 1293994-1295229 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

4*Chr1_84a_IS407A_A N gb8_horse_4 4 1297816-1299051 Chr1 IS407A GTGCCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGGGCG AAAG GTCG N

5*Chr1_81_IS407A_B N ATCC_10399 5 1298670-1299905 Chr1 IS407A GCAAG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCCATT GGGC GGGC Y

1*Chr1_84a_IS407A_A N ATCC_23344 1 1306102-1307337 Chr1 IS407A GTGCCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGGGCG AAAG GTCG N

5*Chr1_79_IS407A_5*Chr1_80_IS407A_A D ATCC_10399 5 1308729-1309964 Chr1 IS407A GGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGC GTCA CAAG N

6*Chr1_145_IS407A_A N NCTC_10229 6 1331417-1332652 Chr1 IS407A AAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCTTCGC ATAG GGCT N

4*Chr1_71_IS407A_4*Chr1_87a_IS407A_A D-R gb8_horse_4 4 1338734-1339969 Chr1 IS407A TTCGATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCTCGACG GCGA GCTC N

7*Chr1_43b_IS407A_A R NCTC_10247 7 134379-135614 Chr1 IS407A AAAAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGGCGG AAGC CGGG N

1*Chr1_71_IS407A_1*Chr1_87a_IS407A_A D-R ATCC_23344 1 1347348-1348583 Chr1 IS407A TTCGATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCTCGACG GCGA GCTC N

5*Chr1_78_IS407A_A N ATCC_10399 5 1351723-1352958 Chr1 IS407A CAGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTAG GTAG Y

9*Chr1_96_IS407A_9*Chr1_97_IS407A_A D SAVP1 9 1352573-1353808 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

2*Chr1_68_IS407A_2*Chr1_69_IS407A_A D fmh 2 1353867-1355102 Chr1 IS407A CCTAAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCAGTTTG ACGT CCAG N

3*Chr1_68_IS4

7*Chr1_126a_I

07A_3*Chr1_69_IS407A_A

S407A_A

D
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JHU 3
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4 Chr1 IS407A

Chr1 IS407A

CCTAAATGACCTG

TGCCGCTGACCTG

CCCCCTACAA TGAAG

CCCCCTACAA TGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGCCAGTTTG ACGT CCAG N

AGGGACTTTGCTAGAAGCCTGCGAT AAAA CCTG N

8*Chr1_68_IS407A_8*Chr1_69_IS407A_A D 2002721280 8 1369943-1371178 Chr1 IS407A CCTAAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCAGTTTG ACGT CCAG N

h9*Chr1_95_IS407A_A N SAVP1 9 1395694-139692 h9 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

4*Chr1_10_IS407A_A N gb8_horse_4 4 140426-141661 Chr1 IS407A TCCGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTATGC ACAT CCCT N

10*Chr1_68_IS407A10*Chr1_72_IS407A_A D-R PRL20 10 1412924-1414159 Chr1 IS407A CCAGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGTTGCT CGCG ACGT N

1*Chr1_10_IS407A_A N ATCC_23344 1 141323-142558 Chr1 IS407A TCCGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTATGC ACAT CCCT N

3*Chr1_10_IS407A_A N JHU 3 14148-15383 Chr1 IS407A TCCGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTATGC ACAT CCCT N

2*Chr1_99_IS407A_2*Chr1_67_IS407A_A D-R fmh 2 1420660-1421895 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N

3*Chr1_99_IS407A_3*Chr1_67_IS407A_A D-R JHU 3 1430062-1431297 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N

8*Chr1_99_IS407A_8*Chr1_67_IS407A_A D-R 2002721280 8 1436504-1437739 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACTTGATT GTGG ACTT N

8*Ch 1 10 IS407Ar _ _ A07A_ N 2002721280 82721280 14396 15631396- 31 Ch 1 IS407AChr1 CGCCATTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCCCTATGC CCCT CCCT Y

9*Chr1_75_IS407A_9*Chr1_94b_IS407A_A D-R SAVP1 9 1454166-1455087 Chr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGACGTTGCT # ACGT N.D.

4*Chr1_68_IS407A_4*Chr1_69_IS407A_A D gb8_horse_4 4 1456856-1458091 Chr1 IS407A CCTAAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCAGTTTG ACGT CCAG N

2*Chr1_10_IS407A_A N fmh 2 14571-15806 Chr1 IS407A TCCGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTATGC ACAT CCCT N

5*Chr1_77_IS407A_5*Chr1_94a_IS407A_A D-R ATCC_10399 5 1459172-1460407 Chr1 IS407A ATGATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N

9*Chr1_76_IS407A_9*Chr1_87b_IS407A_A D-R SAVP1 9 1459306-1460541 Chr1 IS407A AATGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCACGA CTCG CGGC N

9*Chr1_158_IS407A_A D-R SAVP1 9 14627-15862 Chr1 IS407A AGCGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAATCCACT TGTT AATC N

1*Chr1_68_IS407A_1*Chr1_69_IS407A_A D ATCC_23344 1 1466275-1467510 Chr1 IS407A CCTAAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCAGTTTG ACGT CCAG N

5*Ch 1 10 IS407A Ar1_10_IS407A_A N ATCC 10399 5C_ 14735 15970735- 70 Ch 1 IS407Ar1 CGCCATTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCCCTATGC CCCT CCCT Y

10*Chr1_99_IS407A10*Chr1_67_IS407A_A D-R PRL20 10 1479698-1480933 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N

5*Chr1_91_IS407A_B N ATCC_10399 5 1492267-1493502 Chr1 IS407A GACGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGTCGACG TGTC TGTC Y

5*Chr1_89_IS407A_A N ATCC_10399 5 1496007-1497242 Chr1 IS407A GCCCCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGCGG CCAG GGCG N

9*Chr1_89_IS407A_A N SAVP1 9 1497321-1498556 Chr1 IS407A GAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGGATGC CGCA CTGG N

9*Chr1_93_IS407A_C N SAVP1 9 1503308-1504543 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTCGTGCG TTCG TTCG Y

4*Chr1_99_IS407A_4*Chr1_67_IS407A_A D-R gb8_horse_4 4 1523634-1524869 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N

1*Chr1_99_IS407A_1*Chr1_67_IS407A_A D-R ATCC_23344 1 1533068-1534303 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N

5*Chr1 76 IS407A_ _IS407A_5*Chr1 87b IS407A_ _ A_ D R- ATCC 10399 5_ 1534024-1535259 Chr1 IS407A CGGGATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCGAGCGCA GCCG CGAG N

9*Chr1_77_IS407A_9*Chr1_94a_IS407A_A D-R SAVP1 9 1534145-1535380 Chr1 IS407A ATGATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N
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6*Chr1 152b IS4076*Chr1 157 IS407A A D R NCTC 10229 6 1984096 1985331 Chr1 IS407A GAAAC TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGATGCCTT GGTC GATG N

A G

5*Chr1_74_IS407A_5*Chr1_75_IS407A_A D ATCC_10399 5 1539476-1540397 Chr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGGGTCATGG # GGTC N.D.

7*Chr1_111_IS407A7*Chr1_56_IS407A_A D-R NCTC_10247 7 1544024-1545259 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAGGCGCA GCGG CAGG N

7*Chr1_54_IS407A_7*Chr1_55_IS407A_A D NCTC_10247 7 1557548-1558783 Chr1 IS407A ATCACTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGGTCT GCGT GCGG N

6*Chr1_162_IS407A6*Chr1_29_IS407A_A D-R NCTC_10229 6 1564428-1565663 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGCAA CATT ATCA N

6*Chr1_75_IS407A_6*Chr1_84b_IS407A_A D-R NCTC_10229 6 156544-157465 Chr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGGTCGGGCG # GTCG N.D.

3*Chr1_33_IS407A_3*Chr1_34_IS407A_A D JHU 3 157735-158970 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCAACGGC CAAT GCAA N

2*Chr1_33_IS407A_2*Chr1_34_IS407A_A D fmh 2 157737-158972 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCAACGGC CAAT GCAA N

8*Chr1_33_IS407A_8*Chr1_35a_IS407A_A D-R 2002721280 8 158042-159277 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGCAG CAAT GGGG N

6*Chr1_76_IS407A_6*Chr1_87b_IS407A_A D-R NCTC_10229 6 161685-162920 Chr1 IS407A CGGGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCATGGCA GCCG CCAT N

5*Chr1_68_IS407A_5*Chr1_72_IS407A_A D-R ATCC_10399 5 1619910-1621145 Chr1 IS407A CCAGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGACGTTG CGCG TGAC N

9*Chr1_27_IS407A_B N SAVP1 9 162059-163294 Chr1 IS407A ATGGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGTGGCCG GGTG GGTG Y

5*Chr1_18b_IS407A5*Chr1_30_IS407A_A D-R ATCC_10399 5 163047-164282 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT CACC CGCC N

9*Chr1_78_IS407A_A N SAVP1 9 1641740-1642975 Chr1 IS407A CAGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTAG GTAG Y

7*Chr1_112_IS407A7*Chr1_49_IS407A_A D-R NCTC_10247 7 1661173-1662408 Chr1 IS407A GCCCTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTGACGCC GCCC TTGA N

6*Chr1_160a_IS4076*Chr1_161_IS407A_A D-R NCTC_10229 6 1685235-1686470 Chr1 IS407A TACGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC TTTT GTCC N

9*Chr1_79_IS407A_9*Chr1_80_IS407A_A D SAVP1 9 1685609-1686844 Chr1 IS407A GGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGC GTCA CAAG N

5*Chr1_99_IS407A_5*Chr1_67_IS407A_A D-R ATCC_10399 5 1686724-1687959 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N

9*Chr1_83_IS407A_A N SAVP1 9 1707634-1708869 Chr1 IS407A TTACGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACCC TGAT ATCC N

9*Chr1_84a_IS407A_A N SAVP1 9 1722752-1723987 Chr1 IS407A GTGCCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGGGCG AAAG GTCG N

7*Chr1_113_IS407A_A N NCTC_10247 7 1731002-1732237 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTACCT CCTC ATCT N

9*Chr1_86_IS407A_C N SAVP1 9 1733018-1734253 Chr1 IS407A GCGGT TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCCGCA GTCC GTCC Y

2*Chr1_111_IS407A2*Chr1_64a_IS407A_A D-R fmh 2 1740034-1741269 Chr1 IS407A CTTGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCTGCG TCGC CTGC N

7*Chr1_114_IS407A_A N NCTC_10247 7 1744605-1745840 Chr1 IS407A TGATTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N

10*Chr1_20_IS407A10*Chr1_21_IS407A_A D PRL20 10 174762-175997 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT CCGG GTCC N

6*Chr1_149_IS407A6*Chr1_160b_IS407A_A D-R NCTC_10229 6 1749741-1750976 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTCACGA GTCC CCTC N

8*Chr1_111_IS407A8*Chr1_56_IS407A_A D-R 2002721280 8 1749933-1751168 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAGGCGCA GCGG CAGG N

3*Chr1_35a_IS407A_A N JHU 3 175095-176330 Chr1 IS407A GTGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAACC GATT CCGG N

2*Chr1_35a_IS407A_A N fmh 2 175097-176332 Chr1 IS407A GTGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAACC GATT CCGG N

3*Chr1_111_IS407A3*Chr1_64a_IS407A_A D-R JHU 3 1752139-1753374 Chr1 IS407A CTTGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCTGCG TCGC CTGC N

8*Chr1_34_IS407A_8*Chr1_35b_IS407A

8*Chr1_54_IS407A_8*Chr1_55_IS407A_A

_A D-R
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63457-1
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Chr1 IS407A

2 Chr1 IS407A

GTGAAGTGACCTG

ATCACTTGACCTG

CCCCCTACAA TGAAG

CCCCCTACAA TGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGGGGGGATG GATT GGGG N

AGGGACTTTGCTAGAAGGCGGGTCT GCGT GCGG N

9*Chr1_71_IS407A_9*Chr1_87a_IS407A_A D-R SAVP1 9 1765215-1766450 Chr1 IS407A TTCGATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCTCGACG GCGA GCTC N

h6*C r1_158_IS407A_A D-R NCTC_10229 6 1794681-179591 h6 Chr1 IS407A AACCCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACTC ATGG ATCC N

10*Chr1_111_IS40710*Chr1_53a_IS407A_B D-R PRL20 10 1798541-1799776 Chr1 IS407A GAAGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCTGCG ACGG CTGC N

7*Chr1_115a_IS4077*Chr1_132b_IS407A_A R NCTC_10247 7 1815700-1816935 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG GATG GGAC N

2*Chr1_61_IS407A_B N fmh 2 1821443-1822678 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGCACT CCCG CCCG Y

7*Chr1_122_IS407A_A N NCTC_10247 7 182349-183584 Chr1 IS407A GCGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTGCTGCG GAAG GTGC N

3*Chr1_61_IS407A_B N JHU 3 1835549-1836784 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGCACT CCCG CCCG Y

4*Chr1_111_IS407A4*Chr1_64a_IS407A_A D-R gb8_horse_4 4 1838521-1839756 Chr1 IS407A CTTGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCTGCG TCGC CTGC N

1*Chr1_111_IS407A1*Chr1_64a_IS407A_A D-R ATCC_23344 1 1849090-1850325 Chr1 IS407A CTTGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCTGCG TCGC CTGC N

6*Ch 1 150 IS407A6*Ch 1 5 IS407A A6*Chr1_150_IS407 6*Chr1_5_IS407A_A D RD-R NCTC 10229 6C_ 185785457854-11859089 Ch 1 IS407A9 Chr1 ATCGCGTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGCGCCCGC CAAG GCGC N

8*Chr1_112_IS407A8*Chr1_49_IS407A_A D-R 2002721280 8 1867070-1868305 Chr1 IS407A GCCCTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTGACGCC GCCC TTGA N

9*Chr1_68_IS407A_9*Chr1_69_IS407A_A D SAVP1 9 1884073-1885308 Chr1 IS407A CCTAAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGCCG ACGT ATCA N

7*Chr1_134_IS407A_B N NCTC_10247 7 1892663-1893898 Chr1 IS407A CCTATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCACGGCG GCAC GCAC Y

6*Chr1_2a_IS407A_A null NCTC_10229 6 1904335-1905570 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT GACG ACGA N

4*Chr1_61_IS407A_B N gb8_horse_4 4 1918701-1919936 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGCACT CCCG CCCG Y

7*Chr1_126b_IS4077*Chr1_135_IS407A_A D-R NCTC_10247 7 1927000-1928235 Chr1 IS407A CTGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAAGC ATCG CCGG N

1*Chr1_61_IS407A_B N ATCC_23344 1 1930663-1931898 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGCACT CCCG CCCG Y

6*Ch 1 152 IS4076*Ch 1 154 IS407Ar1_152a_IS40 r _ a_ A_ R NCTC 10229 6C_ 193657436574-11937809 Ch 1 IS407A9 r1 CGCAG TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGGGACGC CTGT GGGA N

8*Chr1_113_IS407A_A N 2002721280 8 1937018-1938253 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTACCT CCTC ATCT N

2*Chr1_48_IS407A_2*Chr1_58b_IS407A_A D-R fmh 2 1944299-1945534 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAGTGGC GTGA GAAG N

8*Chr1_114_IS407A_A N 2002721280 8 1950627-1951862 Chr1 IS407A TGATTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N

9*Chr1_99_IS407A_9*Chr1_67_IS407A_A D-R SAVP1 9 1950881-1952116 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N

3*Chr1_48_IS407A_3*Chr1_58b_IS407A_A D-R JHU 3 1959751-1960986 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAGTGGC GTGA GAAG N

2*Chr1_132b_IS4072*Chr1_47b_IS407A_A R fmh 2 1963199-1964434 Chr1 IS407A TGAGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG CCTT GGAC N

3*Chr1_132b_IS4073*Chr1_47b_IS407A_A R JHU 3 1978651-1979886 Chr1 IS407A TGAGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG CCTT GGAC N

6*Chr1 152b_ _IS4076*Chr1 157 IS407A_ _ A_ D R- NCTC 10229 6_ 1984096-1985331 Chr1 IS407A GAAAC TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGATGCCTT GGTC GATG N

6*Chr1_89_IS407A_A N NCTC_10229 6 198950-200185 Chr1 IS407A GCGAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGGATGC CCGC CTGG N
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8*Ch 1 132 S4078*Ch 1 58 IS407A A R 200 8 22 23956 IS407A ACGCC TGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGGTTCGCTC GGAC GTTC N
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7*Ch 1 8 IS40 A NCT 10247 7 22 26527 Ch IS407A GGCGCTGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGAACCCTCG GACG AACC N
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7*Chr1 10 IS407A A N NCTC 10247 7 2282563 2283798 Chr1 IS407A GGCGCTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCCTATGCC GACG CCTA N

A G

10*Chr1_54_IS407A10*Chr1_58b_IS407A_A D-R PRL20 10 1994927-1996162 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACACA GTGA CGAA N

5*Chr1_111_IS407A5*Chr1_64a_IS407A_A D-R ATCC_10399 5 2000844-2002079 Chr1 IS407A CTTGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCTGCG TCGC CTGC N

10*Chr1_53b_IS40710*Chr1_56_IS407A_A D-R PRL20 10 2008080-2009315 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGGCGAC GCGG ACGG N

6*Chr1_154b_IS407A_A R NCTC_10229 6 2019764-2020999 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCTCG GCTT AACC N

8*Chr1_115a_IS4078*Chr1_132b_IS407A_A R 2002721280 8 2021618-2022853 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG GATG GGAC N

10*Chr1_48_IS407A10*Chr1_55_IS407A_A D-R PRL20 10 2021618-2022853 Chr1 IS407A ATCACTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTCCGGCC GCGG TTCC N

5*Chr1_62_IS407A_C N ATCC_10399 5 2032228-2033345 Chr1 IS407A #contig~~~~~~~~~~~~~~~ACTTAATTAATTAAGTGTGTGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGTGTGNN # #contig_break N.D.

7*Chr1_132a_IS4077*Chr1_58a_IS407A_A R NCTC_10247 7 2032685-2033920 Chr1 IS407A ACGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTTCGCTC GGAC GTTC N

4*Chr1_48_IS407A_4*Chr1_58b_IS407A_A D-R gb8_horse_4 4 2039586-2040821 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAGTGGC GTGA GAAG N

10*Chr1_132b_IS4010*Chr1_47b_IS407A_A R PRL20 10 2040335-2041570 Chr1 IS407A TGAGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG CCTT GGAC N

1*Chr1_48_IS407A_1*Chr1_58b_IS407A_A D-R ATCC_23344 1 2051541-2052776 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAGTGGC GTGA GAAG N

6*Chr1_20_IS407A_6*Chr1_21_IS407A_A D NCTC_10229 6 2052526-2053761 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT CCGG GTCC N

4*Chr1_132b_IS4074*Chr1_47b_IS407A_A R gb8_horse_4 4 2058486-2059721 Chr1 IS407A TGAGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG CCTT GGAC N

7*Chr1_47a_IS407A7*Chr1_57_IS407A_A D-R NCTC_10247 7 2060132-2061367 Chr1 IS407A TCCGCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGGACG AAGG CGTG N

1*Chr1_132b_IS4071*Chr1_47b_IS407A_A R ATCC_23344 1 2070441-2071676 Chr1 IS407A TGAGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG CCTT GGAC N

2*Chr1_126b_IS4072*Chr1_135_IS407A_A D-R fmh 2 2072203-2073438 Chr1 IS407A TGGACGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAATCAGT TCGC CAAT N

5*Chr1_61_IS407A_B N ATCC_10399 5 2078643-2079878 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGCACT CCCG CCCG Y

7*Chr1_43a_IS407A7*Chr1_45b_IS407A_A R NCTC_10247 7 2084226-2085461 Chr1 IS407A TTCTGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATTGGCC CCGC CATT N

3*Chr1_126b_IS4073*Chr1_135_IS407A_A D-R JHU 3 2087663-2088898 Chr1 IS407A TGGACGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAATCAGT TCGC CAAT N

6*Chr1_18a_IS407A_A N NCTC_10229 6 2097220-2098455 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG CACC CACC Y

8*Chr1_134_IS407A_B N 2002721280 8 2098656-2099891 Chr1 IS407A CCTATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCACGGCG GCAC GCAC Y

7*Chr1_42b_IS407A_A N NCTC_10247 7 2105147-2106382 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCAAACC TGCG CCCA N

7*Chr1_136_IS407A7*Chr1_45a_IS407A_A D-R NCTC_10247 7 2118845-2120080 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GAAC GATG N

8*Chr1_126b_IS4078*Chr1_135_IS407A_A D-R 2002721280 8 2132568-2133803 Chr1 IS407A CTGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAAGC ATCG CCGG N

2*Chr1_37_IS407A_A N fmh 2 214482-215717 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACCCGGT CCAG GACC N

8*Chr1_37_IS407A_A N 2002721280 8 214855-216090 Chr1 IS407A CGCGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGTCGCCG CGCG GGTC N

10*Chr1_126b_IS4010*Chr1_135_IS407A_A D-R PRL20 10 2149515-2150750 Chr1 IS407A GCTCGTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGATGTGA GATT CGAT N

3*Chr1_37_IS407A_A N JHU 3 215326-216561 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACCCGGT CCAG GACC N

10*Chr1_7_IS407A_10*Chr1_8_IS407A_A D PRL20 10 21550-22785 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTCCAGT GACG TTTC N

4*Chr1_126b_I

2*Chr1_132a_I

S4074*Chr1_135_IS407A

S4072*Chr1_57_IS407A_A

_A D-R

D-R

gb8_horse_4 4

fmh 2

21

21

67514-2

74629-2

16874

17586

9 Chr1 IS407A

4 Chr1 IS407A

TGGACGTGACCTG

ACGCC TGACCTG

CCCCCTACAA TGAAG

CCCCCTACAA TGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGCAATCAGT TCGC CAAT N

AGGGACTTTGCTAGAAGCGTGGACG GGAC CGTG N

1*Chr1_126b_IS4071*Chr1_135_IS407A_A D-R ATCC_23344 1 2179445-2180680 Chr1 IS407A TGGACGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAATCAGT TCGC CAAT N

h3*C r1_132a_I hS4073*C r1_57_IS407A_A D-R JHU 3 2190089-219132 h4 Chr1 IS407A ACGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGGACG GGAC CGTG N

5*Chr1_48_IS407A_5*Chr1_58b_IS407A_A D-R ATCC_10399 5 2200925-2202160 Chr1 IS407A CGGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAGTGGC CCCC GAAG N

2*Chr1_47a_IS407A2*Chr1_58a_IS407A_A R fmh 2 2201933-2203168 Chr1 IS407A GAGTTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTTGGCC AACG CCTT N

3*Chr1_47a_IS407A3*Chr1_58a_IS407A_A R JHU 3 2217393-2218628 Chr1 IS407A GAGTTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTTGGCC AACG CCTT N

5*Chr1_132b_IS4075*Chr1_47b_IS407A_A R ATCC_10399 5 2219825-2221060 Chr1 IS407A TGAGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG CCTT GGAC N

5*Chr1_133_IS407A_C N ATCC_10399 5 2224765-2226000 Chr1 IS407A CCCGATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGCGA GCGG GCGG Y

2*Chr1_43a_IS407A2*Chr1_45b_IS407A_A R fmh 2 2226033-2227268 Chr1 IS407A GGTTGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGTGCT GCGG GCGG Y

7*Chr1_20_IS407A_7*Chr1_21_IS407A_A D NCTC_10247 7 2231283-2232518 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT CCGG GTCC N

8*Ch 1 132r _ a_IIS4078*Ch 1 58 IS407Ar _ a_ A_ R 2002721280 82721280 223833438334-22239569 Ch 1 IS407A9 Chr1 ACGCC TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGTTCGCTC GGAC GTTC N

3*Chr1_43a_IS407A3*Chr1_45b_IS407A_A R JHU 3 2241493-2242728 Chr1 IS407A GGTTGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGTGCT GCGG GCGG Y

2*Chr1_42b_IS407A_A N fmh 2 2246967-2248202 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCAAACC TGCG CCCA N

6*Chr1_31_IS407A_C N NCTC_10229 6 2252754-2253989 Chr1 IS407A GCTATCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGATGACG CGAT CGAT Y

10*Chr1_132a_IS4010*Chr1_58a_IS407A_A R PRL20 10 2255102-2256337 Chr1 IS407A ACGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTTCGCT GGAC CGTT N

2*Chr1_136_IS407A2*Chr1_45a_IS407A_A D-R fmh 2 2260664-2261899 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GAAC GATG N

6*Chr1_30_IS407A_6*Chr1_6_IS407A_A D-R NCTC_10229 6 2261519-2262754 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT TCGG CGCC N

3*Chr1_42b_IS407A_A N JHU 3 2262324-2263559 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCAAACC TGCG CCCA N

7*Ch 1 8 IS407Ar _ _ A7A_ D RD-R NCTC 10247 7C_ 226403664036-22265271 Ch 1 IS407A1 r1 GGCGCTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGAACCCTCG GACG AACC N

9*Chr1_111_IS407A9*Chr1_53a_IS407A_B D-R SAVP1 9 2265201-2266436 Chr1 IS407A GAAGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCTGCG ACGG CTGC N

8*Chr1_47a_IS407A8*Chr1_57_IS407A_A D-R 2002721280 8 2265797-2267032 Chr1 IS407A TCCGCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGGACG AAGG CGTG N

4*Chr1_132a_IS4074*Chr1_57_IS407A_A D-R gb8_horse_4 4 2269939-2271174 Chr1 IS407A ACGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGGACG GGAC CGTG N

6*Chr1_7_IS407A_A6*Chr1_8_IS407A_A D NCTC_10229 6 2274369-2275604 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGAGAGCC GACG TGAG N

3*Chr1_136_IS407A3*Chr1_45a_IS407A_A D-R JHU 3 2276021-2277256 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GAAC GATG N

1*Chr1_132a_IS4071*Chr1_57_IS407A_A D-R ATCC_23344 1 2281870-2283105 Chr1 IS407A ACGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGGACG GGAC CGTG N

10*Chr1_43b_IS40710*Chr1_57_IS407A_A D-R PRL20 10 2282474-2283709 Chr1 IS407A CCCGTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGGACG CCCG CGTG N

7*Chr1 10 IS407A_ _ A_ N NCTC 10247 7_ 2282563-2283798 Chr1 IS407A GGCGCTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCCTATGCC GACG CCTA N

8*Chr1_43a_IS407A8*Chr1_45b_IS407A_A R 2002721280 8 2289894-2291129 Chr1 IS407A GGCTTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGTGCT GTGC GCGG N
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N 2 25 52577 IS407A AAGCC TGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCCCGCAAG ATAG CCCG N
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9*Chr1 47 IS407A A R SAVP1 9 2616688 2617923 Chr1 IS407A TCCGCATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCCTGCGAT AAGG CCTG N

G

6*Chr1_10_IS407A_A N NCTC_10229 6 2291924-2293159 Chr1 IS407A CGCCATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTATGCC CCCT CCTA N

4*Chr1_47a_IS407A4*Chr1_58a_IS407A_A R gb8_horse_4 4 2297269-2298504 Chr1 IS407A GAGTTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTTGGCC AACG CCTT N

7*Chr1_11_IS407A_C N NCTC_10247 7 2300118-2301353 Chr1 IS407A CGCCATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTATGCC CCCT CCTA N

1*Chr1_47a_IS407A1*Chr1_58a_IS407A_A R ATCC_23344 1 2309174-2310409 Chr1 IS407A GAGTTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTTGGCC AACG CCTT N

8*Chr1_42b_IS407A_A N 2002721280 8 2310485-2311720 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCAAACC TGCG CCCA N

10*Chr1_38_IS407A_C N PRL20 10 2311172-2312193 Chr1 IS407A #contig~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGAACG # CGTG N.D.

10*Chr1_40b_IS407A_C R PRL20 10 2312315-2313344 Chr1 IS407A #contig~~~~~~~~~~~~~~~ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC ~~~~~~~~~ #contig_br # #con N.D.

10*Chr1_42a_IS40710*Chr1_43a_IS407A_A R PRL20 10 2316739-2317974 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGCAGCG TGCG CCGC N

4*Chr1_43a_IS407A4*Chr1_45b_IS407A_A R gb8_horse_4 4 2321369-2322604 Chr1 IS407A GGTTGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGTGCT GCGG GCGG Y

8*Chr1_136_IS407A8*Chr1_45a_IS407A_A D-R 2002721280 8 2323299-2324534 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GAAC GATG N

5*Chr1_126b_IS4075*Chr1_135_IS407A_A D-R ATCC_10399 5 2330125-2331360 Chr1 IS407A TGGACGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTCGACG TCGC CCTC N

1*Chr1_43a_IS407A1*Chr1_45b_IS407A_A R ATCC_23344 1 2333274-2334509 Chr1 IS407A GGTTGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGTGCT GCGG GCGG Y

10*Chr1_33_IS407A10*Chr1_40a_IS4010*Chr1_42b_D-R PRL20 10 2337504-2338663 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC CCACACCGGCT #can not f CAAT #can N.D.

4*Chr1_42b_IS407A_A N gb8_horse_4 4 2342200-2343435 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCAAACC TGCG CCCA N

6*Chr1_77_IS407A_6*Chr1_94a_IS407A_A D-R NCTC_10229 6 234555-235790 Chr1 IS407A ATGATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N

10*Chr1_35b_IS40710*Chr1_45a_IS407A_A R PRL20 10 2350565-2351800 Chr1 IS407A GTGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GATT GATG N

1*Chr1_42b_IS407A_A N ATCC_23344 1 2354105-2355340 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCAAACC TGCG CCCA N

4*Chr1_136_IS407A4*Chr1_45a_IS407A_A D-R gb8_horse_4 4 2355846-2357081 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GAAC GATG N

9*Chr1_112_IS407A9*Chr1_49_IS407A_A D-R SAVP1 9 2356417-2357652 Chr1 IS407A TCATCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCTGAT TCAA GGGC N

1*Chr1_136_IS407A1*Chr1_45a_IS407A_A D-R ATCC_23344 1 2367803-2369038 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GAAC GATG N

10*Chr1_126a_IS407A_A R PRL20 10 2373356-2374591 Chr1 IS407A AAAAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTTTCATG AAGC TTTT N

10*Chr1_47a_IS407A_A R PRL20 10 2375892-2377127 Chr1 IS407A TCCGCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTGCGAT AAGG CCTG N

10*Chr1_34_IS407A10*Chr1_45b_IS407A_A D-R PRL20 10 2399992-2401227 Chr1 IS407A TTCTGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGATG CCGC GGGG N

7*Chr1_34_IS407A_7*Chr1_35b_IS407A_A D-R NCTC_10247 7 24007-25242 Chr1 IS407A GTGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGATG GATT GGGG N

5*Chr1_131_IS407A_C N ATCC_10399 5 2411631-2412866 Chr1 IS407A CGGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAGGAAG GAGG GAGG Y

10*Chr1_136_IS40710*Chr1_35a_IS407A_A D-R PRL20 10 2417756-2418991 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAACC GAAC CCGG N

9*Chr1_113_IS407A9*Chr1_114_IS407A_A D SAVP1 9 2426311-2427546 Chr1 IS407A CGAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCCGGC AGAT GATC N

5*Chr1_132a_IS4075*Chr1_58a_IS407A_A R ATCC_10399 5 2431373-2432608 Chr1 IS407A ACGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTTCGCT GGAC CGTT N

6*Chr1_33_IS407A_6*Chr1_35a_IS407A_A D-R NCTC_10229 6 2435363-2436598 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGCAG CAAT GGGG N

7*Chr1_30_IS4

6*Chr1_34_IS4

07A_7*Chr1_33_IS407A_A
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5*Chr1_47a_IS407A5*Chr1_57_IS407A_A D-R ATCC_10399 5 2458648-2459883 Chr1 IS407A TCCGCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGGACG AAGG CGTG N

h5*C r1_43a_IS h b407A5*C r1_45 _IS407A_A R ATCC_10399 5 2482748-248398 h3 Chr1 IS407A TTCTGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGGGGG CCGC AAGG N

6*Chr1_37_IS407A_A N NCTC_10229 6 2492041-2493276 Chr1 IS407A CGCGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGTCGCCG CGCG GGTC N

9*Chr1_115a_IS407A_A N SAVP1 9 2497406-2498641 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGACAC GATG GATG Y

5*Chr1_42b_IS407A_A N ATCC_10399 5 2503596-2504831 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCAAACC TGCG CCCA N

8*Chr1_152b_IS4078*Chr1_157_IS407A_A D-R 2002721280 8 2512937-2514172 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCCTT GGTC GATG N

5*Chr1_136_IS407A5*Chr1_45a_IS407A_A D-R ATCC_10399 5 2516711-2517946 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GAAC GATG N

2*Chr1_145_IS407A_A N fmh 2 2523638-2524540 Chr1 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCTTCGC # GGCT N.D.

7*Chr1_115b_IS4077*Chr1_47b_IS407A_A R NCTC_10247 7 252371-253606 Chr1 IS407A GAAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGACAC GAGC GATG N

2*Ch 1 146 IS407A B2*Chr1_146_IS407A_B N f h 2fmh 252454124541-22525776 Ch 1 IS407A6 Chr1 AAGCC TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCCCGCAAG ATAG CCCG N

5*Chr1_137_IS407A_C N ATCC_10399 5 2538164-2539399 Chr1 IS407A CGGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATACGGTT ATAC ATAC Y

3*Chr1_145_IS407A_A N JHU 3 2540286-2541188 Chr1 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCTTCGC # GGCT N.D.

3*Chr1_146_IS407A_B N JHU 3 2541189-2542424 Chr1 IS407A AAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGCAAG ATAG CCCG N

8*Chr1_152a_IS4078*Chr1_154a_IS407A_A R 2002721280 8 2560366-2561601 Chr1 IS407A GCAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC CCCC GGGA N

6*Chr1_47a_IS407A6*Chr1_57_IS407A_A D-R NCTC_10229 6 2560595-2561830 Chr1 IS407A TCCGCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGGACG AAGG CGTG N

2*Chr1_154b_IS407A_A R fmh 2 2564570-2565805 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCTCG GCTT AACC N

9*Chr1_122_IS407A_A N SAVP1 9 2567392-2568627 Chr1 IS407A TAATGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTTCGTGC GCAC CTTC N

8*Ch 1 160 IS407A Ar1_160a_IS407A_A R 2002721280 82721280 257670676706-22577325 Ch 1 IS407A5 r1 # ti#contig~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ~~~~~~~~~~~~~~~~~~~~~~~~~AGGGACTTTGCTAGAAGGTCCGGGC # GTCC N DN.D.

8*Chr1_161_IS407A_A D-R 2002721280 8 2577952-2576666 Chr1 IS407A TACGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC TTTT GTCC N

3*Chr1_154b_IS407A_A R JHU 3 2581218-2582453 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCTCG GCTT AACC N

6*Chr1_132a_IS4076*Chr1_58a_IS407A_A R NCTC_10229 6 2588026-2589261 Chr1 IS407A ACGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTTCGCTC GGAC GTTC N

2*Chr1_152b_IS4072*Chr1_157_IS407A_A D-R fmh 2 2598865-2600100 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCTGATC GGTC GCCT N

9*Chr1_126a_IS407A_A R SAVP1 9 2614152-2615387 Chr1 IS407A AAAAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTTTCATG AAGC TTTT N

7*Chr1_143a_IS4077*Chr1_18b_IS407A_A R NCTC_10247 7 2614655-2615890 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAAGCT CACC ATCA N

3*Chr1_152b_IS4073*Chr1_157_IS407A_A D-R JHU 3 2615744-2616979 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCTGATC GGTC GCCT N

9*Chr1 47a IS407A_ a_ A_ R SAVP1 9 2616688-2617923 Chr1 IS407A TCCGCATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCCTGCGAT AAGG CCTG N

4*Chr1_145_IS407A_A N gb8_horse_4 4 2618181-2619083 Chr1 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCTTCGC # GGCT N.D.



A G

G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

A G

h A G

A G

A G

A G

A G

A G

A G

A G

2*Ch 1 149 IS 2*Ch 1 160b IS407 A 2 28 82520 IS407A CGCGC TGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCCTCACGA GTCC CCTC N

A G

A G

A G

A G

A G

A G

A G

4*Ch 1 158 IS A b h 4 28 86975 Ch IS407A AACCCATGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGATCCACTC ATGG ATCC N

A G

A G

A G

A G

A G

A G

A G

3*Chr1 160 IS4073*Chr1 161 IS407A A D R JHU 3 2904664 2905899 Chr1 IS407A TACGACTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGTCCGGGC TTTT GTCC N
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4*Chr1_146_IS407A_B N gb8_horse_4 4 2619084-2620319 Chr1 IS407A AAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGCAAG ATAG CCCG N

1*Chr1_145_IS407A_A N ATCC_23344 1 2630161-2631063 Chr1 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCTTCGC # GGCT N.D.

1*Chr1_146_IS407A_B N ATCC_23344 1 2631064-2632299 Chr1 IS407A AAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGCAAG ATAG CCCG N

9*Chr1_34_IS407A_9*Chr1_45a_IS407A_A D-R SAVP1 9 2640788-2642023 Chr1 IS407A CAGAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGTGCT CCCC GCGG N

8*Chr1_160b_IS407A_A R 2002721280 8 2641872-2643107 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACTC GTCC ATCC N

2*Chr1_154a_IS4072*Chr1_4_IS407A_B D-R fmh 2 2647276-2648511 Chr1 IS407A GCAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACAGGG CCCC GACA N

7*Chr1_2a_IS407A_A null NCTC_10247 7 2648929-2650164 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT GACG ACGA N

9*Chr1_33_IS407A_9*Chr1_35a_IS407A_A D-R SAVP1 9 2658552-2659787 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAACC CAAT CCGG N

4*Chr1_154b_IS407A_A R gb8_horse_4 4 2659248-2660362 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC # #IS407A o GCTT #IS4 N.D.

3*Chr1_154a_IS4073*Chr1_4_IS407A_B D-R JHU 3 2664079-2665314 Chr1 IS407A GCAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACAGGG CCCC GACA N

1*Chr1_154b_IS407A_A R ATCC_23344 1 2671093-2672328 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCTCG GCTT AACC N

10*Chr1_145_IS407A_A N PRL20 10 2676258-2677493 Chr1 IS407A AAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCTTCGC ATAG GGCT N

2*Chr1_150_IS407A2*Chr1_2b_IS407A_A D-R fmh 2 2681776-2683011 Chr1 IS407A ATCGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT CAAG ACGA N

8*Chr1_149_IS407A8*Chr1_150_IS407A_A D 2002721280 8 2686821-2687644 Chr1 IS407A ATCGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC # #contig_br CAAG #con N.D.

6*Chr1_126b_IS4076*Chr1_135_IS407A_A D-R NCTC_10229 6 2690743-2691978 Chr1 IS407A CTGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAAGC ATCG CCGG N

4*Chr1_152b_IS4074*Chr1_157_IS407A_A D-R gb8_horse_4 4 2692936-2694171 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCTGATC GGTC GCCT N

7*Chr1_150_IS407A7*Chr1_5_IS407A_A D-R NCTC_10247 7 2695410-2696645 Chr1 IS407A ATCGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGCCCGC CAAG GCGC N

3*Chr1_150_IS407A3*Chr1_2b_IS407A_A D-R JHU 3 2697886-2699121 Chr1 IS407A ATCGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT CAAG ACGA N

1*Chr1_152b_IS4071*Chr1_157_IS407A_A D-R ATCC_23344 1 2705320-2706555 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCTGATC GGTC GCCT N

7*Chr1_48_IS407A_7*Chr1_58b_IS407A_A D-R NCTC_10247 7 270634-271869 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAGTGGC GTGA GAAG N

6*Chr1_134_IS407A_B N NCTC_10229 6 2724302-2725537 Chr1 IS407A TTCCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCACGGCG ACAC GCAC N

10*Chr1_154b_IS407A_A R PRL20 10 2728534-2729133 Chr1 IS407A #contig~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ~~~~~~~~~~~~~~~~~~~~~~~~~AGGGACTTTGCTAGAAGAACCCTCG # AACC N.D.

4*Chr1_154a_IS4074*Chr1_4_IS407A_B D-R gb8_horse_4 4 2739471-2740706 Chr1 IS407A GCAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACAGGG CCCC GACA N

2*Chr1_152a_IS4072*Chr1_2a_IS407A_A R fmh 2 2748524-2749759 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC GACG GGGA N

8*Chr1_158_IS407A8*Chr1_5_IS407A_A D-R 2002721280 8 2749650-2750885 Chr1 IS407A AACCCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGCCCGC ATGG GCGC N

1*Chr1_154a_IS4071*Chr1_4_IS407A_B D-R ATCC_23344 1 2752854-2754089 Chr1 IS407A GCAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACAGGG CCCC GACA N

10*Chr1_152b_IS4010*Chr1_157_IS407A_A D-R PRL20 10 2756293-2757528 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCCTT GGTC GATG N

3*Chr1_152a_IS4073*Chr1_2a_IS407A_A R JHU 3 2764627-2765862 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC GACG GGGA N

4*Chr1_150_IS407A4*Chr1_2b_IS407A_A D-R gb8_horse_4 4 2773025-2774260 Chr1 IS407A ATCGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT CAAG ACGA N
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1*Chr1_150_IS407A1*Chr1_2b_IS407A_A D-R ATCC_23344 1 2786407-2787642 Chr1 IS407A ATCGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT CAAG ACGA N

h3*C r1_158_IS407A_A D-R JHU 3 2793466-279470 h1 Chr1 IS407A AACCCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACTC ATGG ATCC N

8*Chr1_2a_IS407A_A null 2002721280 8 2797539-2798774 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT GACG ACGA N

6*Chr1_115a_IS4076*Chr1_132b_IS407A_A R NCTC_10229 6 2801289-2802524 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG GATG GGAC N

9*Chr1_10_IS407A_A N SAVP1 9 2801953-2803188 Chr1 IS407A CGCCATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTATGC CCCT CCCT Y

10*Chr1_152a_IS4010*Chr1_154a_IS407A_A R PRL20 10 2803324-2804559 Chr1 IS407A CCTGGTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC AAAA GGGA N

9*Chr1_7_IS407A_A9*Chr1_8_IS407A_A D SAVP1 9 2819545-2820780 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTCCAGT GACG TTTC N

5*Chr1_154b_IS407A_A R ATCC_10399 5 2820240-2821475 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCTCG GCTT AACC N

4*Chr1_33_IS407A_4*Chr1_34_IS407A_A D gb8_horse_4 4 282223-283458 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCAACGGC CAAT GCAA N

2*Ch 1 149 IS407Ar _ _ 2*Ch 1 160b IS407A407A r _ _ AA_ D RD-R f h 2fmh 282396823968-22825203 Ch 1 IS407A3 Chr1 CGCGC TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCCTCACGA GTCC CCTC N

10*Chr1_150_IS40710*Chr1_2b_IS407A_A D-R PRL20 10 2830709-2831944 Chr1 IS407A CGTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT GTCG ACGA N

9*Chr1_30_IS407A_9*Chr1_6_IS407A_A D-R SAVP1 9 2832213-2833448 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT TCGG CGCC N

1*Chr1_33_IS407A_1*Chr1_34_IS407A_A D ATCC_23344 1 283548-284783 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCAACGGC CAAT GCAA N

3*Chr1_149_IS407A3*Chr1_160b_IS407A_A D-R JHU 3 2839030-2840265 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTCACGA GTCC CCTC N

4*Chr1_152a_IS4074*Chr1_2a_IS407A_A R gb8_horse_4 4 2839656-2840891 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC GACG GGGA N

1*Chr1_152a_IS4071*Chr1_2a_IS407A_A R ATCC_23344 1 2853155-2854390 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC GACG GGGA N

5*Chr1_152b_IS4075*Chr1_157_IS407A_A D-R ATCC_10399 5 2855128-2856363 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCTGATC GGTC GCCT N

4*Ch 1 158 IS407Ar _ _ A407A_ D RD-R b8g h 4 48_ orse_4 286852368523-22869758 Ch 1 IS407A8 r1 AACCCATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGATCCACTC ATGG ATCC N

6*Chr1_114_IS407A_A N NCTC_10229 6 2872519-2873754 Chr1 IS407A TGATTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N

1*Chr1_158_IS407A_A D-R ATCC_23344 1 2881994-2883229 Chr1 IS407A AACCCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACTC ATGG ATCC N

6*Chr1_113_IS407A_A N NCTC_10229 6 2886128-2887363 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTACCT CCTC ATCT N

9*Chr1_15_IS407A_C N SAVP1 9 2888034-2889269 Chr1 IS407A CGCCG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTACTGGC TTAC TTAC Y

2*Chr1_160a_IS4072*Chr1_161_IS407A_A D-R fmh 2 2889155-2890390 Chr1 IS407A TACGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC TTTT GTCC N

10*Chr1_158_IS407A_A D-R PRL20 10 2898114-2899349 Chr1 IS407A CACCATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAATCCACT CTTC AATC N

5*Chr1_152a_IS4075*Chr1_154a_IS407A_A R ATCC_10399 5 2902195-2903430 Chr1 IS407A GCAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC CCCC GGGA N

3*Chr1 160a IS4073*Chr1 161 IS407A_ a_ _ _ A_ D R- JHU 3 2904664-2905899 Chr1 IS407A TACGACTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGTCCGGGC TTTT GTCC N

4*Chr1_149_IS407A4*Chr1_160b_IS407A_A D-R gb8_horse_4 4 2913457-2914692 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTCACGA GTCC CCTC N
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1*Ch 1 29 IS4 1*Ch 1 64b IS407A A ATC 23344 1 31 18724 IS407A ATTTATTGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGTCGCTTCT CATT TCGC N
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7*Ch b S4077*Ch 1 18 IS407A A R NCT 10247 7 32 29127 Ch IS407A TTCGCGTGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCACCGGCG ATCA CACC N
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4*Chr1 37 IS407A A N gb8 h 4 4 338280 339515 Chr1 IS407A CGTCGATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGACCCGGT CCAG GACC N

A G

7*Chr1_160a_IS4077*Chr1_29_IS407A_A D-R NCTC_10247 7 2917547-2918782 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC CATT GTCC N

1*Chr1_149_IS407A1*Chr1_160b_IS407A_A D-R ATCC_23344 1 2926926-2928161 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTCACGA GTCC CCTC N

8*Chr1_162_IS407A8*Chr1_29_IS407A_A D-R 2002721280 8 2934200-2935435 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGCAA CATT ATCA N

10*Chr1_149_IS40710*Chr1_160a_IS407A_A D-R PRL20 10 2944646-2945881 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC GTCC GTCC Y

6*Chr1_112_IS407A6*Chr1_49_IS407A_A D-R NCTC_10229 6 2955982-2957217 Chr1 IS407A GCCCTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTGACGCC GCCC TTGA N

5*Chr1_150_IS407A5*Chr1_2b_IS407A_A D-R ATCC_10399 5 2968933-2970168 Chr1 IS407A ATCGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT CAAG ACGA N

4*Chr1_160a_IS4074*Chr1_161_IS407A_A D-R gb8_horse_4 4 2977682-2978917 Chr1 IS407A TACGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC TTTT GTCC N

1*Chr1_160a_IS4071*Chr1_161_IS407A_A D-R ATCC_23344 1 2991437-2992672 Chr1 IS407A TACGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC TTTT GTCC N

4*Chr1_35a_IS407A_A N gb8_horse_4 4 299583-300818 Chr1 IS407A GTGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAACC GATT CCGG N

9*Chr1_18a_IS407A_A N SAVP1 9 2998066-2999301 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG CACC CACC Y

5*Chr1_2a_IS407A_5*Chr1_4_IS407A_B D-R ATCC_10399 5 3002482-3003717 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACAGGG GACG GACA N

2*Chr1_162_IS407A2*Chr1_55_IS407A_A D-R fmh 2 3008620-3009855 Chr1 IS407A ATCACTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGCAA GCGG ATCA N

10*Chr1_161_IS40710*Chr1_2a_IS407A_A D-R PRL20 10 3008966-3010201 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGTCAAAA GACG GGTC N

1*Chr1_35a_IS407A_A N ATCC_23344 1 300908-302143 Chr1 IS407A GTGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAACC GATT CCGG N

2*Chr1_56_IS407A_2*Chr1_65a_IS407A_A D-R fmh 2 3022164-3023399 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GCGG GGGG N

3*Chr1_162_IS407A3*Chr1_55_IS407A_A D-R JHU 3 3024998-3026233 Chr1 IS407A ATCACTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGCAA GCGG ATCA N

5*Chr1_158_IS407A_A D-R ATCC_10399 5 3031244-3032479 Chr1 IS407A AACCCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACTC ATGG ATCC N

7*Chr1_161_IS407A7*Chr1_162_IS407A_A D NCTC_10247 7 3038317-3039552 Chr1 IS407A TACGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGCAA TTTT ATCA N

3*Chr1_56_IS407A_3*Chr1_65a_IS407A_A D-R JHU 3 3038542-3039777 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GCGG GGGG N

9*Chr1_20_IS407A_9*Chr1_21_IS407A_A D SAVP1 9 3042799-3044034 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT CCGG GTCC N

6*Chr1_54_IS407A_6*Chr1_55_IS407A_A D NCTC_10229 6 3059581-3060816 Chr1 IS407A ATCACTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGGTCT GCGT GCGG N

6*Chr1_111_IS407A6*Chr1_56_IS407A_A D-R NCTC_10229 6 3073105-3074340 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAGGCGCA GCGG CAGG N

9*Chr1_154b_IS407A_A R SAVP1 9 3075556-3076791 Chr1 IS407A CGGCTT TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC GAAGGGGGCAGGTCA AACCCTCG GCTT AACC N

5*Chr1_149_IS407A5*Chr1_160b_IS407A_A D-R ATCC_10399 5 3076183-3077418 Chr1 IS407A TCGAACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACCACA GAGG GGAC N

2*Chr1_29_IS407A_2*Chr1_64b_IS407A_A D-R fmh 2 3084797-3086032 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT CATT TCGC N

4*Chr1_162_IS407A4*Chr1_55_IS407A_A D-R gb8_horse_4 4 3096934-3098169 Chr1 IS407A ATCACTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGCAA GCGG ATCA N

3*Chr1_29_IS407A_3*Chr1_64b_IS407A_A D-R JHU 3 3101880-3103115 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT CATT TCGC N

7*Chr1_149_IS407A7*Chr1_160b_IS407A_A D-R NCTC_10247 7 3102821-3104056 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTCACGA GTCC CCTC N

9*Chr1_152b_IS4079*Chr1_157_IS407A_A D-R SAVP1 9 3109637-3110872 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCCTT GGTC GATG N

4*Chr1_56_IS4

1*Chr1_162_IS

07A_4*Chr1_65a_IS407A

407A1*Chr1_55_IS407A_A

_A D-R

D-R

gb8

ATC

_horse_4 4

C_23344 1

31

31

10478-3

10701-3

11171

11193

3 Chr1 IS407A

6 Chr1 IS407A

TGGAAGTGACCTG

ATCACTTGACCTG

CCCCCTACAA TGAAG

CCCCCTACAA TGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGGGGGGCA GCGG GGGG N

AGGGACTTTGCTAGAAGATCAGCAA GCGG ATCA N

1*Chr1_56_IS407A_1*Chr1_65a_IS407A_A D-R ATCC_23344 1 3124245-3125480 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GCGG GGGG N

h8*C r1_145_IS407A_A N 2002721280 8 3139134-314036 h9 Chr1 IS407A CAAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTATCGCG GAAT CTAT N

5*Chr1_161_IS407A5*Chr1_162_IS407A_A D ATCC_10399 5 3140813-3142048 Chr1 IS407A TACGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCAGCAA TTTT ATCA N

7*Chr1_158_IS407A_A D-R NCTC_10247 7 3147756-3148991 Chr1 IS407A AACCCATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACTC ATGG ATCC N

10*Chr1_162_IS40710*Chr1_4_IS407A_B D-R PRL20 10 3148182-3149417 Chr1 IS407A ACGTTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCACAG TGAT CGGC N

8*Chr1_7_IS407A_A8*Chr1_8_IS407A_A D 2002721280 8 3153325-3154560 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGAGAGCC GACG TGAG N

9*Chr1_152a_IS4079*Chr1_154a_IS407A_A R SAVP1 9 3157171-3158406 Chr1 IS407A GCAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC CCCC GGGA N

8*Chr1_30_IS407A_8*Chr1_6_IS407A_A D-R 2002721280 8 3166175-3167410 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT TCGG CGCC N

4*Chr1_29_IS407A_4*Chr1_64b_IS407A_A D-R gb8_horse_4 4 3172259-3173494 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT CATT TCGC N

1*Ch 1 29 IS407Ar _ _ 1*Ch 1 64b IS407A07A_ r _ _ A_ D RD-R ATCC 23344 1C_ 318600786007-33187242 Ch 1 IS407A2 Chr1 ATTTATTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGTCGCTTCT CATT TCGC N

5*Chr1_33_IS407A_5*Chr1_35a_IS407A_A D-R ATCC_10399 5 320768-322003 Chr1 IS407A CCGCAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGAACC CAAT CCGG N

10*Chr1_64a_IS407A_A N PRL20 10 3215347-3216582 Chr1 IS407A AAGGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCTTCTC GGGC CGCT N

7*Chr1_145_IS407A_A N NCTC_10247 7 3221599-3222834 Chr1 IS407A AAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCTTCGC ATAG GGCT N

9*Chr1_150_IS407A9*Chr1_2b_IS407A_A D-R SAVP1 9 3221731-3222966 Chr1 IS407A CGTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGAGCTT GTCG ACGA N

10*Chr1_29_IS407A_A D-R PRL20 10 3221885-3223120 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTCACGA CATT CCTC N

9*Chr1_162_IS407A9*Chr1_4_IS407A_B D-R SAVP1 9 3255150-3256385 Chr1 IS407A ACGTTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCACAG TGAT CGGC N

5*Chr1_160a_IS4075*Chr1_29_IS407A_A D-R ATCC_10399 5 3260016-3261251 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC CATT GTCC N

7*Ch 1 143br1_143 _IIS4077*Ch 1 18 IS407Ar _ a_ A_ R NCTC 10247 7C_ 329003790037-33291272 Ch 1 IS407A2 r1 TTCGCGTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCACCGGCG ATCA CACC N

10*Chr1_27_IS407A_B N PRL20 10 3324203-3325438 Chr1 IS407A ATGGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGTGGCCG GGTG GGTG Y

8*Chr1_18a_IS407A_A N 2002721280 8 3329244-3330479 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG CACC CACC Y

2*Chr1_18a_IS407A_A N fmh 2 3361263-3362498 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG CACC CACC Y

8*Chr1_20_IS407A_8*Chr1_21_IS407A_A D 2002721280 8 3371851-3373086 Chr1 IS407A CTGACGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGCGCG GGAC CCGG N

9*Chr1_160a_IS407A_A N SAVP1 9 3374307-3375542 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCGGGC GTCC GTCC Y

3*Chr1_18a_IS407A_A N JHU 3 3379695-3380930 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG CACC CACC Y

5*Chr1_34_IS407A_5*Chr1_35b_IS407A_A D-R ATCC_10399 5 338128-339363 Chr1 IS407A GTGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCAACGGC GATT GCAA N

4*Chr1 37 IS407A A_ _ _ N gb8 horse 4 4_ orse_ 338280 339515- Chr1 IS407A CGTCGATGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGACCCGGT CCAG GACC N

6*Chr1_99_IS407A_6*Chr1_67_IS407A_A D-R NCTC_10229 6 3386673-3387908 Chr1 IS407A TTCATATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGC GTGG GATC N
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6*Ch 1 84 IS 6*Ch 1 94b IS407A A R NCT 10229 6 41 41 IS407A GTGCCCTGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGGTAAAGCT AAAG GTAA N
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3*Ch 1 114 IS A N JHU 3 47 47 Ch IS407A TGATTCTGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N
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4*Chr1 116 IS407A B N gb8 h 4 4 524093 525328 Chr1 IS407A AAAAA TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGATGACAC AAGC GATG N

A G

1*Chr1_37_IS407A_A N ATCC_23344 1 339666-340901 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACCCGGT CCAG GACC N

8*Chr1_9b_IS407A_C R 2002721280 8 3404613-3405848 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCTCG GCTT AACC N

7*Chr1_152a_IS4077*Chr1_154a_IS407A_A R NCTC_10247 7 3405726-3406961 Chr1 IS407A CGCAG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGACGC CTGT GGGA N

2*Chr1_20_IS407A_2*Chr1_7_IS407A_A D-R fmh 2 3406292-3407527 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTCCAGT CCGG TTTC N

2*Chr1_122_IS407A_A N fmh 2 341131-342366 Chr1 IS407A CAGATCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTTCGTGC CTGC CTTC N

2*Chr1_30_IS407A_2*Chr1_6_IS407A_A D-R fmh 2 3419381-3420616 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT TCGG CGCC N

6*Chr1_78_IS407A_A N NCTC_10229 6 342119-343354 Chr1 IS407A CAGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTAG GTAG Y

10*Chr1_30_IS407A10*Chr1_6_IS407A_A D-R PRL20 10 34218-35453 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT TCGG CGCC N

3*Chr1_20_IS407A_3*Chr1_7_IS407A_A D-R JHU 3 3425658-3426893 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTCCAGT CCGG TTTC N

8*Chr1_122_IS407A_A N 2002721280 8 342576-343811 Chr1 IS407A GCGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTGCTGCG GAAG GTGC N

3*Chr1_122_IS407A_A N JHU 3 342735-343970 Chr1 IS407A CAGATCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTTCGTGC CTGC CTTC N

9*Chr1_161_IS407A_A D-R SAVP1 9 3438813-3440048 Chr1 IS407A CTTAGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGTCGATC GACC TGTC N

3*Chr1_30_IS407A_3*Chr1_6_IS407A_A D-R JHU 3 3439108-3440343 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT TCGG CGCC N

4*Chr1_18a_IS407A_A N gb8_horse_4 4 3444795-3446030 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG CACC CACC Y

9*Chr1_2a_IS407A_9*Chr1_5_IS407A_A D-R SAVP1 9 3452990-3454225 Chr1 IS407A GATGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGCCCGC GACG GCGC N

7*Chr1_152b_IS4077*Chr1_157_IS407A_A D-R NCTC_10247 7 3453248-3454483 Chr1 IS407A GAAAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCCTT GGTC GATG N

6*Chr1_68_IS407A_6*Chr1_69_IS407A_A D NCTC_10229 6 3453424-3454659 Chr1 IS407A CCTAAATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTACACCT ACGT CTAC N

6*Chr1_70_IS407A_C N NCTC_10229 6 3454610-3455717 Chr1 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCAGTTTG # CCAG N.D.

1*Chr1_18a_IS407A_A N ATCC_23344 1 3458793-3460028 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG CACC CACC Y

10*Chr1_18a_IS407A_A N PRL20 10 3461491-3462726 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG CACC CACC Y

7*Chr1_154b_IS4077*Chr1_7_IS407A_A D-R NCTC_10247 7 3488844-3490079 Chr1 IS407A CGCGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGAGAGCC GCTT TGAG N

4*Chr1_20_IS407A_4*Chr1_7_IS407A_A D-R gb8_horse_4 4 3489282-3490517 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTCCAGT CCGG TTTC N

1*Chr1_20_IS407A_1*Chr1_7_IS407A_A D-R ATCC_23344 1 3503487-3504722 Chr1 IS407A ATGTCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTCCAGT CCGG TTTC N

10*Chr1_37_IS407A_A N PRL20 10 352659-353894 Chr1 IS407A TGGGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACCCGGT GACC GACC Y

5*Chr1_18a_IS407A5*Chr1_6_IS407A_A D-R ATCC_10399 5 3533677-3534912 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACCGGCG TCGG CACC N

2*Chr1_21_IS407A_2*Chr1_8_IS407A_A D-R fmh 2 3538554-3539789 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT GACG GTCC N

5*Chr1_7_IS407A_A5*Chr1_8_IS407A_A D ATCC_10399 5 3546247-3547482 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTCCAGT GACG TTTC N

3*Chr1_21_IS407A_3*Chr1_8_IS407A_A D-R JHU 3 3559432-3560667 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCACGT GACG GTCC N

5*Chr1_37_IS407A_A N ATCC_10399 5 376616-377851 Chr1 IS407A CGTCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACCCGGT CCAG GACC N
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2*Chr1_126a_IS4072*Chr1_43b_IS407A_A R fmh 2 387963-389198 Chr1 IS407A CCCGTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTTTCATG CCCG TTTT N

h3*C r1_126a_I h bS4073*C r1_43 _IS407A_A R JHU 3 389122-390357 hChr1 IS407A CCCGTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTTTCATG CCCG TTTT N

10*Chr1_10_IS407A_A N PRL20 10 3972-5207 Chr1 IS407A CGCCATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTATGC CCCT CCCT Y

6*Chr1_83_IS407A_A N NCTC_10229 6 399323-400558 Chr1 IS407A TTACGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACCC TGAT ATCC N

2*Chr1_116_IS407A_B N fmh 2 402068-403303 Chr1 IS407A AAAAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGACAC AAGC GATG N

8*Chr1_43b_IS407A8*Chr1_58b_IS407A_A R 2002721280 8 403287-404522 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCTTCGGC GTGA GCTT N

3*Chr1_116_IS407A_B N JHU 3 403816-405051 Chr1 IS407A AAAAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGACAC AAGC GATG N

2*Chr1_115a_IS407A_A N fmh 2 404604-405839 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTGCGAT GATG CCTG N

3*Chr1_115a_IS407A_A N JHU 3 406352-407587 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTGCGAT GATG CCTG N

6*Ch 1 84 IS407Ar _ a_ 6*Ch 1 94b IS407A407A r _ _ A_ R NCTC 10229 6C_ 414441 4156764441- 5676 Ch 1 IS407AChr1 GTGCCCTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGTAAAGCT AAAG GTAA N

9*Chr1_145_IS407A_A N SAVP1 9 440915-442150 Chr1 IS407A AAGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCTTCGC ATAG GGCT N

10*Chr1_122_IS407A_A N PRL20 10 452966-454201 Chr1 IS407A TAATGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTTCGTGC GCAC CTTC N

4*Chr1_122_IS407A_A N gb8_horse_4 4 463570-464805 Chr1 IS407A CAGATCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTTCGTGC CTGC CTTC N

1*Chr1_122_IS407A_A N ATCC_23344 1 465256-466491 Chr1 IS407A CAGATCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTTCGTGC CTGC CTTC N

7*Chr1_64a_IS407A_A N NCTC_10247 7 471816-473051 Chr1 IS407A CTTGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT TCGC TCGC Y

6*Chr1_95_IS407A_A N NCTC_10229 6 473354-474589 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

2*Chr1_114_IS407A_A N fmh 2 476309-477544 Chr1 IS407A TGATTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N

3*Ch 1 114 IS407Ar _ _ A407A_ N JHU 3 478305 4795408305- 9540 Ch 1 IS407Ar1 TGATTCTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N

2*Chr1_113_IS407A_A N fmh 2 489951-491186 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGGCA CCTC CAAC N

3*Chr1_113_IS407A_A N JHU 3 491947-493182 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGGCA CCTC CAAC N

10*Chr1_115a_IS407A_A N PRL20 10 498494-499729 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGACAC GATG GATG Y

5*Chr1_122_IS407A_A N ATCC_10399 5 502267-503502 Chr1 IS407A CAGATCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTTCGTGC CTGC CTTC N

4*Chr1_126a_IS4074*Chr1_43b_IS407A_A R gb8_horse_4 4 509988-511223 Chr1 IS407A CCCGTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTTTCATG CCCG TTTT N

1*Chr1_126a_IS4071*Chr1_43b_IS407A_A R ATCC_23344 1 511643-512878 Chr1 IS407A CCCGTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTTTCATG CCCG TTTT N

6*Chr1_96_IS407A_6*Chr1_97_IS407A_A D NCTC_10229 6 516514-517749 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

4*Chr1 116 IS407A B_ _ _ N gb8 horse 4 4_ orse_ 524093 525328- Chr1 IS407A AAAAA TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGATGACAC AAGC GATG N

1*Chr1_116_IS407A_B N ATCC_23344 1 525748-526983 Chr1 IS407A AAAAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGACAC AAGC GATG N
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1*Chr1 54 1*Chr1 65b IS407A A D R ATCC 23344 1 788024 789259 Chr1 IS407A GCGAC TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGCGGGTCT GAAT GCGG N

A G

4*Chr1_115a_IS407A_A N gb8_horse_4 4 526629-527864 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTGCGAT GATG CCTG N

1*Chr1_115a_IS407A_A N ATCC_23344 1 528284-529519 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTGCGAT GATG CCTG N

7*Chr1_65a_IS407A_A N NCTC_10247 7 533693-534928 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GAAT GGGG N

5*Chr1_126a_IS407A_A R ATCC_10399 5 548676-549911 Chr1 IS407A AAAAA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTTTCATG AAGC TTTT N

5*Chr1_43b_IS407A_A R ATCC_10399 5 551212-552447 Chr1 IS407A CCCGTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTGCGAT CCCG CCTG N

9*Chr1_136_IS407A9*Chr1_43a_IS407A_A D-R SAVP1 9 554720-555955 Chr1 IS407A GATCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGCAGCG GAAC CCGC N

2*Chr1_112_IS407A2*Chr1_49_IS407A_A D-R fmh 2 560092-561327 Chr1 IS407A TCATCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCTGAT TCAA GGGC N

3*Chr1_112_IS407A3*Chr1_49_IS407A_A D-R JHU 3 563350-564585 Chr1 IS407A TCATCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCTGAT TCAA GGGC N

5*Chr1_115a_IS407A_A N ATCC_10399 5 565315-566550 Chr1 IS407A TTCGCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGACAC GATG GATG Y

4*Chr1_30_IS407A_4*Chr1_6_IS407A_A D-R gb8_horse_4 4 5679-6914 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT TCGG CGCC N

10*Chr1_114_IS407A_A N PRL20 10 570173-571408 Chr1 IS407A ACGCG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCCGGC GCAC GATC N

6*Chr1_98_IS407A_6*Chr1_66_IS407A_A D-R NCTC_10229 6 575108-576343 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

9*Chr1_42b_IS407A_A N SAVP1 9 575340-576499 Chr1 IS407A GCGCTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC CCACACCGGCT #can not f TGCG #can N.D.

10*Chr1_113_IS407A_A N PRL20 10 582185-583420 Chr1 IS407A TGATTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTACCT GAAG ATCT N

7*Chr1_98_IS407A_7*Chr1_66_IS407A_A D-R NCTC_10247 7 584779-586014 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

9*Chr1_35b_IS407A9*Chr1_45b_IS407A_A R SAVP1 9 588962-590197 Chr1 IS407A GTGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCTCA GATT GATG N

4*Chr1_114_IS407A_A N gb8_horse_4 4 594406-595641 Chr1 IS407A TGATTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N

9*Chr1_149_IS407A9*Chr1_29_IS407A_A D-R SAVP1 9 59560-60795 Chr1 IS407A ATTTATTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCTCACGA CATT CCTC N

8*Chr1_64a_IS407A_A N 2002721280 8 597797-599032 Chr1 IS407A CTTGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT TCGC TCGC Y

1*Chr1_114_IS407A_A N ATCC_23344 1 599462-600697 Chr1 IS407A TGATTCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N

1*Chr1_30_IS407A_1*Chr1_6_IS407A_A D-R ATCC_23344 1 6007-7242 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCGCAT TCGG CGCC N

7*Chr1_35a_IS407A7*Chr1_6_IS407A_A R NCTC_10247 7 6007-7242 Chr1 IS407A TTGAGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGCAG TCGG GGGG N

4*Chr1_113_IS407A_A N gb8_horse_4 4 608048-609283 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGGCA CCTC CAAC N

1*Chr1_113_IS407A_A N ATCC_23344 1 613104-614339 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGGCA CCTC CAAC N

2*Chr1_51_IS407A_B N fmh 2 625205-626440 Chr1 IS407A AGGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCGGT GATG GATG Y

6*Chr1_65a_IS407A_A N NCTC_10229 6 626265-627500 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GAAT GGGG N

7*Chr1_37_IS407A_A N NCTC_10247 7 62646-63881 Chr1 IS407A CGCGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGTCGCCG CGCG GGTC N

9*Chr1_37_IS407A_A N SAVP1 9 627670-628905 Chr1 IS407A TGGGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGACCCGGT GACC GACC Y

3*Chr1_51_IS407A_B N JHU 3 628699-629934 Chr1 IS407A AGGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCGGT GATG GATG Y

5*Chr1_114_IS

7*Chr1_96_IS4

407A_A

07A_7*Chr1_97_IS407A_A

N

D

ATC

NCT

C_10399 5

C_10247 7

63

64

5855-63

3362-64

7090

4597

Chr1 IS407A

Chr1 IS407A

TGATTCTGACCTG

GGCAC TGACCTG

CCCCCTACAA TGAAG

CCCCCTACAA TGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGGATCCGGC GAAG GATC N

AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

5*Chr1_113_IS407A_A N ATCC_10399 5 649478-650713 Chr1 IS407A TTTGCTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTACCT CCTC ATCT N

h h10*Chr1_112_IS40710*C r1_49_IS407A_A D-R PRL20 10 652265-653500 hChr1 IS407A TCATCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCTGAT TCAA GGGC N

8*Chr1_65a_IS407A_A N 2002721280 8 659479-660714 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GAAT GGGG N

2*Chr1_54_IS407A_2*Chr1_65b_IS407A_A D-R fmh 2 665167-666402 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGGTCT GAAT GCGG N

3*Chr1_54_IS407A_3*Chr1_65b_IS407A_A D-R JHU 3 669375-670610 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGGTCT GAAT GCGG N

4*Chr1_112_IS407A4*Chr1_49_IS407A_A D-R gb8_horse_4 4 678191-679426 Chr1 IS407A TCATCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCTGAT TCAA GGGC N

1*Chr1_112_IS407A1*Chr1_49_IS407A_A D-R ATCC_23344 1 683232-684467 Chr1 IS407A TCATCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCTGAT TCAA GGGC N

7*Chr1_95_IS407A_A N NCTC_10247 7 686514-687749 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

6*Chr1_64a_IS407A_A N NCTC_10229 6 688082-689317 Chr1 IS407A CTTGTTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCGCTTCT TCGC TCGC Y

9*Ch 1 43b IS407A9*Ch 1 57 IS407A9*Chr1_43b_IS407 r _ _ _AA D RD-R SAVP1 9 699385 7006209385- 0620 Ch 1 IS407AChr1 CCCGTCTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCGTGGACG CCCG CGTG N

8*Chr1_98_IS407A_8*Chr1_66_IS407A_A D-R 2002721280 8 710666-711901 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

2*Chr1_98_IS407A_2*Chr1_66_IS407A_A D-R fmh 2 717113-718348 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

5*Chr1_112_IS407A5*Chr1_49_IS407A_A D-R ATCC_10399 5 719456-720691 Chr1 IS407A TCATCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGCTGAT TCAA GGGC N

3*Chr1_98_IS407A_3*Chr1_66_IS407A_A D-R JHU 3 722507-723742 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

9*Chr1_132a_IS4079*Chr1_58a_IS407A_A R SAVP1 9 726736-727971 Chr1 IS407A ACGCC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTTCGCT GGAC CGTT N

10*Chr1_65a_IS407A_A N PRL20 10 740650-741885 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GAAT GGGG N

4*Chr1_51_IS407A_B N gb8_horse_4 4 743068-744303 Chr1 IS407A AGGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCGGT GATG GATG Y

7*Ch 1 84 IS407A7*Ch 1 94b IS407Ar1_84a_IS407 r1_94 _ A_ R NCTC 10247 7C_ 745418 7466535418- 6653 Ch 1 IS407Ar1 GTGCCCTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGTAAAGCT AAAG GTAA N

1*Chr1_51_IS407A_B N ATCC_23344 1 748097-749332 Chr1 IS407A AGGCGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCGGT GATG GATG Y

7*Chr1_83_IS407A_A N NCTC_10247 7 760536-761771 Chr1 IS407A TTACGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACCC TGAT ATCC N

8*Chr1_96_IS407A_8*Chr1_97_IS407A_A D 2002721280 8 769257-770492 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

2*Chr1_96_IS407A_2*Chr1_97_IS407A_A D fmh 2 776030-777265 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

3*Chr1_96_IS407A_3*Chr1_97_IS407A_A D JHU 3 782172-783407 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

7*Chr1_79_IS407A_7*Chr1_80_IS407A_A D NCTC_10247 7 782570-783805 Chr1 IS407A GGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGC GTCA CAAG N

4*Chr1_54_IS407A_4*Chr1_65b_IS407A_A D-R gb8_horse_4 4 783009-784244 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGGTCT GAAT GCGG N

1*Chr1 54 IS407A 1*Chr1 65b IS407A_ _IS407A_ _ _ A_ D R- ATCC 23344 1_ 788024 789259- Chr1 IS407A GCGAC TGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGCGGGTCT GAAT GCGG N

10*Chr1_98_IS407A10*Chr1_66_IS407A_A D-R PRL20 10 791849-793084 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N
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10*Ch 1 76 IS 10*Ch 1 87b IS407 A PRL20 10 99 99 IS407A AATGTGTGACCTG AATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCGGCACGA CTCG CGGC N

G

A G

G

3*Ch 1 88 ISB 1 B N JHU 3 10 01192 ISB 1 #IS407A ACC ATTTTTTTG#IS407A ATTTTTTT

G

G

T

T

1*Chr1_88_ISBma1_B N ATCC_23344 1 1123080-1123337

2*Ch 1 82 ISB 1 A N f h 2 1173163 11742012*Chr1_82_ISBma1_A N fmh 2 1173163-1174201 CGAAA GGTTCAT TTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N

8*Chr1_95_IS407A_A N 2002721280 8 812487-813722 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

7*Chr1_78_IS407A_A N NCTC_10247 7 817833-819068 Chr1 IS407A CAGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGCTGC GTAG GTAG Y

2*Chr1_95_IS407A_A N fmh 2 819682-820917 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

5*Chr1_54_IS407A_5*Chr1_56_IS407A_A D-R ATCC_10399 5 823076-824311 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGGGTCT GCGG GCGG Y

9*Chr1_126b_IS4079*Chr1_135_IS407A_A D-R SAVP1 9 826175-827410 Chr1 IS407A GCTCGTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGATGTGA GATT CGAT N

3*Chr1_95_IS407A_A N JHU 3 826570-827805 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

4*Chr1_98_IS407A_4*Chr1_66_IS407A_A D-R gb8_horse_4 4 833765-835000 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

5*Chr1_55_IS407A_5*Chr1_64b_IS407A_A D-R ATCC_10399 5 836600-837835 Chr1 IS407A ATCACTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCGCTTCT GCGG GCGC N

1*Chr1_98_IS407A_1*Chr1_66_IS407A_A D-R ATCC_23344 1 839215-840450 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

10*Chr1_96_IS407A10*Chr1_97_IS407A_A D PRL20 10 850107-851342 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

8*Chr1_72_IS407A_8*Chr1_94b_IS407A_A D-R 2002721280 8 871391-872626 Chr1 IS407A CCAGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAAAGCT CGCG GTAA N

2*Chr1_72_IS407A_2*Chr1_94b_IS407A_A D-R fmh 2 878580-879815 Chr1 IS407A CCAGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGACGTTG CGCG TGAC N

3*Chr1_72_IS407A_3*Chr1_94b_IS407A_A D-R JHU 3 885069-886304 Chr1 IS407A CCAGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGACGTTG CGCG TGAC N

6*Chr1_48_IS407A_6*Chr1_58b_IS407A_A D-R NCTC_10229 6 889050-890285 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAGTGGC GTGA GAAG N

4*Chr1_96_IS407A_4*Chr1_97_IS407A_A D gb8_horse_4 4 891953-893188 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

10*Chr1_95_IS407A_A N PRL20 10 892871-894106 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

1*Chr1_96_IS407A_1*Chr1_97_IS407A_A D ATCC_23344 1 897797-899032 Chr1 IS407A GGCAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACCGCCCG CCCC ACCG N

5*Chr1_65a_IS407A_A N ATCC_10399 5 898663-899898 Chr1 IS407A GCGAC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGGGCA GAAT GGGG N

6*Chr1_115b_IS4076*Chr1_47b_IS407A_A R NCTC_10229 6 907313-908548 Chr1 IS407A GAAGC TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGACAC GAGC GATG N

7*Chr1_77_IS407A_7*Chr1_94a_IS407A_A D-R NCTC_10247 7 925312-926547 Chr1 IS407A ATGATTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCGATC AGGT AACC N

4*Chr1_95_IS407A_A N gb8_horse_4 4 934492-935458 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC # #contig_br GATG #con N.D.

9*Chr1_132b_IS4079*Chr1_47b_IS407A_A R SAVP1 9 935361-936596 Chr1 IS407A TGAGG TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGACGGG CCTT GGAC N

1*Chr1_95_IS407A_A N ATCC_23344 1 940960-942195 Chr1 IS407A GGCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCG GATG GCCC N

6*Chr1_119_IS407A_C N NCTC_10229 6 942572-943807 Chr1 IS407A GGATAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGCGCT GATG GATG Y

5*Chr1_98_IS407A_5*Chr1_66_IS407A_A D-R ATCC_10399 5 949835-951070 Chr1 IS407A CTCGTGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTAGGCAA CCCG GTAG N

8*Chr1_74_IS407A_8*Chr1_84a_IS407A_A D-R 2002721280 8 952291-953526 Chr1 IS407A GTGCCCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGTCATGG AAAG GGTC N

10*Chr1_69_IS407A10*Chr1_94b_IS407A_A D-R PRL20 10 952619-953854 Chr1 IS407A TGGCGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGGGCCT CCTG AAGG N

9*Chr1_48_IS407A_9*Chr1_55_IS407A9*Chr1_58b_ISD-R SAVP1 9 954151-955386 Chr1 IS407A ATCACTTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTCCGGCC GCGG TTCC N

2*Chr1_74_IS407A_2*Chr1_75_IS407A_A D fmh 2 960048-960969 Chr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGGGTCATGG # GGTC N.D.

7*Chr1_89_IS407A_A

2*Chr1_76_IS407A_2*Chr1_87b_IS407A_A

N

D-R

NCTC_10247 7

fmh 2

96

96

0917-96

5187-96

2152

6422

Chr1 IS407A

Chr1 IS407A

GCGAA TGACCTG

CGGGATGACCTG

CCCCCTACAA TGAAG

CCCCCTACAA TGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGCTGGATGC CCGC CTGG N

AGGGACTTTGCTAGAAGCGAGCGCA GCCG CGAG N

8*Chr1_83_IS407A_A N 2002721280 8 967415-968650 Chr1 IS407A TTACGGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCACCC TGAT ATCC N

h h3*Chr1_74_IS407A_3*C r1_75_IS407A_A D JHU 3 967622-968543 hChr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGGGTCATGG # GGTC N.D.

9*Chr1_53b_IS407A9*Chr1_56_IS407A_A D-R SAVP1 9 967733-968968 Chr1 IS407A TGGAAGTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGGCGAC GCGG ACGG N

3*Chr1_76_IS407A_3*Chr1_87b_IS407A_A D-R JHU 3 972761-973996 Chr1 IS407A CGGGATGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAGCGCA GCCG CGAG N

6*Chr1_122_IS407A_A N NCTC_10229 6 978581-979816 Chr1 IS407A GCGCA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTGCTGCG GAAG GTGC N

9*Chr1_54_IS407A_A D-R SAVP1 9 980886-982121 Chr1 IS407A CGTCGCTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACACA GTGA CGAA N

10*Chr1_74_IS407A10*Chr1_75_IS407A_A D PRL20 10 988786-989707 Chr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGGGTCATGG # GGTC N.D.

8*Chr1_79_IS407A_8*Chr1_80_IS407A_A D 2002721280 8 989538-990773 Chr1 IS407A GGGACTGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGC GTCA CAAG N

4*Chr1_72_IS407A_4*Chr1_94b_IS407A_A D-R gb8_horse_4 4 992740-993975 Chr1 IS407A CCAGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGACGTTG CGCG TGAC N

10*Ch 1 76 IS407Ar _ _ 10*Ch 1 87b IS407A407A r _ _ AA_ D RD-R PRL20 10 993925 9951603925- 5160 Ch 1 IS407AChr1 AATGTGTGACCTGCCCCCTACAAATGAAGAAGCGCTTTACGGCCCCCTACA AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCGGCACGA CTCG CGGC N

7*Chr1_75_IS407A_7*Chr1_87b_IS407A_A D-R NCTC_10247 7 998173-999094 Chr1 IS407A #ISBma~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCATGCCCACGCAGCACCGAGATG AGGGACTTTGCTAGAAGCCATGGCA # CCAT N.D.

1*Chr1_72_IS407A_1*Chr1_94b_IS407A_A D-R ATCC_23344 1 999459-1000694 Chr1 IS407A CCAGA TGACCTGCCCCCTACAA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGACGTTG CGCG TGAC N

IS Bma 1

5'-ext 5'-IR ORF 3'-IR 3'-ext 5'-DR 3'-DR rget duplicates

GGTTCATCGC GCGATGA ACC

2*Chr1_88_ISBma1_B N fmh 2 1002861-1003118 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC ATTTTTTT #IS407A ATTTTTTT N.D.

3*Ch 1 88 ISBr _ _ 1 Bma _ N JHU 3 101167011670-11011927 Ch 1 ISB7 Chr1 ma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC~~~~~~ ATTTTTTTG#IS407A ATTTTTTT N DN.D.

6*Chr1_125_ISBma1_A N NCTC_10229 6 1013610-1014914 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTT AATTTTTT AATTTTTT Y

10*Chr1_88_ISBma1_B N PRL20 10 1031539-1031835 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC ATTTTTTT #IS407A ATTTTTTT N.D.

4*Chr1_73_ISBma1_A N gb8_horse_4 4 1059010-1060314 Chr1 ISBma1 GAGAGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAA AAAAAAAT AAAAAAAT Y

1*Chr1_73_ISBma1_A N ATCC_23344 1 1065697-1067001 Chr1 ISBma1 GAGAGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAA AAAAAAAT AAAAAAAT Y

9*Chr1_60_ISBma1_A N SAVP1 9 1081029-1082333 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

4*Chr1_88_ISBma1_B N gb8_horse_4 4 1116223-1116480 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC ATTTTTTTG#IS407A ATTTTTTT N.D.

Chr1

Ch 1 ISBChr1

ISBma1 #IS407A~~~~~~

1 CGAAA GGTTCATCGCAGAAAAISBma1

~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC ATTTTTTTG#IS407A ATTTTTTT N.D.

TTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A NCGCAGAAAA

2*Chr1_82-1_ISBma1_A N fmh 2 1175227-1175705 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.



N JHU 3 19 94204 ISB 1 CACCG GGTTCAT TTGCTC ACC AAAAAAATAAAAAAAT AAAAAAAT Y

2*Ch N f h 2 20 07376 Ch ISB 1 #IS407A ACC AAAAAAAA#IS407A AAAAAAAA

8*Chr1 127 ISBma1 A N 2002721280 8 2134387 2135693 Chr1 ISBma GCCGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAAAAAAAAAAA AAAAAAAA Y

3*Chr1_82_ISBma1_A N JHU 3 1184351-1185389 Chr1 ISBma1 CGAAA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N

3*Chr1_82-1_ISBma1_A N JHU 3 1186415-1186893 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.

10*Chr1_82_ISBma1_A N PRL20 10 1191155-1192031 Chr1 ISBma1 CGAAA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N

10*Chr1_82-1_ISBma1_A N PRL20 10 1193171-1193697 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.

7*Chr1_103_ISBma1_A N NCTC_10247 7 1266623-1267927 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

4*Chr1_82_ISBma1_A N gb8_horse_4 4 1281913-1282951 Chr1 ISBma1 CGAAA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N

4*Chr1_82-1_ISBma1_A N gb8_horse_4 4 1283977-1284455 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.

5*Chr1_82-1_ISBma1_A N ATCC_10399 5 1284930-1285408 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.

5*Chr1_82_ISBma1_A N ATCC_10399 5 1286434-1287472 Chr1 ISBma1 CGAAA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N

1*Chr1_82_ISBma1_A N ATCC_23344 1 1290138-1291176 Chr1 ISBma1 CGAAA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N

1*Chr1_82-1_ISBma1_A N ATCC_23344 1 1292202-1292680 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.

4*Chr1_12_ISBma1_A N gb8_horse_4 4 141771-143075 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

10*Chr1_12_ISBma1_A N PRL20 10 1423-2727 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

1*Chr1_12_ISBma1_A N ATCC_23344 1 142668-143972 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

2*Chr1_103_ISBma1_A N fmh 2 1458477-1459781 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

6*Chr1_26_ISBma1_A N NCTC_10229 6 1463413-1464719 Chr1 ISBma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC ATAAAAAAATAAAAAA ATAAAAAA Y

3*Chr1_103_ISBma1_A N JHU 3 1467796-1469100 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

8*Chr1_103_ISBma1_A N 2002721280 8 1472738-1474042 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

7*Chr1_125_ISBma1_A N NCTC_10247 7 147293-148597 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

9*Chr1_88_ISBma1_B N SAVP1 9 1497063-1497359 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC ATTTTTTTG#IS407A ATTTTTTT N.D.

5*Chr1_88_ISBma1_B N ATCC_10399 5 1497242-1497500 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC ATTTTTTTG#IS407A ATTTTTTT N.D.

10*Chr1_103_ISBma1_A N PRL20 10 1515896-1517200 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

3*Chr1_12_ISBma1_A N JHU 3 15493-16797 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

5*Chr1_73_ISBma1_A N ATCC_10399 5 1553580-1554884 Chr1 ISBma1 GAGAGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

4*Chr1_103_ISBma1_A N gb8_horse_4 4 1561382-1562686 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

1*Chr1_103_ISBma1_A N ATCC_23344 1 1570802-1572106 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

2*Chr1_12_ISBma1_A N fmh 2 15916-17220 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

9*Chr1_26_ISBma1_A N SAVP1 9 160477-161783 Chr1 ISBma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC ATAAAAAAATAAAAAA ATAAAAAA Y

8*Chr1_12_ISBma1_A N 2002721280 8 16877-18181 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y
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5*Chr1_12_ISBma1_A N ATCC_10399 5 17216-18520 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

h5*Chr1_103_ISBma1_A N ATCC_10399 5 1724494-172579 h8 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

2*Chr1_60_ISBma1_A N fmh 2 1842154-1843458 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

3*Chr1_60_ISBma1_A N JHU 3 1856886-1858190 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

10*Chr1_60_ISBma1_A N PRL20 10 1895357-1896661 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

2*Chr1_59_ISBma1_A N fmh 2 1925292-1926596 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

7*Chr1_127_ISBma1_A N NCTC_10247 7 1928819-1930125 Chr1 ISBma1 GCCGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAAAAAAAAAAA AAAAAAAA Y

7*Chr1_129_ISBma1_A N NCTC_10247 7 1931826-1933130 Chr1 ISBma1 CGCGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

4*Chr1_60_ISBma1_A N gb8_horse_4 4 1939412-1940716 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

3*Ch 1 59 ISB 1 A3*Chr1_59_ISBma1_A N JHU 3 194074440744-11942048 Ch 1 ISB8 Chr1 ma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACCGCAGAAAA GATCGC ACCAAGGCAC AAAAAAATAAAAAAAT AAAAAAAT Y

1*Chr1_60_ISBma1_A N ATCC_23344 1 1951374-1952678 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

6*Chr1_153_ISBma1_A N NCTC_10229 6 1952299-1953603 Chr1 ISBma1 CCGATGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

10*Chr1_59_ISBma1_A N PRL20 10 1975920-1977224 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

6*Chr1_156_ISBma1_A N NCTC_10229 6 1985332-1986531 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.

9*Chr1_103_ISBma1_A N SAVP1 9 1987012-1988316 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

4*Chr1_59_ISBma1_A N gb8_horse_4 4 2020579-2021883 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

1*Chr1_59_ISBma1_A N ATCC_23344 1 2032534-2033838 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

2*Ch 1 127 ISB 1 Ar1_127_ISBma1_A N f h 2m 207343973439-22073769 Ch 1 ISB9 r1 ma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC~~~~~~ AAAAAAAA#IS407A AAAAAAAA N DN.D.

2*Chr1_129_ISBma1_A N fmh 2 2075470-2076774 Chr1 ISBma1 CGCGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

3*Chr1_127_ISBma1_A N JHU 3 2088899-2089229 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC AAAAAAAA#IS407A AAAAAAAA N.D.

3*Chr1_129_ISBma1_A N JHU 3 2090930-2092234 Chr1 ISBma1 CGCGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

5*Chr1_60_ISBma1_A N ATCC_10399 5 2100644-2101948 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

2*Chr1_36_ISBma1_A N fmh 2 212072-213376 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

8*Chr1_36_ISBma1_A N 2002721280 8 212567-213871 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

3*Chr1_36_ISBma1_A N JHU 3 212916-214220 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

8*Chr1 127 ISBma1 A_ _ _ N 2002721280 8 2134387-2135693 Chr1 ISBma1 GCCGC GGTTCATCGCAGAAAA1 TTGCTCGATCGCAAGGCACACC AAAAAAAAAAAAAAAA AAAAAAAA Y

8*Chr1_129_ISBma1_A N 2002721280 8 2137833-2138804 Chr1 ISBma1 ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTTTTTAT~~~~~~~~ TTTTTTTA N.D.



N 200 8 30 03639 ISB 1 GCGTG GGTTCAT TTGCTC ACC ATAAAAAAATAAAAAA ATAAAAAA Y

4*Ch N b h 4 32 27450 Ch ISB 1 GCGTG GGTTCAT TTGCTC ACC ATAAAAAAATAAAAAA ATAAAAAA Y

1*Chr1 36 ISBma1 A N ATCC 23344 1 337256 338560 Chr1 ISBma GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

10*Chr1_127_ISBma1_A N PRL20 10 2150683-2151080 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC AAAAAAAA#IS407A AAAAAAAA N.D.

10*Chr1_129_ISBma1_A N PRL20 10 2155991-2157225 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~CATCGAATCGTTCAACGGCACC TTTTTTTAT#IS407A TTTTTTTA N.D.

4*Chr1_127_ISBma1_A N gb8_horse_4 4 2168750-2169080 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC AAAAAAAA#IS407A AAAAAAAA N.D.

4*Chr1_129_ISBma1_A N gb8_horse_4 4 2170781-2172085 Chr1 ISBma1 CGCGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

1*Chr1_127_ISBma1_A N ATCC_23344 1 2180681-2181011 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC AAAAAAAA#IS407A AAAAAAAA N.D.

5*Chr1_59_ISBma1_A N ATCC_10399 5 2181906-2183210 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

1*Chr1_129_ISBma1_A N ATCC_23344 1 2182712-2184016 Chr1 ISBma1 CGCGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

6*Chr1_14_ISBma1_A N NCTC_10229 6 2204564-2205868 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y

6*Chr1_12_ISBma1_A N NCTC_10229 6 2294405-2295709 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

7*Chr1_12_ISBma1_A N NCTC_10247 7 2302599-2303903 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

5*Chr1_127_ISBma5*Chr1_129_ISBma1_A N ATCC_10399 5 2331091-2332356 Chr1 ISBma1 #IS407ACGTCACGCTGAAGTTGATGCCTTAACGAGCACTGGACC TTTTTTTAT#IS407A TTTTTTTA N.D.

10*Chr1_125_ISBma1_A N PRL20 10 2362908-2364212 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

2*Chr1_142_ISBma1_B N fmh 2 2431313-2432619 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

3*Chr1_142_ISBma1_B N JHU 3 2447452-2448758 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

6*Chr1_36_ISBma1_A N NCTC_10229 6 2489753-2491057 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

8*Chr1_156_ISBma1_A N 2002721280 8 2511737-2512936 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.

4*Chr1_142_ISBma1_B N gb8_horse_4 4 2526053-2527359 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

1*Chr1_142_ISBma1_B N ATCC_23344 1 2538026-2539332 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

8*Chr1_153_ISBma1_A N 2002721280 8 2544560-2545864 Chr1 ISBma1 CCGATGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

9*Chr1_124_ISBma1_B N SAVP1 9 2568741-2570045 Chr1 ISBma1 TCAGCAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

10*Chr1_142_ISBma1_B N PRL20 10 2584163-2585469 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

2*Chr1_156_ISBma1_A N fmh 2 2598014-2598869 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.

9*Chr1_125_ISBma1_A N SAVP1 9 2603704-2605008 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

3*Chr1_153_ISBma3*Chr1_156_ISBma1_A N JHU 3 2614893-2615748 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS406A AAAAAAAA #IS406A N.D.

2*Chr1_153_ISBma1_A N fmh 2 2631429-2632733 Chr1 ISBma1 CCGATGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

5*Chr1_142_ISBma1_B N ATCC_10399 5 2688082-2689388 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

6*Chr1_127_ISBma6*Chr1_129_ISBma1_A N NCTC_10229 6 2688853-2690159 Chr1 ISBma1 GCCGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATAAAAAAAA TTTTTTTA N

4*Chr1_156_ISBma1_A N gb8_horse_4 4 2692085-2692940 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.

1*Chr1_156_ISBma1_A N ATCC_23344 1 2704469-2705324 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.
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10*Chr1_156_ISBma1_A N PRL20 10 2755093-2756292 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.

h10*Chr1_153_ISBma1_A N PRL20 10 2787753-278905 h7 Chr1 ISBma1 CCGATGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

9*Chr1_12_ISBma1_A N SAVP1 9 2799403-2800707 Chr1 ISBma1 GAATTCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

7*Chr1_26_ISBma1_A N NCTC_10247 7 2816595-2817901 Chr1 ISBma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC ATAAAAAAATAAAAAA ATAAAAAA Y

5*Chr1_156_ISBma1_A N ATCC_10399 5 2854277-2855132 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.

5*Chr1_153_ISBma1_A N ATCC_10399 5 2886389-2887693 Chr1 ISBma1 CCGATGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

9*Chr1_14_ISBma1_A N SAVP1 9 2887865-2888041 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTTTTCCG#IS407A TTTTTTCC N.D.

9*Chr1_14-1_ISBma1_A N SAVP1 9 2889266-2890409 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTTTTCC #IS407A N.D.

7*Chr1_59_ISBma1_A N NCTC_10247 7 289572-290876 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

8*Ch 1 26 ISB 1 A8*Chr1_26_ISBma1_A N 2002721280 82721280 303509135091-33036397 Ch 1 ISB7 Chr1 ma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACCGCAGAAAA GATCGC ACCAAGGCAC ATAAAAAAATAAAAAA ATAAAAAA Y

9*Chr1_156_ISBma1_A N SAVP1 9 3108437-3109636 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.

9*Chr1_153_ISBma1_A N SAVP1 9 3141365-3142669 Chr1 ISBma1 CCGATGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

2*Chr1_26_ISBma1_A N fmh 2 3186645-3187951 Chr1 ISBma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC ATAAAAAAATAAAAAA ATAAAAAA Y

3*Chr1_26_ISBma1_A N JHU 3 3203538-3204844 Chr1 ISBma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC ATAAAAAAATAAAAAA ATAAAAAA Y

8*Chr1_14_ISBma1_A N 2002721280 8 3221823-3223127 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y

2*Chr1_14_ISBma1_A N fmh 2 3250236-3251540 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y

3*Chr1_14_ISBma1_A N JHU 3 3268498-3269802 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y

4*Ch 1 26 ISB 1 Ar1_26_ISBma1_A N b8g h 4 48_ orse_4 327319773197-33274503 Ch 1 ISB3 r1 ma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACCGCAGAAAA GATCGC ACCAAGGCAC ATAAAAAAATAAAAAA ATAAAAAA Y

1*Chr1_26_ISBma1_A N ATCC_23344 1 3286945-3288251 Chr1 ISBma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC ATAAAAAAATAAAAAA ATAAAAAA Y

10*Chr1_26_ISBma1_A N PRL20 10 3322621-3323927 Chr1 ISBma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC ATAAAAAAATAAAAAA ATAAAAAA Y

4*Chr1_14_ISBma1_A N gb8_horse_4 4 3336103-3337407 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y

1*Chr1_14_ISBma1_A N ATCC_23344 1 3349816-3351120 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y

6*Chr1_103_ISBma1_A N NCTC_10229 6 3350430-3351734 Chr1 ISBma1 AGTCGAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTTGCTTTTTTT CTTTTTTT Y

4*Chr1_36_ISBma1_A N gb8_horse_4 4 335870-337174 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

5*Chr1_26_ISBma1_A N ATCC_10399 5 3360914-3362220 Chr1 ISBma1 GCGTG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC ATAAAAAAATAAAAAA ATAAAAAA Y

1*Chr1 36 ISBma1 A_ _ _ N ATCC 23344 1_ 337256 338560- Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAA1 TTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

7*Chr1_14_ISBma1_A N NCTC_10247 7 3397369-3398673 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y
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6*Chr1_139a_ISBm6*Chr1_141a_ISBma2_A R NCTC_10229 6 1142674-1144265

8*Chr1_90_ISBma2_A N 2002721280 8 1167212-1168399

3 Chr1 85 ISBma2 A N JHU 3 Chr1 Y

7*Chr1_153_ISBma1_A N NCTC_10247 7 3421451-3422755 Chr1 ISBma1 CCGATGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTTATTTTTTTTA TTTTTTTA Y

2*Chr1_124_ISBma1_B N fmh 2 342363-343435 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTTTCTTT#IS407A TTTTTCTT N.D.

5*Chr1_14_ISBma1_A N ATCC_10399 5 3424621-3425925 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y

3*Chr1_124_ISBma1_B N JHU 3 343967-345039 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTTTCTTT#IS407A TTTTTCTT N

7*Chr1_156_ISBma1_A N NCTC_10247 7 3454484-3455683 Chr1 ISBma1 CCGCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A AAAAAAAA #IS407A N.D.

9*Chr1_142_ISBma1_B N SAVP1 9 348750-350056 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

10*Chr1_36_ISBma1_A N PRL20 10 350249-351553 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

7*Chr1_60_ISBma1_A N NCTC_10247 7 370819-372123 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

5*Chr1_36_ISBma1_A N ATCC_10399 5 374206-375510 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

8*Chr1_125_ISBma1_A N 2002721280 8 377508-378812 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

2*Chr1_125_ISBma1_A N fmh 2 377515-378819 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

3*Chr1_125_ISBma1_A N JHU 3 378674-379978 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

6*Chr1_82_ISBma1_A N NCTC_10229 6 398477-399353 Chr1 ISBma1 CGAAA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N.D.

6*Chr1_82-1_ISBma1_A N NCTC_10229 6 399914-401019 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.

8*Chr1_59_ISBma1_A N 2002721280 8 422225-423530 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

10*Chr1_124_ISBma1_B N PRL20 10 455910-457214 Chr1 ISBma1 TCAGCAGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTCTTTTTTTTCTT TTTTTCTT Y

4*Chr1_124_ISBma1_B N gb8_horse_4 4 464802-465874 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTTTCTTT#IS407A TTTTTCTT N.D.

1*Chr1_124_ISBma1_B N ATCC_23344 1 466488-467560 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTTTCTTT#IS407A TTTTTCTT N.D.

4*Chr1_125_ISBma1_A N gb8_horse_4 4 499540-500844 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

1*Chr1_125_ISBma1_A N ATCC_23344 1 501195-502499 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

8*Chr1_60_ISBma1_A N 2002721280 8 502009-502817 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #contig_brAAAAAATA #contig_ N.D.

5*Chr1_124_ISBma1_B N ATCC_10399 5 503499-504571 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTTTCTTT#IS407A TTTTTCTT N.D.

5*Chr1_125_ISBma1_A N ATCC_10399 5 538228-539532 Chr1 ISBma1 AGGCA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AATTTTTTGAATTTTTT AATTTTTT Y

7*Chr1_36_ISBma1_A N NCTC_10247 7 60358-61662 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

9*Chr1_36_ISBma1_A N SAVP1 9 625260-626564 Chr1 ISBma1 GCGGCGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCTTTTTTTTCT TTTTTTCT Y

7*Chr1_82-1_ISBma1_A N NCTC_10247 7 760075-761180 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.

7*Chr1_82_ISBma1_A N NCTC_10247 7 761741-762617 Chr1 ISBma1 CGAAA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N.D.

6*Chr1_60_ISBma1_A N NCTC_10229 6 788886-790190 Chr1 ISBma1 CGGTATGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAATAAAAAAATA AAAAAATA Y

9*Chr1_127_ISBma9*Chr1_129_ISBma1_A N SAVP1 9 825845-826242 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTTTTTAT#IS407A TTTTTTTA N.D.

6*Chr1_59_ISBma1_A N NCTC_10229 6 870043-871347 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

10*Chr1_14_ISBma1_A N PRL20 10 89941-91245 Chr1 ISBma1 AAACA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTCCGTTTTTTCC TTTTTTCC Y

2*Chr1_73_ISBma1_A N fmh 2 945561-946865 Chr1 ISBma1 GAGAGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

h3*Chr1_73_ISBma1_A N JHU 3 953135-954439 hChr1 ISBma1 GAGAGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

8*Chr1_82-1_ISBma1_A N 2002721280 8 966954-968059 Chr1 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TTTCTTTTG#IS407A TTTCTTTT N.D.

8*Chr1_82_ISBma18*Chr1_73_ISBma1_A N 2002721280 8 968620-969496 Chr1 ISBma1 CGAAA GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TTTCTTTT #IS407A N.D.

10*Chr1_73_ISBma1_A N PRL20 10 974551-975855 Chr1 ISBma1 GAGAGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

9*Chr1_59_ISBma1_A N SAVP1 9 999824-1001128 Chr1 ISBma1 CACCG GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAAAAAATAAAAAAAT AAAAAAAT Y

IS Bma 2

5'-ext 5'-IR ORF 3'-IR 3'-ext 5'-DR 3'-DR rget duplicates

CAGATTGCTGACAAACCC GGGTTCGTCAGCAGTCTG

2*Chr1_90_ISBma2_A N fmh 2 1003833-1005047 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

3*Chr1_90_ISBma2_A N JHU 3 1012642-1013856 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

7*Chr1_85_ISBma2_A N NCTC_10247 7 1012716-1014290 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT N

6*Chr1_44a_ISBma6*Chr1_46a_ISBma2_A R NCTC_10229 6 1031963-1033543 Chr1 ISBma2 ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAACCCGGCTGGAAGCC AAAAGCGC N

10*Chr1_90_ISBma2_A N PRL20 10 1032539-1033726 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

6*Chr1_41_ISBma2_A N NCTC_10229 6 1055116-1056005 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

6*Chr1 39b ISBma6*Chr1 44b ISBmaChr1_ _ISBma Chr1_44b_ISBma22 A_ R NCTNCTCC 10229 6_10229 10610618401840-10634110634111 Chr1 ISBmChr1 ISBma22 GCAGGCAGATTGCGCAGGCAGATTGCTGACAAACTGACAAACATGCTATGCTGAAGACGCCCATGCAAGACGCCCATGCTCCCATCCCAGAAAGACAAAACCCAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC NAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC

9*Chr1_25b_ISBma9*Chr1_28b_ISBma2_A R SAVP1 9 109336-110910 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

4*Chr1_90_ISBma2_A N gb8_horse_4 4 1117195-1118409 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

1*Chr1_90_ISBma2_A N ATCC_23344 1 1124052-1125266 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

Chr1 ISBma2 GCCCTCCAGATTG

Chr1 ISBma2 #IS407A~~~~~~

CTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGAACCGGCGCATGGCGCCGAGCCCGAA N

~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

2*Chr1_85_ISBma2_A N fmh 2 1198532-1200104 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT Y

10*Chr1_23a_ISBma2_A N PRL20 10 120201-121772 Chr1 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCACCGCAGCGAAGGCTGACCGCAGC Y

3*Chr1 85 ISBma2 A_ _ _ N JHU 3 12120972009720-12112912112922 Chr1 ISBmaISBma22 GCCTCACAGATTGGCCTCACAGATTGCTGACAAACCTGACAAACATGCTGATGCTGAAGACGCCCATGCAAGACGCCCATGCTCCCAGTCCCAGAAAGACAAAACCCAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT YAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT

10*Chr1_85_ISBma2_A N PRL20 10 1218305-1219877 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT Y



h b

9*Ch 1 28 ISB A R SAVP1 9 16 16 ISB 2 TCGAATCAGATTG ATGCTG # #IS407A CCCGCGCGTCGCGCGG#IS407A

8*Ch 1 105 SB 8*Ch 1 107 ISB 2 A R 200 8 16 69049 Ch ISB 2 TCGGG CAGATTG ATGCTG TCCCAG AAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

3*Chr1 108 ISBma2 A N JHU 3 1725497 1727069 Chr1 ISBma GCGTG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

8*Chr1_85_ISBma2_A N 2002721280 8 1219726-1221298 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT Y

6*Chr1_139b_ISBm6*Chr1_141b_ISBma2_A R NCTC_10229 6 1224724-1226315 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

7*Chr1_101_ISBma7*Chr1_102_ISBma2_A D NCTC_10247 7 1257256-1258828 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

5*Chr1_85_ISBma2_A N ATCC_10399 5 1260531-1262103 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT Y

7*Chr1_39a_ISBma7*Chr1_44a_ISBma2_A R NCTC_10247 7 128672-130244 Chr1 ISBma2 ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCTCCAACCCGGCTGGAAGCC AGCCCTCC N

4*Chr1_85_ISBma2_A N gb8_horse_4 4 1307221-1308793 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT Y

1*Chr1_85_ISBma2_A N ATCC_23344 1 1315507-1317079 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT Y

6*Chr1_144_ISBma2_B N NCTC_10229 6 1324314-1325889 Chr1 ISBma2 GCGGCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCGCGCATGCGGGAGCCCGCG Y

7*Chr1_104_ISBma2_A N NCTC_10247 7 1345232-1346804 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

6*Chr1_22b_ISBma6*Chr1_147_ISBma2_A D-R NCTC_10229 6 1369886-1371461 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCAGCCCGCGAGACGCGGAGGCGCCC N

6*Chr1_23a_ISBma2_A N NCTC_10229 6 1403305-1404881 Chr1 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCACCGCAGCGAAGGCTGACCGCAGC Y

6*Chr1_24_ISBma2_A N NCTC_10229 6 1432886-1432917 Chr1 ISBma2 GGCAA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCCAACCCGCCTCGGAGGC AACCCGCC Y

10*Chr1_22a_ISBma2_A R PRL20 10 143964-144800 Chr1 ISBma2 #contig~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAGCCCGCG#contig_break AGCCCGCG N.D.

2*Chr1_100_ISBma2_B N fmh 2 1446086-1447658 Chr1 ISBma2 GCGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAATGGGCCAATGGGCCGGAAACGGAATGGGCC Y

2*Chr1_101_ISBma2*Chr1_102_ISBma2_A D fmh 2 1449099-1450671 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

3*Chr1_100_ISBma2_B N JHU 3 1455405-1456977 Chr1 ISBma2 GCGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAATGGGCCAATGGGCCGGAAACGGAATGGGCC Y

3*Chr1_101_ISBma3*Chr1_102_ISBma2_A D JHU 3 1458418-1459990 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

6*Chr1_25a_ISBma6*Chr1_28a_ISBma2_A R NCTC_10229 6 1461808-1463379 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTCCCGCGCGTCGCGCGGAGCCCGCT N

8*Chr1_101_ISBma8*Chr1_102_ISBma2_A D 2002721280 8 1463360-1464932 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

6*Chr1_85_ISBma2_A N NCTC_10229 6 146802-148374 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCAGCTAGCCAGCTTGCGCTGGCAGCCAGCT N

7*Chr1_105a_ISBm7*Chr1_107a_ISBma2_A R NCTC_10247 7 1482665-1484237 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

7*Chr1_105b_ISBm7*Chr1_107b_ISBma2_A R NCTC_10247 7 1486716-1488288 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

5*Chr1_90_ISBma2_A N ATCC_10399 5 1495313-1496527 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

9*Chr1_90_ISBma2_A N SAVP1 9 1498063-1499250 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

10*Chr1_101_ISBm10*Chr1_102_ISBma2_A D PRL20 10 1506540-1508112 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

6*Chr1_25b_ISBma6*Chr1_28b_ISBma2_A R NCTC_10229 6 1514301-1515875 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

7*Chr1_108_ISBma2_A N NCTC_10247 7 1518121-1519693 Chr1 ISBma2 CGTGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

2*Chr1_104_ISBma2_A N fmh 2 1537752-1539324 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

7*Chr1_110_ISBma2_A N NCTC_10247 7 1541726-1543298 Chr1 ISBma2 TCCCGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCTGGCCCTGCGAGTGCAGG AAGCCCTG N
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8*Chr1_104_ISBma2_A N 2002721280 8 1551398-1552969 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

h h4*Chr1_101_ISBma4*C r1_102_ISBma2_A D b hg 8_horse_4 4 1552004-155357 h6 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

5*Chr1_19a_ISBma2_A N ATCC_10399 5 155357-156927 Chr1 ISBma2 CACCCGACGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG GGGCGTCGCCCCTCCGCAGCGGAG N

1*Chr1_100_ISBma2_B N ATCC_23344 1 1558411-1559983 Chr1 ISBma2 GCGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAATGGGCCAATGGGCCGGAAACGGAATGGGCC Y

1*Chr1_101_ISBma1*Chr1_102_ISBma2_A D ATCC_23344 1 1561424-1562996 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

7*Chr1_52_ISBma2_A N NCTC_10247 7 1590531-1592103 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

6*Chr1_163_ISBma2_A N NCTC_10229 6 1592743-1594343 Chr1 ISBma2 CGCTTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

10*Chr1_104_ISBma2_A N PRL20 10 1594486-1596058 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

6*Chr1_164_ISBma2_B N NCTC_10229 6 1625978-1627550 Chr1 ISBma2 ATGCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCAGCCAGGCAGCCCGAGGGGCAGGCAGCC Y

9*Ch 1 25 ISB 9*Ch 1 28 ISB9*Chr1_25a_ISBma r _ a_ ma22 A_ R SAVP1 9 163290 1645563290- 4556 Ch 1 ISBChr1 ma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC #GCCCATGC #IS407A CCCGCGCGTCGCGCGG#IS407A N DN.D.

4*Chr1_104_ISBma2_A N gb8_horse_4 4 1639670-1641242 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

7*Chr1_50_ISBma2_A N NCTC_10247 7 1645048-1646622 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCGACGTACTC GGGGCGC Y

1*Chr1_104_ISBma2_A N ATCC_23344 1 1649393-1650965 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

6*Chr1_1a_ISBma26*Chr1_159b_ISBma2_A R NCTC_10229 6 1674101-1675677 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

2*Chr1_105a_ISBm2*Chr1_107a_ISBma2_A R fmh 2 1677003-1678575 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

2*Chr1_105b_ISBm2*Chr1_107b_ISBma2_A R fmh 2 1681054-1682626 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

3*Chr1_105a_ISBm3*Chr1_107a_ISBma2_A R JHU 3 1688841-1690413 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

8*Ch 1 105r _ a_IISB 8*Ch 1 107 ISBm r _ a_ ma2 A_ R 2002721280 82721280 168892288922-11690494 Ch 1 ISB4 r1 ma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG NCAAAACCC

3*Chr1_105b_ISBm3*Chr1_107b_ISBma2_A R JHU 3 1692892-1694464 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

8*Chr1_105b_ISBm8*Chr1_107b_ISBma2_A R 2002721280 8 1692973-1694545 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

5*Chr1_100_ISBma2_B N ATCC_10399 5 1712081-1713653 Chr1 ISBma2 GCGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAATGGGCCAATGGGCCGGAAACGGAATGGGCC Y

2*Chr1_108_ISBma2_A N fmh 2 1713107-1714679 Chr1 ISBma2 GCGTG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

5*Chr1_101_ISBma5*Chr1_102_ISBma2_A D ATCC_10399 5 1715094-1716666 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

2*Chr1_109_ISBma2_B N fmh 2 1717544-1719116 Chr1 ISBma2 AGGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGACGG GGGACGGCGGGACGCCGGGACGG Y

8*Chr1_108_ISBma2_A N 2002721280 8 1724386-1725958 Chr1 ISBma2 CGTGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

3*Chr1 108 ISBma2 A_ _ _ N JHU 3 1725497-1727069 Chr1 ISBma2 GCGTG CAGATTGCTGACAAAC2 ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

3*Chr1_109_ISBma2_B N JHU 3 1729934-1731506 Chr1 ISBma2 AGGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGACGG GGGACGGCGGGACGCCGGGACGG Y
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R NCT 10229 6 20 02255 ISB 2 AGGGGG ATGCTG TCCCAG AGCCCGCGAGCCCATTGGCCCTATCAGCCCGCG N

5*Ch 1 32 IS 2 A N ATC 10399 5 21 21 Ch ISB 2 TGTGTGCAGATTG ATGCTG TCCCAG GAGCGGC AGAGCGGCCCGAAGGCGAGCGGC N

9*Chr1 23 ISBma2 A N SAVP1 9 221439 223010 Chr1 ISBma CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCACCGCAGCGAAGGCTGACCGCAGC Y

10*Chr1_105a_ISBm10*Chr1_107a_ISBma2_A R PRL20 10 1731413-1732985 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCACCCGCTGGTTTCAGCGGGCGCTCCA N

9*Chr1_85_ISBma2_A N SAVP1 9 1732152-1733022 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAGCCAGCT#IS407A AGCCAGCT N.D.

9*Chr1_85-1_ISBma2_A N SAVP1 9 1733431-1734964 Chr1 ISBma2 GCCTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCACGCTGCGAGAAAGCCCGA#IS407A AGCCAGCTTGCGCTGGC#IS407A N.D.

10*Chr1_106_ISBma2_C N PRL20 10 1736522-1738094 Chr1 ISBma2 TCAGCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGGCCCCGTCAATACGGGGAAGCCCCG N

2*Chr1_110_ISBma2_A N fmh 2 1738590-1740041 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTG#IS407A AAGCCCTG N.D.

10*Chr1_105b_ISB 10*Chr1_107b_ISBma2_A R PRL20 10 1740573-1742147 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

8*Chr1_110_ISBma2_A N 2002721280 8 1747635-1749207 Chr1 ISBma2 TCCCGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCTGGCCCTGCGAGTGCAGG AAGCCCTG N

3*Chr1_110_ISBma2_A N JHU 3 1750695-1752146 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTG#IS407A AAGCCCTG N.D.

10*Chr1_108_ISBma2_A N PRL20 10 1771866-1773437 Chr1 ISBma2 CGTGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

10*Chr1_109_ISBma2_B N PRL20 10 1776302-1777874 Chr1 ISBma2 AGGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGACGGC GGACGGCGGGACGCCGGGACGGC Y

4*Chr1_105a_ISBm4*Chr1_107a_ISBma2_A R gb8_horse_4 4 1776616-1778188 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

4*Chr1_13a_ISBma4*Chr1_32b_ISBma2_A R gb8_horse_4 4 177854-179426 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

4*Chr1_105b_ISBm4*Chr1_107b_ISBma2_A R gb8_horse_4 4 1780667-1782239 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

1*Chr1_105a_ISBm1*Chr1_107a_ISBma2_A R ATCC_23344 1 1786992-1788564 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

1*Chr1_13a_ISBma1*Chr1_32b_ISBma2_A R ATCC_23344 1 178751-180323 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

6*Chr1_148_ISBma6*Chr1_159a_ISBma2_A D-R NCTC_10229 6 1787702-1789301 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

1*Chr1_105b_ISBm1*Chr1_107b_ISBma2_A R ATCC_23344 1 1791043-1792615 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

6*Chr1_151a_ISBma2_A R NCTC_10229 6 1796424-1797996 Chr1 ISBma2 ATTTCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTGCCCCGCTTCGGCGGG AACCCGCT N

8*Chr1_52_ISBma2_A N 2002721280 8 1796447-1798019 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

10*Chr1_110_ISBma2_A N PRL20 10 1797097-1798548 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTG#IS407A AAGCCCTG N.D.

5*Chr1_104_ISBma2_A N ATCC_10399 5 1803108-1804680 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

4*Chr1_108_ISBma2_A N gb8_horse_4 4 1812072-1813644 Chr1 ISBma2 GCGTG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

4*Chr1_109_ISBma2_B N gb8_horse_4 4 1816509-1818081 Chr1 ISBma2 AGGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGACGG GGGACGGCGGGACGCCGGGACGG Y

1*Chr1_108_ISBma2_A N ATCC_23344 1 1822448-1824020 Chr1 ISBma2 GCGTG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

1*Chr1_109_ISBma2_B N ATCC_23344 1 1826885-1828457 Chr1 ISBma2 AGGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGACGG GGGACGGCGGGACGCCGGGACGG Y

7*Chr1_121_ISBma2_A N NCTC_10247 7 183581-183721 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

4*Chr1_110_ISBma2_A N gb8_horse_4 4 1837077-1838528 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTG#IS407A AAGCCCTG N.D.

1*Chr1_110_ISBma2_A N ATCC_23344 1 1847646-1849097 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTG#IS407A AAGCCCTG N.D.

8*Chr1_50_ISBma2_A N 2002721280 8 1850947-1852519 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCGACGTACTC GGGGCGC Y
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5*Chr1_105a_ISBm5*Chr1_107a_ISBma2_A R ATCC_10399 5 1940356-1941928 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

h b h b5*Chr1_105b_ISBm5*C r1_107 _ISBma2_A R ATCC_10399 5 1944407-194597 h9 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

5*Chr1_108_ISBma2_A N ATCC_10399 5 1975805-1977377 Chr1 ISBma2 CGTGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

9*Chr1_101_ISBma9*Chr1_102_ISBma2_A D SAVP1 9 1977656-1979228 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

7*Chr1_120_ISBma2_A N NCTC_10247 7 198007-199579 Chr1 ISBma2 AGCCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

6*Chr1_90_ISBma2_A N NCTC_10229 6 199692-200879 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

7*Chr1_130_ISBma2_B N NCTC_10247 7 1998101-1999674 Chr1 ISBma2 GTCCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGATGAGGCGATGCGCGCAGCAGGCGATG Y

5*Chr1_110_ISBma2_A N ATCC_10399 5 1999400-2000851 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTG#IS407A AAGCCCTG N.D.

6*Chr1_155_ISBma2_B N NCTC_10229 6 2001853-2003425 Chr1 ISBma2 CCTTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCTGGAAGGCTGGAATCCCGGGA GGCTGGAA Y

6*Ch 1 22 ISB 2 A6*Chr1_22a_ISBma2_A R NCTC 10229 6C_ 202099620996-22022558 Ch 1 ISB8 Chr1 ma2 AGGGGGCAGGTCAAAC~~~~~ ATGCTGAAGACGCCCATGCCAGGTCAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AGCCCGCGAGCCCATTGGCCCTATCAGCCCGCG NCAAAACCC

7*Chr1_46a_ISBma2_A N NCTC_10247 7 2062315-2063887 Chr1 ISBma2 GGAAACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAAAAGCGCGCCCTAGGAAAAGCGC Y

9*Chr1_104_ISBma2_A N SAVP1 9 2065693-2067265 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

6*Chr1_19a_ISBma2_A N NCTC_10229 6 2089532-2091106 Chr1 ISBma2 GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGCGTCGCCAGCGGAG Y

7*Chr1_41_ISBma2_A N NCTC_10247 7 2106381-2107270 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

7*Chr1_39b_ISBma7*Chr1_44b_ISBma2_A R NCTC_10247 7 2113105-2114677 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

9*Chr1_148_ISBma9*Chr1_159a_ISBma2_A D-R SAVP1 9 21273-22845 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

10*Chr1_128_ISBma2_C N PRL20 10 2152775-2154347 Chr1 ISBma2 CCCCTTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCGCCCAAGCGCCCCGCTCGGGAAGCGCCC Y

5*Ch 1 32 ISBr _ a_ 2 ABma _ N ATCC 10399 5C_ 215734 2173065734- 7306 Ch 1 ISBr1 ma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA GAGCGGC AGAGCGGCCCGAAGGCGAGCGGC NCAAAACCC

7*Chr1_19b_ISBma7*Chr1_139a_ISBma2_A R NCTC_10247 7 2193940-2195512 Chr1 ISBma2 GCCCTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AAGCCCGGCGCATGGCAGCGGAG N

10*Chr1_13a_ISBm10*Chr1_32b_ISBma2_A R PRL20 10 219786-221358 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

9*Chr1_105a_ISBm9*Chr1_107a_ISBma2_A R SAVP1 9 2203072-2204644 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

8*Chr1_130_ISBma2_B N 2002721280 8 2203726-2205299 Chr1 ISBma2 GTCCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGATGAGGCGATGCGCGCAGCAGGCGATG Y

2*Chr1_46a_ISBma2_A N fmh 2 2204119-2205691 Chr1 ISBma2 AATACACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAAAAGCGCGCCCTAGGAAAAGCGC Y

9*Chr1_105b_ISBm9*Chr1_107b_ISBma2_A R SAVP1 9 2207123-2208695 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

6*Chr1_13b_ISBma6*Chr1_32a_ISBma2_A R NCTC_10229 6 2207258-2208830 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCAGAGCGGCCCGAAGGCAACGGACC N

9*Chr1 23a ISBma2 A_ a_ _ N SAVP1 9 221439 223010- Chr1 ISBma2 CGCGC CAGATTGCTGACAAAC2 ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCACCGCAGCGAAGGCTGACCGCAGC Y

3*Chr1_46a_ISBma2_A N JHU 3 2219579-2221151 Chr1 ISBma2 AATACACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAAAAGCGCGCCCTAGGAAAAGCGC Y



h h b

10*Ch 1 141 ISB 2 R PRL20 10 24 49248 ISB 2 GCCGC CAGATTG ATGCTG TCCCAG AGCCCGAAAGCCCGCGAGACGCGGAGCCCGAA N

1*Ch b SB 1*Ch b ISB 2 A R ATC 23344 1 25 52660 Ch ISB 2 CCTCCTCAGATTG ATGCTG TCCCAG AGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

7*Chr1 139b ISBm7*Chr1 141b ISBma A R NCTC 10247 7 2576418 2577992 Chr1 ISBma CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

9*Chr1_108_ISBma2_A N SAVP1 9 2238551-2240122 Chr1 ISBma2 CGTGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

9*Chr1_109_ISBma2_B N SAVP1 9 2242987-2244559 Chr1 ISBma2 AGGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGACGGC GGACGGCGGGACGCCGGGACGGC Y

2*Chr1_41_ISBma2_A N fmh 2 2248201-2249090 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

2*Chr1_39b_ISBma2*Chr1_44b_ISBma2_A R fmh 2 2254925-2256496 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

7*Chr1_22a_ISBma2_A R NCTC_10247 7 2262477-2264039 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCATTGGCCCTATCAGCCCGCG N

3*Chr1_41_ISBma2_A N JHU 3 2263558-2264447 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

9*Chr1_110_ISBma2_A N SAVP1 9 2263757-2265208 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTG#IS407A AAGCCCTG N

8*Chr1_46a_ISBma2_A N 2002721280 8 2267980-2269552 Chr1 ISBma2 GGAAACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAAAAGCGCGCCCTAGGAAAAGCGC Y

3*Chr1_39b_ISBma3*Chr1_44b_ISBma2_A R JHU 3 2270282-2271853 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

9*Chr1_52_ISBma2_A N SAVP1 9 2285906-2287478 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

10*Chr1_39a_ISBm10*Chr1_44a_ISBma2_A R PRL20 10 2287844-2289416 Chr1 ISBma2 ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCTCCAACCCGGCTGGAAGCC AGCCCTCC N

4*Chr1_46a_ISBma2_A N gb8_horse_4 4 2299455-2301027 Chr1 ISBma2 AATACACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAAAAGCGCGCCCTAGGAAAAGCGC Y

1*Chr1_46a_ISBma2_A N ATCC_23344 1 2311360-2312932 Chr1 ISBma2 AATACACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAAAAGCGCGCCCTAGGAAAAGCGC Y

8*Chr1_41_ISBma2_A N 2002721280 8 2311719-2312608 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

10*Chr1_41_ISBma2_A N PRL20 10 2315851-2316740 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

8*Chr1_39b_ISBma8*Chr1_44b_ISBma2_A R 2002721280 8 2318443-2320015 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

6*Chr1_13a_ISBma6*Chr1_32b_ISBma2_A R NCTC_10229 6 2330494-2332086 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

2*Chr1_139a_ISBm2*Chr1_141a_ISBma2_A R fmh 2 2335759-2337331 Chr1 ISBma2 GCCCTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGAACCGGCGCATGGCGCCGAGCCCGAA N

7*Chr1_13a_ISBma7*Chr1_32b_ISBma2_A R NCTC_10247 7 2338546-2340123 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

9*Chr1_50_ISBma2_A N SAVP1 9 2340294-2341866 Chr1 ISBma2 AGCGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCGACGTACTC GGGGCGC Y

4*Chr1_41_ISBma2_A N gb8_horse_4 4 2343434-2344323 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

10*Chr1_39b_ISBm10*Chr1_44b_ISBma2_A R PRL20 10 2344825-2346397 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

7*Chr1_118_ISBma2_A N NCTC_10247 7 234566-236138 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

4*Chr1_39b_ISBma4*Chr1_44b_ISBma2_A R gb8_horse_4 4 2350107-2351678 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

3*Chr1_139a_ISBm3*Chr1_141a_ISBma2_A R JHU 3 2351116-2352688 Chr1 ISBma2 GCCCTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGAACCGGCGCATGGCGCCGAGCCCGAA N

1*Chr1_41_ISBma2_A N ATCC_23344 1 2355339-2356228 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

2*Chr1_140_ISBma2_B N fmh 2 2357628-2359200 Chr1 ISBma2 GCGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGACGCCCCGGCCGGGGCACGCCCCG Y

1*Chr1_39b_ISBma1*Chr1_44b_ISBma2_A R ATCC_23344 1 2362064-2363635 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

3*Chr1_140_ISBma2_B N JHU 3 2372985-2374557 Chr1 ISBma2 GCGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGACGCCCCGGCCGGGGCACGCCCCG Y
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2*Chr1_139b_ISBm2*Chr1_141b_ISBma2_A R fmh 2 2418316-2419888 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

h4*C r1_139a_I hSBm4*C r1_141a_ISBma2_A R b hg 8_horse_4 4 2430897-243246 h9 Chr1 ISBma2 GCCCTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGAACCGGCGCATGGCGCCGAGCCCGAA N

3*Chr1_139b_ISBm3*Chr1_141b_ISBma2_A R JHU 3 2434455-2436027 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

7*Chr1_117a_ISBma2_A N NCTC_10247 7 243623-245215 Chr1 ISBma2 TCGACCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCGCCCGCTGGTTTCAGCGGAACCCGCG N

1*Chr1_139a_ISBm1*Chr1_141a_ISBma2_A R ATCC_23344 1 2442898-2444470 Chr1 ISBma2 GCCCTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGAACCGGCGCATGGCGCCGAGCCCGAA N

4*Chr1_140_ISBma2_B N gb8_horse_4 4 2452766-2454338 Chr1 ISBma2 GCGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGACGCCCCGGCCGGGGCACGCCCCG Y

5*Chr1_46a_ISBma2_A N ATCC_10399 5 2460834-2462406 Chr1 ISBma2 AATACACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAAAAGCGCGCCCTAGGAAAAGCGC Y

1*Chr1_140_ISBma2_B N ATCC_23344 1 2464767-2466339 Chr1 ISBma2 GCGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGACGCCCCGGCCGGGGCACGCCCCG Y

8*Chr1_139b_ISBm8*Chr1_141b_ISBma2_A R 2002721280 8 2478896-2480470 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

10*Ch 1 22b ISB 10*Ch 1 141 ISB10*Chr1_22b_ISBm r _ a_ m 2a _AA R PRL20 10 249091190911-22492483 Ch 1 ISB3 Chr1 ma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AGCCCGAAAGCCCGCGAGACGCGGAGCCCGAA NCAAAACCC

8*Chr1_155_ISBma2_B N 2002721280 8 2494952-2496499 Chr1 ISBma2 ~CTTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCTGGAAGGCTGGAATCCCGGGA GGCTGGAA Y

7*Chr1_32a_ISBma7*Chr1_141a_ISBma2_A R NCTC_10247 7 2496018-2497590 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGAAAGAGCGGCCCGAAGGCAGCCCGAA N

5*Chr1_41_ISBma2_A N ATCC_10399 5 2504830-2505719 Chr1 ISBma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCTCCACTGGAGGGCT#IS407A N.D.

9*Chr1_117a_ISBma2_A N SAVP1 9 2505752-2507325 Chr1 ISBma2 TTTCGACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTTCCAGAAAGACAAAACCCAACCCGCGAACCCGGCTGGAAGCC AACCCGCG N

5*Chr1_39b_ISBma5*Chr1_44b_ISBma2_A R ATCC_10399 5 2511431-2513003 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

4*Chr1_139b_ISBm4*Chr1_141b_ISBma2_A R gb8_horse_4 4 2513056-2514628 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

9*Chr1_118_ISBma2_A N SAVP1 9 2514844-2516416 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

1*Ch 1 139br1_139 _IISB 1*Ch 1 141b ISBm r1_141 _ ma2 A_ R ATCC 23344 1C_ 252502925029-22526601 Ch 1 ISB1 r1 ma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC NCAAAACCC

9*Chr1_22b_ISBma9*Chr1_141a_ISBma2_A R SAVP1 9 254941-256513 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGAAAGCCCGCGAGACGCGGAGCCCGAA N

9*Chr1_120_ISBma2_A N SAVP1 9 2551397-2552969 Chr1 ISBma2 AGCCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTTCCAGAAAGACAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

6*Chr1_39a_ISBma6*Chr1_46b_ISBma2_A R NCTC_10229 6 2558075-2559647 Chr1 ISBma2 GGAAACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCTCCAGCGCGCCCTAGGGCGAGCCCTCC N

2*Chr1_147_ISBma2_A D-R fmh 2 2563010-2564573 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCAAGCCCATTGGCCCTATAGGCGCCC N

8*Chr1_151b_ISBm8*Chr1_159b_ISBma2_A R 2002721280 8 2565718-2567265 Chr1 ISBma2 ~~~~~NNNNNNNNNNNNNNATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCA~~~~~~~~~~~~~~NGGGCCGCA N.D.

9*Chr1_121_ISBma2_A N SAVP1 9 2567255-2567395 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

10*Chr1_139b_ISB 10*Chr1_141b_ISBma2_A R PRL20 10 2571166-2572738 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCCGGCCCGAACCAGCGGTTCGGGGCCCGGC N

7*Chr1 139b ISBm7*Chr1 141b ISBma2_ _ _ _ A2_ R NCTC 10247 7_ 2576418-2577992 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAAC2 ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

3*Chr1_147_ISBma2_A D-R JHU 3 2579658-2581221 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCAAGCCCATTGGCCCTATAGGCGCCC N



2*Ch 1 1 ISB 22*Ch 1 159b ISB 2 A R 2 29 90172 ISB 2 AGCTGTCAGATTG ATGCTG TCCCAG GGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

9*Ch N SAVP1 9 29 95870 Ch ISB 2 TGAGCGCAGATTG ATGCTG TCCCAG AAGCGCCCAAGCGCCCTCGGGCGCAAGCGCCC Y

9*Chr1 19 ISB A N SAVP1 9 3005415 3006987 Chr1 ISBma GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGCGTCGCCAGCGGAG Y

5*Chr1_139a_ISBm5*Chr1_141a_ISBma2_A R ATCC_10399 5 2593046-2594618 Chr1 ISBma2 GCCCTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGAACCGGCGCATGGCGCCGAGCCCGAA N

5*Chr1_140_ISBma2_B N ATCC_10399 5 2614915-2616487 Chr1 ISBma2 GCGCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGACGCCCCGGCCGGGGCACGCCCCG Y

9*Chr1_46a_ISBma2_A N SAVP1 9 2618874-2620446 Chr1 ISBma2 AATACACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAGCGCAAAAGCGCGCCCTAGGAAAAGCGC Y

7*Chr1_1b_ISBma27*Chr1_19a_ISBma2_A R NCTC_10247 7 2622004-2623575 Chr1 ISBma2 GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTGAGGGCGTCGCCCTCCGAACCCGCT N

6*Chr1_130_ISBma2_B N NCTC_10229 6 2622284-2623857 Chr1 ISBma2 GTCCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGATGAGGCGATGCGCGCAGCAGGCGATG Y

8*Chr1_148_ISBma8*Chr1_159a_ISBma2_A D-R 2002721280 8 2648477-2650049 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

4*Chr1_147_ISBma2_A D-R gb8_horse_4 4 2657553-2659116 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCAAGCCCATTGGCCCTATAGGCGCCC N

1*Chr1_147_ISBma2_A D-R ATCC_23344 1 2669533-2671096 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCAAGCCCATTGGCCCTATAGGCGCCC N

5*Chr1_139b_ISBm5*Chr1_141b_ISBma2_A R ATCC_10399 5 2675065-2676637 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCCCGAACCAGCGGTTCGGAGCCCGGC N

10*Chr1_139a_ISBm10*Chr1_147_ISBma2_A D-R PRL20 10 2714631-2716203 Chr1 ISBma2 GCCCTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCCCGGCGCATGGCGCCGAGGCGCCC N

10*Chr1_138_ISBma2_C N PRL20 10 2727692-2728537 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGC# #contig_brAAGCCCATTGGCCCTAT#contig_br N.D.

2*Chr1_151a_ISBma2_A N fmh 2 2742888-2744460 Chr1 ISBma2 AGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTAAGCGGCCTTTCGGCCGAGCCCGCT N

8*Chr1_151a_ISBma2_A R 2002721280 8 2747570-2749142 Chr1 ISBma2 ATTTCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTGCCCCGCTTCGGCGGG AACCCGCT N

7*Chr1_23b_ISBma7*Chr1_151a_ISBma2_A R NCTC_10247 7 2756502-2758099 Chr1 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTACCGCAGCGAAGGCTGAACCCGCT N

3*Chr1_151a_ISBma2_A N JHU 3 2758991-2760563 Chr1 ISBma2 AGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTAAGCGGCCTTTCGGCCGAGCCCGCT N

9*Chr1_13a_ISBma9*Chr1_32b_ISBma2_A R SAVP1 9 2763087-2764659 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

2*Chr1_1b_ISBma2_A R fmh 2 2776259-2777831 Chr1 ISBma2 ATTTCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTGCCCCGCTTCGGCGGG AACCCGCT N

7*Chr1_24_ISBma2_A N NCTC_10247 7 2784533-2786105 Chr1 ISBma2 GGCAA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCCAACCCGCCTCGGAGGC AACCCGCC Y

2*Chr1_148_ISBma2*Chr1_159a_ISBma2_A D-R fmh 2 2784984-2786556 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

8*Chr1_3_ISBma2_C N 2002721280 8 2785321-2786893 Chr1 ISBma2 AAAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGGCAGCCCGGCATGAGCCGAGCCCGGC Y

3*Chr1_1b_ISBma2_A R JHU 3 2791386-2792958 Chr1 ISBma2 ATTTCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTGCCCCGCTTCGGCGGG AACCCGCT N

2*Chr1_39a_ISBma2*Chr1_117b_ISBma2_A R fmh 2 279549-281121 Chr1 ISBma2 TTTCGACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCTCAACCCGGCTGGAAGCC AAGCCCTC N

3*Chr1_148_ISBma3*Chr1_159a_ISBma2_A D-R JHU 3 2800111-2801683 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

3*Chr1_39a_ISBma3*Chr1_117b_ISBma2_A R JHU 3 280544-282116 Chr1 ISBma2 TTTCGACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCTCAACCCGGCTGGAAGCC AAGCCCTC N

8*Chr1_39a_ISBma8*Chr1_117b_ISBma2_A R 2002721280 8 280947-282519 Chr1 ISBma2 TCGACCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCTCCCCCGCTGGTTTCAGCGGAGCCCTCC N

7*Chr1_25a_ISBma7*Chr1_28a_ISBma2_A R NCTC_10247 7 2814990-2816561 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTCCCGCGCGTCGCGCGGAGCCCGCT N

5*Chr1_147_ISBma2_A D-R ATCC_10399 5 2818680-2820243 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCAAGCCCATTGGCCCTATAGGCGCCC N

8*Chr1_1a_ISBma2_A N 2002721280 8 2824135-2825706 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTCCCGCTGGTTTCAGCGGAACCCGCT N

4*Chr1_151a_ISBma2_A N gb8_horse_4 4 2834020-2835592 Chr1 ISBma2 AGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTAAGCGGCCTTTCGGCCGAGCCCGCT N
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7*Chr1_25b_ISBma7*Chr1_28b_ISBma2_A R NCTC_10247 7 2867420-2868994 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

h8*Chr1_164_ISBma2_B N 2002721280 8 2872259-287383 h1 Chr1 ISBma2 ATGCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCAGCCAGGCAGCCCGAGGGGCAGGCAGCC Y

4*Chr1_148_ISBma4*Chr1_159a_ISBma2_A D-R gb8_horse_4 4 2875168-2876717 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

1*Chr1_1b_ISBma2_A R ATCC_23344 1 2879914-2881486 Chr1 ISBma2 ATTTCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTGCCCCGCTTCGGCGGG AACCCGCT N

9*Chr1_13b_ISBma9*Chr1_32a_ISBma2_A R SAVP1 9 2884897-2886468 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCAGAGCGGCCCGAAGGCAACGGACC N

2*Chr1_118_ISBma2_A N fmh 2 288595-290167 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

1*Chr1_148_ISBma1*Chr1_159a_ISBma2_A D-R ATCC_23344 1 2888639-2890211 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

10*Chr1_151a_ISBma2_A N PRL20 10 2889009-2890581 Chr1 ISBma2 AGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTAAGCGGCCTTTCGGCCGAACCCGCT N

10*Chr1_1b_ISBma2_A R PRL20 10 2896600-2898131 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~GGTCAGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCT#IS407A AACCCGCT N.D.

2*Ch 1 1 ISBr _ a_ 22*Ch 1 159b ISBma r _ _ ma2 A_ R f h 2fmh 290014900149-22901721 Ch 1 ISB1 Chr1 ma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA GGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA NCAAAACCC

8*Chr1_118_ISBma2_A N 2002721280 8 290022-291594 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

3*Chr1_118_ISBma2_A N JHU 3 290199-291771 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

10*Chr1_148_ISBm10*Chr1_159a_ISBma2_A D-R PRL20 10 2904760-2906332 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

8*Chr1_163_ISBma2_A N 2002721280 8 2905615-2907162 Chr1 ISBma2 ~~~~~CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

5*Chr1_151a_ISBma2_A N ATCC_10399 5 2907488-2909060 Chr1 ISBma2 AGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTAAGCGGCCTTTCGGCCGAGCCCGCT N

3*Chr1_1a_ISBma23*Chr1_159b_ISBma2_A R JHU 3 2915891-2917463 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

7*Chr1_1a_ISBma27*Chr1_159b_ISBma2_A R NCTC_10247 7 2928340-2929912 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

9*Ch 1 17 ISB 2 Cr1_17_ISBma2_C N SAVP1 9 295713557135-22958707 Ch 1 ISB7 r1 ma2 TGAGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AAGCGCCCAAGCGCCCTCGGGCGCAAGCGCCC YCAAAACCC

6*Chr1_50_ISBma2_A N NCTC_10229 6 2971768-2973340 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCGACGTACTC GGGGCGC Y

7*Chr1_164_ISBma2_B N NCTC_10247 7 2976463-2978010 Chr1 ISBma2 ~~~~~CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCAGCCAGGCAGCCCGAGGGGCAGGCAGCC Y

2*Chr1_163_ISBma2_A N fmh 2 2979940-2981512 Chr1 ISBma2 CGCTTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

8*Chr1_25b_ISBma8*Chr1_28b_ISBma2_A R 2002721280 8 2983988-2985560 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

4*Chr1_1a_ISBma24*Chr1_159b_ISBma2_A R gb8_horse_4 4 2988475-2990047 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

3*Chr1_163_ISBma2_A N JHU 3 2996311-2997883 Chr1 ISBma2 CGCTTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

1*Chr1_1a_ISBma21*Chr1_159b_ISBma2_A R ATCC_23344 1 3002230-3003802 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

9*Chr1 19a ISBma2_ a_ Ama2_ N SAVP1 9 3005415-3006987 Chr1 ISBma2 GCACG CAGATTGCTGACAAAC2 ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGCGTCGCCAGCGGAG Y

7*Chr1_163_ISBma2_A N NCTC_10247 7 3009753-3011300 Chr1 ISBma2 ~~~~~CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y



h h b

9*Ch 1 163 IS 2 A N SAVP1 9 32 28502 ISB 2 CGCTTCCAGATTG ATGCTG TCCCAG TGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

4*Ch b IS 4*Ch b ISB A R b h 4 33 33460 Ch ISB 2 CGCGC CAGATTG ATGCTG TCCCAG AACGGACCACCGCAGCGAAGGCTGAACGGACC N

2*Chr1 19 ISB A N fmh 2 3368613 3370185 Chr1 ISBma CACGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGGCGTCGCAGCGGAG N

6*Chr1_52_ISBma2_A N NCTC_10229 6 3026236-3027808 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

5*Chr1_1b_ISBma2_A R ATCC_10399 5 3029164-3030736 Chr1 ISBma2 ATTTCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTGCCCCGCTTCGGCGGG AACCCGCT N

8*Chr1_25a_ISBma8*Chr1_28a_ISBma2_A R 2002721280 8 3036431-3038003 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTCCCGCGCGTCGCGCGGAGCCCGCT N

5*Chr1_148_ISBma5*Chr1_159a_ISBma2_A D-R ATCC_10399 5 3037889-3039461 Chr1 ISBma2 GGATTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

10*Chr1_1a_ISBma10*Chr1_159b_ISBma2_A R PRL20 10 3039719-3041290 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

8*Chr1_23a_ISBma8*Chr1_24_ISBma2_A D 2002721280 8 3066888-3068460 Chr1 ISBma2 GGCAA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCACCCGCCTCGGAGGCGACCGCAGC N

4*Chr1_163_ISBma2_A N gb8_horse_4 4 3068266-3069838 Chr1 ISBma2 CGCTTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

9*Chr1_22a_ISBma2_A R SAVP1 9 3073996-3075559 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCATTGGCCCTATCAGCCCGCG N

6*Chr1_110_ISBma2_A N NCTC_10229 6 3075066-3076638 Chr1 ISBma2 TCCCGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCTGGCCCTGCGAGTGCAGG AAGCCCTG N

1*Chr1_163_ISBma2_A N ATCC_23344 1 3082021-3083593 Chr1 ISBma2 CGCTTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

6*Chr1_108_ISBma2_A N NCTC_10229 6 3098671-3100243 Chr1 ISBma2 CGTGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCTTCGGCGCC GGGGCGC Y

8*Chr1_22b_ISBma8*Chr1_147_ISBma2_A D-R 2002721280 8 3100401-3101948 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCAGCCCGCGAGACGCGGAGGCGCCC N

10*Chr1_163_ISBma2_A N PRL20 10 3119525-3121095 Chr1 ISBma2 CGCTTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

6*Chr1_105b_ISBm6*Chr1_107b_ISBma2_A R NCTC_10229 6 3130076-3131648 Chr1 ISBma2 AACGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

6*Chr1_105a_ISBm6*Chr1_107a_ISBma2_A R NCTC_10229 6 3134127-3135699 Chr1 ISBma2 TCGGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGCCCGCTGGTTTCAGCGGAAGCCCCG N

2*Chr1_25b_ISBma2*Chr1_28b_ISBma2_A R fmh 2 3135195-3136770 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

7*Chr1_148_ISBma7*Chr1_159a_ISBma2_A D-R NCTC_10247 7 3140775-3142376 Chr1 ISBma2 ~~~~~CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGGGCCGCATGAAGCGAGGCCCCG N

8*Chr1_144_ISBma2_B N 2002721280 8 3145687-3147259 Chr1 ISBma2 GCGGCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCCGAGCCCGCGCATGCGGGAGGCCCCG N

7*Chr1_23a_ISBma2_A R NCTC_10247 7 3149499-3151071 Chr1 ISBma2 ATTTCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCGCCCCGCTTCGGCGGG ACCGCAGC N

3*Chr1_25b_ISBma3*Chr1_28b_ISBma2_A R JHU 3 3152397-3153972 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

9*Chr1_151a_ISBma2_A N SAVP1 9 3162470-3164042 Chr1 ISBma2 AGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCTAAGCGGCCTTTCGGCCGAACCCGCT N

5*Chr1_163_ISBma2_A N ATCC_10399 5 3169120-3170692 Chr1 ISBma2 CGCTTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCTGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG Y

7*Chr1_22b_ISBma7*Chr1_147_ISBma2_A D-R NCTC_10247 7 3182889-3184461 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCAGCCCGCGAGACGCGGAGGCGCCC N

2*Chr1_25a_ISBma2*Chr1_28a_ISBma2_A R fmh 2 3187985-3189557 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTCCCGCGCGTCGCGCGGAGCCCGCT N

3*Chr1_25a_ISBma3*Chr1_28a_ISBma2_A R JHU 3 3204878-3206450 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTCCCGCGCGTCGCGCGGAGCCCGCT N

8*Chr1_13b_ISBma8*Chr1_32a_ISBma2_A R 2002721280 8 3218859-3220433 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCAGAGCGGCCCGAAGGCAACGGACC N

2*Chr1_24_ISBma2_A N fmh 2 3218895-3220466 Chr1 ISBma2 GGCAA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCCAACCCGCCTCGGAGGC AACCCGCC Y

4*Chr1_25b_ISBma4*Chr1_28b_ISBma2_A R gb8_horse_4 4 3222056-3223631 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

7*Chr1_144_ISBma2_B N NCTC_10247 7 3228362-3229936 Chr1 ISBma2 GCGGCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCGCGCATGCGGGAGCCCGCG Y
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2*Chr1_13b_ISBma2*Chr1_23b_ISBma2_A R fmh 2 3247169-3248741 Chr1 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCACCGCAGCGAAGGCTGAACGGACC N

h5*C r1_1a_ISB h bma25*C r1_159 _ISBma2_A R ATCC_10399 5 3248886-325045 h7 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

2*Chr1_120_ISBma2_A N fmh 2 325136-326708 Chr1 ISBma2 AGCCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

3*Chr1_13b_ISBma3*Chr1_23b_ISBma2_A R JHU 3 3265431-3267003 Chr1 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCACCGCAGCGAAGGCTGAACGGACC N

8*Chr1_120_ISBma2_A N 2002721280 8 326581-328153 Chr1 ISBma2 AGCCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

3*Chr1_120_ISBma2_A N JHU 3 326740-328312 Chr1 ISBma2 AGCCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

6*Chr1_104_ISBma2_A N NCTC_10229 6 3271547-3273119 Chr1 ISBma2 TACCCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGCGCACCGGCGCATTCGCGCCACCGGCGC Y

10*Chr1_25b_ISBm10*Chr1_28b_ISBma2_A R PRL20 10 3271661-3273235 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

4*Chr1_25a_ISBma4*Chr1_28a_ISBma2_A R gb8_horse_4 4 3274537-3276109 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTCCCGCGCGTCGCGCGGAGCCCGCT N

9*Ch 1 163 ISBr _ _ 2 ABma _ N SAVP1 9 328345883458-33285029 Ch 1 ISB9 Chr1 ma2 CGCTTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA TGCTCGCGTGCTCGCGAAGGCGAG TGCTCGCG YCAAAACCC

1*Chr1_25a_ISBma1*Chr1_28a_ISBma2_A R ATCC_23344 1 3288285-3289857 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTCCCGCGCGTCGCGCGGAGCCCGCT N

2*Chr1_16_ISBma2_B N fmh 2 3304741-3306313 Chr1 ISBma2 CAAGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGAGCACCGGAGCGCGAGGCTACCGGAGC Y

4*Chr1_24_ISBma2_A N gb8_horse_4 4 3305019-3306590 Chr1 ISBma2 GGCAA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCCAACCCGCCTCGGAGGC AACCCGCC Y

5*Chr1_25b_ISBma5*Chr1_28b_ISBma2_A R ATCC_10399 5 3309804-3311376 Chr1 ISBma2 CGCCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCCGCCTGTCGCAGGACGGCG AGGCCCGC N

1*Chr1_24_ISBma2_A N ATCC_23344 1 3318742-3320313 Chr1 ISBma2 GGCAA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCCAACCCGCCTCGGAGGC AACCCGCC Y

3*Chr1_16_ISBma2_B N JHU 3 3322942-3324514 Chr1 ISBma2 CAAGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGAGCACCGGAGCGCGAGGCTACCGGAGC Y

10*Chr1_25a_ISBm10*Chr1_28a_ISBma2_A R PRL20 10 3325434-3326700 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGC# #IS407A CCCGCGCGTCGCGCGG#IS407A N.D.

4*Ch 1 13b ISBr1_13 _ 4*Ch 1 23b ISBBma r1_23 _ ma22 A_ R b8g h 4 48_ orse_4 333303633036-33334608 Ch 1 ISB8 r1 ma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AACGGACCACCGCAGCGAAGGCTGAACGGACC NCAAAACCC

8*Chr1_19a_ISBma2_A N 2002721280 8 3336593-3338164 Chr1 ISBma2 GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGAGGAGCGGAGGGCGTCGCCACCGGAGG N

1*Chr1_13b_ISBma1*Chr1_23b_ISBma2_A R ATCC_23344 1 3346749-3348321 Chr1 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCACCGCAGCGAAGGCTGAACGGACC N

10*Chr1_24_ISBma2_A N PRL20 10 3356063-3357634 Chr1 ISBma2 GGCAA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCCAACCCGCCTCGGAGGC AGCCCGCC N

9*Chr1_139b_ISBm9*Chr1_141b_ISBma2_A R SAVP1 9 335753-337325 Chr1 ISBma2 CCTCCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCCGGCCCGAACCAGCGGTTCGGGGCCCGGC N

6*Chr1_101_ISBma6*Chr1_102_ISBma2_A D NCTC_10229 6 3359529-3361101 Chr1 ISBma2 GCATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGTTAGGCCCGCCGAAGCGGGGGCCGTT N

5*Chr1_25a_ISBma5*Chr1_28a_ISBma2_A R ATCC_10399 5 3362254-3363825 Chr1 ISBma2 TCGAATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCTCCCGCGCGTCGCGCGGAGCCCGCT N

9*Chr1_1a_ISBma29*Chr1_159b_ISBma2_A R SAVP1 9 3363178-3364749 Chr1 ISBma2 AGCTGTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGCCGCACCCGCTGGTTTCAGCGGGGGCCGCA N

2*Chr1 19a ISBma2_ a_ Ama2_ N fmh 2 3368613-3370185 Chr1 ISBma2 CACGG CAGATTGCTGACAAAC2 ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGGCGTCGCAGCGGAG N

3*Chr1_19a_ISBma2_A N JHU 3 3387044-3388616 Chr1 ISBma2 GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGCGTCGCCAGCGGAG Y



4*Ch 1 117 ISB 2 A R b8 h 4 4 51 51 ISB 2 ACGGC CAGATTG ATGCTG TCCCAG AACCCGCGAACCCGGCTGGAAGCC AACCCGCG N

9*Ch N SAVP1 9 57 57 Ch ISB 2 AATCAGCAGATTG ATGCTG # #IS407A CCCTCCACTGGAGGGCT#IS407A

9*Chr1 39 ISBma9*Chr1 44 ISBma2 A R SAVP1 9 693678 695250 Chr1 ISBma ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCTCCAACCCGGCTGGAAGCC AGCCCTCC N

4*Chr1_16_ISBma2_B N gb8_horse_4 4 3388601-3390173 Chr1 ISBma2 CAAGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGAGCACCGGAGCGCGAGGCTACCGGAGC Y

5*Chr1_24_ISBma2_A N ATCC_10399 5 3392781-3394352 Chr1 ISBma2 GGCAA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCCAACCCGCCTCGGAGGC AACCCGCC Y

7*Chr1_13b_ISBma7*Chr1_151b_ISBma2_A R NCTC_10247 7 3400063-3401662 Chr1 ISBma2 ~~~~~CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCAAGCGGCCTTTCGGCCGAACGGACC N

1*Chr1_16_ISBma2_B N ATCC_23344 1 3402607-3404179 Chr1 ISBma2 CAAGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGAGCACCGGAGCGCGAGGCTACCGGAGC Y

8*Chr1_22a_ISBma2_A R 2002721280 8 3403054-3404616 Chr1 ISBma2 ~~~~~AGGGGGCAGGTCAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCATTGGCCCTATCAGCCCGCG N

2*Chr1_121_ISBma2_A N fmh 2 340994-341134 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

5*Chr1_13b_ISBma5*Chr1_23b_ISBma2_A R ATCC_10399 5 3421617-3423189 Chr1 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCACCGCAGCGAAGGCTGAACGGACC N

8*Chr1_121_ISBma2_A N 2002721280 8 342439-342579 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

3*Chr1_121_ISBma2_A N JHU 3 342598-342738 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

4*Chr1_19a_ISBma2_A N gb8_horse_4 4 3452144-3453716 Chr1 ISBma2 GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGCGTCGCCAGCGGAG Y

1*Chr1_19a_ISBma2_A N ATCC_23344 1 3466142-3467714 Chr1 ISBma2 GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGCGTCGCCAGCGGAG Y

10*Chr1_19a_ISBma2_A N PRL20 10 3468840-3470412 Chr1 ISBma2 GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGGAG AGCGGAGGGCGTCGCCAGCGGAG Y

7*Chr1_155_ISBma2_B N NCTC_10247 7 3470928-3472505 Chr1 ISBma2 CCTTCACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCTGGAAGGCTGGAATCCCGGGA GGCTGGAA Y

2*Chr1_23a_ISBma2*Chr1_32a_ISBma2_A R fmh 2 3472335-3473907 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCAGAGCGGCCCGAAGGCACCGCAGC N

5*Chr1_16_ISBma2_B N ATCC_10399 5 3477498-3479070 Chr1 ISBma2 CAAGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGGAGCACCGGAGCGCGAGGCTACCGGAGC N

9*Chr1_1b_ISBma2_A R SAVP1 9 3479600-3481131 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~GGTCAGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCT#IS407A AACCCGCT N.D.

3*Chr1_23a_ISBma3*Chr1_32a_ISBma2_A R JHU 3 3492452-3494024 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCAGAGCGGCCCGAAGGCACCGCAGC N

2*Chr1_22a_ISBma2_A N fmh 2 3507025-3508597 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCGCGAGACGCGGAGCCCGCG Y

3*Chr1_22a_ISBma2_A N JHU 3 3527903-3529475 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCGCGAGACGCGGAGCCCGCG Y

2*Chr1_44a_ISBma2*Chr1_117a_ISBma2_A R fmh 2 393333-394905 Chr1 ISBma2 ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCGAACCCGGCTGGAAGCC AACCCGCG N

3*Chr1_44a_ISBma3*Chr1_117a_ISBma2_A R JHU 3 394492-396064 Chr1 ISBma2 ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCGAACCCGGCTGGAAGCC AACCCGCG N

8*Chr1_44a_ISBma8*Chr1_117a_ISBma2_A R 2002721280 8 396339-397912 Chr1 ISBma2 ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCGAACCCGGCTGGAAGCC AACCCGCG N

10*Chr1_118_ISBma2_A N PRL20 10 400418-401990 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

4*Chr1_39a_ISBma4*Chr1_117b_ISBma2_A R gb8_horse_4 4 401987-403559 Chr1 ISBma2 TTTCGACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCTCAACCCGGCTGGAAGCC AAGCCCTC N

1*Chr1_39a_ISBma1*Chr1_117b_ISBma2_A R ATCC_23344 1 403674-405246 Chr1 ISBma2 TTTCGACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCTCAACCCGGCTGGAAGCC AAGCCCTC N

4*Chr1_118_ISBma2_A N gb8_horse_4 4 411034-412606 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

1*Chr1_118_ISBma2_A N ATCC_23344 1 412720-414292 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

10*Chr1_120_ISBma2_A N PRL20 10 436971-438543 Chr1 ISBma2 AGCCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTTCCAGAAAGACAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

5*Chr1_39a_ISBma5*Chr1_117b_ISBma2_A R ATCC_10399 5 440655-442227 Chr1 ISBma2 TTTCGACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCTCAACCCGGCTGGAAGCC AAGCCCTC N
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2 AGCCA CAGATTG

CTGACAAACATGCTG

CTGACAAACATGCTG

AAGAC

AAGAC

GCCCATGCTCCCAG

GCCCATGCTCCCAG

AAAGA

AAAGA

CAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

CAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

5*Chr1_118_ISBma2_A N ATCC_10399 5 449701-451273 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

h10*Chr1_121_ISBma2_A N PRL20 10 452829-452969 hChr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

10*Chr1_123_ISBma2_C N PRL20 10 454308-455880 Chr1 ISBma2 TGCGATCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCCAGCCCGCCTGAAGAGGAGCCCGCC Y

4*Chr1_121_ISBma2_A N gb8_horse_4 4 463433-463573 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

1*Chr1_121_ISBma2_A N ATCC_23344 1 465119-465259 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

9*Chr1_139a_ISBm9*Chr1_147_ISBma2_A D-R SAVP1 9 479288-480860 Chr1 ISBma2 GCCCTCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGCCCCCGGCGCATGGCGCCGAGGCGCCC N

5*Chr1_120_ISBma2_A N ATCC_10399 5 486272-487844 Chr1 ISBma2 AGCCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

10*Chr1_117a_ISBma2_A N PRL20 10 489817-491390 Chr1 ISBma2 TTTCGACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTTCCAGAAAGACAAAACCCAACCCGCGAACCCGGCTGGAAGCC AACCCGCG N

5*Chr1_121_ISBma2_A N ATCC_10399 5 502130-502270 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

4*Ch 1 44 ISB 4*Ch 1 117 ISB4*Chr1_44a_ISBma r _ a_ ma2 A_ R b8g h 4 4_ orse_ 515358 5169305358- 6930 Ch 1 ISBChr1 ma2 ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AACCCGCGAACCCGGCTGGAAGCC AACCCGCG NCAAAACCC

3*Chr1_13a_ISBma3*Chr1_32b_ISBma2_A R JHU 3 51562-53134 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

1*Chr1_44a_ISBma1*Chr1_117a_ISBma2_A R ATCC_23344 1 517013-518585 Chr1 ISBma2 ACGGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCGAACCCGGCTGGAAGCC AACCCGCG N

2*Chr1_13a_ISBma2*Chr1_32b_ISBma2_A R fmh 2 51985-53557 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

8*Chr1_13a_ISBma8*Chr1_32b_ISBma2_A R 2002721280 8 52889-54461 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGAGCGGC GACCGCGTGGGCGGTCGAGCGGC N

5*Chr1_13a_ISBma5*Chr1_23a_ISBma2_A R ATCC_10399 5 53180-54752 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCGACCGCGTGGGCGGTCACCGCAGC N

5*Chr1_44a_ISBma5*Chr1_117a_ISBma2_A R ATCC_10399 5 556580-558152 Chr1 ISBma2 GCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCGAAAACCCGGCTGGAAGAACCCGCG N

2*Chr1_50_ISBma2_A N fmh 2 575878-577450 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCGACGTACTC GGGGCGC Y

9*Ch 1 41 ISB 2 Ar1_41_ISBma2_A N SAVP1 9 576498 5773876498- 7387 Ch 1 ISBr1 ma2 AATCAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC #GCCCATGC #IS407A CCCTCCACTGGAGGGCT#IS407A N DN.D.

3*Chr1_50_ISBma2_A N JHU 3 579136-580708 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGNGGGGCGCGACGTACTC GGGGCGN Y

9*Chr1_39b_ISBma9*Chr1_44b_ISBma2_A R SAVP1 9 583222-584794 Chr1 ISBma2 GCAGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAAAACCCCCGCCCGCTCCGGGCG AAAAACCC N

4*Chr1_23a_ISBma4*Chr1_32a_ISBma2_A R gb8_horse_4 4 58363-59935 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCAGAGCGGCCCGAAGGCACCGCAGC N

1*Chr1_23a_ISBma1*Chr1_32a_ISBma2_A R ATCC_23344 1 58691-60263 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACCGCAGCAGAGCGGCCCGAAGGCACCGCAGC N

2*Chr1_52_ISBma2_A N fmh 2 631884-633456 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

3*Chr1_52_ISBma2_A N JHU 3 635378-636950 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

10*Chr1_50_ISBma2_A N PRL20 10 668438-670010 Chr1 ISBma2 AGCGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCC#contig_brGGGGGCGCGACGTACT#contig_br N

9*Chr1 39a ISBma9*Chr1 44a ISBma2_ a_ _ a_ A_ R SAVP1 9 693678 695250- Chr1 ISBma2 ACGGC CAGATTGCTGACAAAC2 ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCTCCAACCCGGCTGGAAGCC AGCCCTCC N

4*Chr1_50_ISBma2_A N gb8_horse_4 4 693979-695542 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCC#contig_brGGGGCGCGACGTACTC #contig_br N.D.



Chromosome

G

2*Chr2_49_IS407A_A N Bm_fmh 2 1052180-1053415

8*Chr2_10a_IS407A8*Chr2_15b_IS407A_A R Bm_200272128 8 1052451-1053615

A4*Ch 2 48 IS407A R B 8 h 4 10 05774 IS407A GACAG TGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCGGCAGCACGCC CGGC N

G

G

G

G

G

G

G

N B 8 h 4 10 09269 IS407A GCCGC TGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGGAAAGGC GGGC GAAA N

G

G

G

G

G

G

G

6*Chr2 15 IS407A6*Chr2 18 IS407A A D R B NCTC 1022 6 1128849 1130084 Chr2 IS407A AGACC TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

G

1*Chr1_50_ISBma2_A N ATCC_23344 1 699018-700590 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCGACGTACTC GGGGCGC Y

10*Chr1_52_ISBma2_A N PRL20 10 722740-724312 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

5*Chr1_50_ISBma2_A N ATCC_10399 5 735242-736814 Chr1 ISBma2 GCGAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGGGCGC GGGGCGCGACGTACTC GGGGCGC Y

4*Chr1_52_ISBma2_A N gb8_horse_4 4 749747-751319 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

1*Chr1_52_ISBma2_A N ATCC_23344 1 754776-756348 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

5*Chr1_52_ISBma2_A N ATCC_10399 5 789822-791394 Chr1 ISBma2 CCGGA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGGCCGCACGGCCGCGCTCACGC ACGGCCGC Y

5*Chr1_22a_ISBma2_A N ATCC_10399 5 86761-88333 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCGCGAGACGCGGAGCCCGCG Y

10*Chr1_13b_ISBm10*Chr1_32a_ISBma2_A R PRL20 10 86972-88544 Chr1 ISBma2 TGTGTGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACGGACCAGAGCGGCCCGAAGGCAACGGACC N

6*Chr1_117a_ISBma2_A N NCTC_10229 6 915696-917293 Chr1 ISBma2 TCGACCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACCCGCGCCCGCTGGTTTCAGCGGAACCCGCG N

4*Chr1_22a_ISBma2_A N gb8_horse_4 4 91845-93417 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCGCGAGACGCGGAGCCCGCG Y

1*Chr1_22a_ISBma2_A N ATCC_23344 1 92218-93790 Chr1 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCCCGCGAGCCCGCGAGACGCGGAGCCCGCG Y

6*Chr1_118_ISBma2_A N NCTC_10229 6 924787-926359 Chr1 ISBma2 CGATCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCCAAGGCGCCGCGGCAAGAAGGCGCC Y

7*Chr1_90_ISBma2_A N NCTC_10247 7 960223-961410 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAAGCCCG#IS407A AAAGCCCG N.D.

6*Chr1_120_ISBma2_A N NCTC_10229 6 962586-964158 Chr1 ISBma2 AGCCA CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCGCCCCGGCGCCCCGCAAGGGGGGCGCCCC Y

6*Chr1_121_ISBma2_A N NCTC_10229 6 978444-978584 Chr1 ISBma2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCAAGCCCTT#IS407A AAGCCCTT N.D.

Chromosome 2 2

IS 407 A

5'-ext 5'-IR orfA intergenic region orfB 3'-IR 3'-ext 5'-DR 3'-DR get duplicates

TGACCTGCCCCCT AGGGGGCAGGTCA

10*Chr2_51_IS407A_A N Bm_PRL20 10 1000862-1002097 Chr2 IS407A CGGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

5*Chr2_42_IS407A_A N Bm_ATCC_1039 5 1004926-1006161 Chr2 IS407A ATCGACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

4*Chr2_51_IS407A_A N Bm_gb8_horse_ 4 1009373-1010608 Chr2 IS407A CGGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

3*Chr2_52_IS407A_A N Bm_JHU 3 1011830-1013065 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCCGTCACGGGAT CCGT N

10*Chr2_38_IS407A10*Chr2_50_IS407A_B D-R Bm_PRL20 10 1013932-1015167 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCGCGAGACGAAC CGCG N

1*Chr2_51_IS407A_A N Bm_ATCC_2334 1 1014356-1015591 Chr2 IS407A CGGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

6*Chr2_23_IS407A_A D-R Bm_NCTC_1022 6 1017427-1018662 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGATGGATTTCGAT ATGG N

10*Chr2_39_IS407A10*Chr2_44b_IS407A_A R Bm_PRL20 10 1023389-1024624 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCATGCGCCCGCC CATG N

4*Chr2_49_IS407A_A N Bm_gb8_horse_ 4 1028731-1029966 Chr2 IS407A CCCAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGAGCGACGCCCCA AGCG N

2*Chr2_51_IS407A_A N Bm_fmh 2 1031221-1032456 Chr2 IS407A CGGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

4*Chr2_72_IS407A_A

1*Chr2_72_IS407A_A

N

N

Bm_g

Bm_A

b8_horse_

TCC_2334

4 10

1 10

3170-10

3191-10

4405

4426

Chr2 IS407A

Chr2 IS407A

CACATGTGACCTG

CACATGTGACCTG

CCCCC~TAC ATGAAG

CCCCC~TAC ATGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGATGGATAGATG GATG Y

AAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGATGGATAGATG GATG Y

1*Chr2_49_IS407A_A N Bm_ATCC_2334 1 1033957-1035192 Chr2 IS407A CCCAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGAGCGACGCCCCA AGCG N

8*Chr2_17_IS407A_8*Chr2_38_IS407A_A D-R Bm_200272128 8 1036615-1037850 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGTGCGCTTGAAC GTGC N

7*Chr2_42_IS407A_A N Bm_NCTC_1024 7 1039995-1041230 Chr2 IS407A ATCGACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

7*Chr2_72_IS407A_A N Bm_NCTC_1024 7 104501-105736 Chr2 IS407A CACATGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGATGGATAGATG GATG Y

6*Chr2_28_IS407A_6*Chr2_31b_IS407A_A D Bm_NCTC_1022 6 104943-106178 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGATGCTCGATC CGAT N

Chr2 IS407A CCCAACTGACCTGCCCCC~TAC ATGAAGAAGCG

Chr2 IS407A #contig~~~~~~~~~~~~~~~NNNAAGAAGCG

CTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGAGCGACGCCCCA AGCG N

CTTTACG GCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGACAGTTTT reak ACAG N

4*Ch 2 44b IS407A4*Ch 2 48 IS407A4*Chr2_44b_IS407 r _ _ _AA R B bm_g 8 hb _ orse_ 4 105651256512-11057747 Ch 2 IS407A7 Chr2 GACAG TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCGGCAGCACGCC CGGC N

10*Chr2_45_IS407A_B N Bm_PRL20 10 1057806-1059041 Chr2 IS407A CGGGCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCCCTTT GCCC N

1*Chr2_44b_IS407A1*Chr2_48_IS407A_A R Bm_ATCC_2334 1 1061754-1062989 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCAGCACGCC CGGC N

8*Chr2_10b_IS407A_A R Bm_200272128 8 106411-107646 Chr2 IS407A GCCTCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTGCTAGGCGG TTTG N

8*Chr2_9a_IS407A_A N Bm_200272128 8 1069857-1071092 Chr2 IS407A CATGCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCCAAG CAAG Y

2*Chr2_44b_IS407A2*Chr2_48_IS407A_A R Bm_fmh 2 1080393-1081628 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCAGCACGCC CGGC N

8*Chr2_55_IS407A_A D-R Bm_200272128 8 108421-109656 Chr2 IS407A AGCGTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGAGTTCTGCCC GGAG N

10*Chr2_46_IS407A_C N Bm_PRL20 10 1091241-1092476 Chr2 IS407A GGCGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAGCAGATCAGC CAGC Y

4*Ch 2 45 IS407A B4*Chr2_45_IS407A_B N B bm_g 8 hb _ orse_ 4 109145991459-11092694 Ch 2 IS407A4 Chr2 GCCGC TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGAAAGGC GGGC GAAA N

3*Chr2_51_IS407A_A N Bm_JHU 3 1092993-1094228 Chr2 IS407A CGGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

5*Chr2_40_IS407A_5*Chr2_41_IS407A_B D Bm_ATCC_1039 5 1093117-1094352 Chr2 IS407A GAAGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACTGCAGCG CGAA N

1*Chr2_45_IS407A_B N Bm_ATCC_2334 1 1096730-1097965 Chr2 IS407A GCCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAAGGC GGGC GAAA N

10*Chr2_2_IS407A_10*Chr2_73_IS407A_A D-R Bm_PRL20 10 111417-112652 Chr2 IS407A CGCTGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

3*Chr2_49_IS407A_A N Bm_JHU 3 1114839-1116074 Chr2 IS407A CCCAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGCGACGCCCCA AGCG N

2*Chr2_45_IS407A_B N Bm_fmh 2 1115369-1116604 Chr2 IS407A GCCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAAGGC GGGC GAAA N

2*Chr2_72_IS407A_A N Bm_fmh 2 112416-113651 Chr2 IS407A CACATGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGGATAGATG GATG Y

6*Chr2 15a IS407A_ a_ 6*Chr2 18 IS407A_ _ _A D R- Bmm_NCTC 1022_ 6 1128849-1130084 Chr2 IS407A AGACC TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGG~ GCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

10*Chr2_44a_IS40710*Chr2_48_IS407A_A D-R Bm_PRL20 10 1135654-1136889 Chr2 IS407A CGATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGGGGTAAGCGG AGGG N
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1*Ch 2 41 IS407A D B TCC 2334 1 14 41395 IS407A GAAGGTGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCGAACTGCAGCG CGAA N
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3*Ch 3*Ch 2 38 IS407A B HU 3 14 47000 Ch IS407A GTCCAGTGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGGTCCAGCAGAAC GTCC N
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10*Chr2 6 IS407A A N B PRL20 10 1504574 1505809 Chr2 IS407A GCGCA TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

G

3*Chr2_72_IS407A_A N Bm_JHU 3 113583-114818 Chr2 IS407A CACATGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGGATAGATG GATG Y

3*Chr2_44b_IS407A3*Chr2_48_IS407A_A D-R Bm_JHU 3 1143190-1144425 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCAGCACGCC CGGC N

7*Chr2_44a_IS407A_A N Bm_NCTC_1024 7 1145841-1147076 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGGGGTAACGCC AGGG N

5*Chr2_33_IS407A_5*Chr2_38_IS407A_A D-R Bm_ATCC_1039 5 1160971-1162206 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCAGAAC GTCC N

3*Chr2_45_IS407A_B N Bm_JHU 3 1178167-1179402 Chr2 IS407A GCCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAAGGC GGGC GAAA N

9*Chr2_44a_IS407A_A R Bm_SAVP1 9 117856-119091 Chr2 IS407A CGATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGGGGTAAGCGG AGGG N

8*Chr2_6_IS407A_A N Bm_200272128 8 1188221-1189456 Chr2 IS407A GCGCA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

8*Chr2_13b_IS407A8*Chr2_57b_IS407A_A R Bm_200272128 8 1194967-1196202 Chr2 IS407A CAAGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTTCCC GGTT ATCT N

5*Chr2_31b_IS407A_A R Bm_ATCC_1039 5 1198234-1199469 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGAGTTCTGATC GGAG N

5*Chr2_13a_IS407A_A R Bm_ATCC_1039 5 1200293-1201483 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGNNNNNNNNNNNN# CTCG # N.D.

5*Chr2_10a_IS407A_A N Bm_ATCC_1039 5 1214324-1215557 Chr2 IS407A CGCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCACGCCAGCTT TCAC N

4*Chr2_27_IS407A_4*Chr2_44a_IS407A_A D-R Bm_gb8_horse_ 4 1219713-1220948 Chr2 IS407A CTGGCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGGGGTAACGAG AGGG N

1*Chr2_27_IS407A_1*Chr2_44a_IS407A_A D-R Bm_ATCC_2334 1 1225576-1226811 Chr2 IS407A CTGGCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGGGGTAACGAG AGGG N

5*Chr2_9b_IS407A_5*Chr2_31a_IS407A_A R Bm_ATCC_1039 5 1236549-1237784 Chr2 IS407A CATGCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGCCAAG GATC N

10*Chr2_42_IS407A_A N Bm_PRL20 10 1242592-1243827 Chr2 IS407A ATCGACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

9*Chr2_2_IS407A_A9*Chr2_73_IS407A_A D-R Bm_SAVP1 9 1244526-1245761 Chr2 IS407A CGCTGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

2*Chr2_27_IS407A_2*Chr2_44a_IS407A_A D-R Bm_fmh 2 1246300-1247535 Chr2 IS407A CTGGCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGGGGTAACGAG AGGG N

5*Chr2_70_IS407A_A N Bm_ATCC_1039 5 125421-126656 Chr2 IS407A CAACACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACCGCGGTAC GTAC Y

7*Chr2_48_IS407A_A N Bm_NCTC_1024 7 1257060-1258295 Chr2 IS407A CATTCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCGCTCGGCCG GCCG Y

9*Chr2_72_IS407A_A N Bm_SAVP1 9 1267326-1268561 Chr2 IS407A CACATGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGGATAGATG GATG Y

7*Chr2_49_IS407A_A N Bm_NCTC_1024 7 1284838-1286073 Chr2 IS407A CCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGCGACGCAGCG AGCG Y

5*Chr2_26_IS407A_5*Chr2_27_IS407A_A D Bm_ATCC_1039 5 1298656-1299890 Chr2 IS407A CTGGCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGGATACCGAG CTGG N

7*Chr2_51_IS407A_A N Bm_NCTC_1024 7 1306894-1308129 Chr2 IS407A CGGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

6*Chr2_3_IS407A_A6*Chr2_76_IS407A_A D-R Bm_NCTC_1022 6 1307203-1308438 Chr2 IS407A GGGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGATG TCTT N

3*Chr2_27_IS407A_A D-R Bm_JHU 3 1310457-1311650 Chr2 IS407A CTGGCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC GGGACNNNNNCACAC #contig_brCGAG #con N

3*Chr2_42_IS407A_A D-R Bm_JHU 3 1311687-1312631 Chr2 IS407A #contig~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCGGCCreak CTGC N

4*Chr2_42_IS407A_A N Bm_gb8_horse_ 4 1318264-1319499 Chr2 IS407A ATCGACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

10*Chr2_70_IS407A10*Chr2_76_IS407A_A D-R Bm_PRL20 10 132158-133393 Chr2 IS407A CAACACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGTAC TCTT N

1*Chr2_42_IS407A_A N Bm_ATCC_2334 1 1324421-1325656 Chr2 IS407A ATCGACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

10*Chr2_40_IS407A10*Chr2_41_IS407A

9*Chr2_70_IS407A_A

_B D

N

Bm_P

Bm_S

RL20

AVP1

10 13

9 13

30658-1

34773-1

33189

33600

3 Chr2 IS407A

8 Chr2 IS407A

GAAGGTGACCTG

CAACACTGACCTG

CCCCC~TAC ATGAAG

CCCCC~TAC ATGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGCGAACTGCAGCG CGAA N

AGGGACTTTGCTAGAAGGTACCGCGGTAC GTAC Y

8*Chr2_58_IS407A_A N Bm_200272128 8 1343603-1344838 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCGGGCCGAC ATCC N

h8*C r2_34_IS4 h07A_8*C r2_54_IS407A_A D-R Bm_200272128 8 134525-135760 hChr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATAGACGAGG GGAT N

2*Chr2_42_IS407A_A N Bm_fmh 2 1349579-1350814 Chr2 IS407A ATCGACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

7*Chr2_52_IS407A_A N Bm_NCTC_1024 7 1386349-1387584 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTCACGGGGAT CGTC N

5*Chr2_51_IS407A_A N Bm_ATCC_1039 5 1390265-1391500 Chr2 IS407A CGGCC TGACCTGCCCCT~TACA TGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

3*Chr2_40_IS407A_3*Chr2_41_IS407A_B D Bm_JHU 3 1401133-1402368 Chr2 IS407A GAAGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACTGCAGCG CGAA N

4*Chr2_40_IS407A_4*Chr2_41_IS407A_B D Bm_gb8_horse_ 4 1406420-1407655 Chr2 IS407A GAAGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACTGCAGCG CGAA N

5*Chr2_49_IS407A_A N Bm_ATCC_1039 5 1410524-1411759 Chr2 IS407A CCCAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGCGACGCCCCA AGCG N

7*Chr2_33_IS407A_7*Chr2_53_IS407A_A D-R Bm_NCTC_1024 7 1411874-1413109 Chr2 IS407A GTGCCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCAACGG GTCC N

1*Ch 2 40 IS407A 1*Ch 2 41 IS407A1*Chr2_40_IS407A_ r _ _ _BB D Bm_AATCC 2334_ 1 141271712717-11413952 Ch 2 IS407A2 Chr2 GAAGGTGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCGAACTGCAGCG CGAA N

6*Chr2_33_IS407A_6*Chr2_53_IS407A_A D-R Bm_NCTC_1022 6 142183-143418 Chr2 IS407A GTGCCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCAACGG GTCC N

9*Chr2_67_IS407A_9*Chr2_68_IS407A_A N Bm_SAVP1 9 1432613-1433848 Chr2 IS407A CACGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

5*Chr2_24_IS407A_5*Chr2_48_IS407A_A D-R Bm_ATCC_1039 5 1438414-1439649 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCAGCACCAC CGGC N

2*Chr2_40_IS407A_2*Chr2_41_IS407A_B D Bm_fmh 2 1439497-1440732 Chr2 IS407A GAAGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACTGCAGCG CGAA N

7*Chr2_28_IS407A_7*Chr2_31b_IS407A_A D Bm_NCTC_1024 7 1449126-1450361 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGATGCTCGATC CGAT N

8*Chr2_59_IS407A_A N Bm_200272128 8 1453446-1454681 Chr2 IS407A CCGCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

5*Chr2_52_IS407A_A N Bm_ATCC_1039 5 1465100-1466335 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGTCACGGGAT CCGT N

3*Ch 2 33 IS407A 3*Ch 2 38 IS407Ar2_33_IS407A_ r _ _ _AA D RD-R Bm_JJHU 3 146877468774-11470009 Ch 2 IS407A9 r2 GTCCAGTGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGTCCAGCAGAAC GTCC N

4*Chr2_33_IS407A_4*Chr2_38_IS407A_A D-R Bm_gb8_horse_ 4 1474062-1475297 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCAGAAC GTCC N

8*Chr2_60_IS407A_8*Chr2_61_IS407A_A D Bm_200272128 8 1474566-1475801 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCACGTG CGAC N

1*Chr2_33_IS407A_1*Chr2_38_IS407A_A D-R Bm_ATCC_2334 1 1480359-1481594 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCAGAAC GTCC N

5*Chr2_9a_IS407A_5*Chr2_53_IS407A_A D-R Bm_ATCC_1039 5 1489755-1490990 Chr2 IS407A GCGCA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCCATC CAAG N

9*Chr2_62b_IS407A9*Chr2_75_IS407A_A D-R Bm_SAVP1 9 1496137-1497372 Chr2 IS407A CTAGATTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACGGTCCGATC CACG N

7*Chr2_26_IS407A_7*Chr2_27_IS407A_A D Bm_NCTC_1024 7 1497556-1498791 Chr2 IS407A GGTTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTCGGCGCGTCG CTCG N

8*Chr2_62a_IS407A8*Chr2_74_IS407A_A D-R Bm_200272128 8 1498717-1499952 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N

10*Chr2 6 IS407A_ _ A_ N Bmm_PRL20 10 1504574-1505809 Chr2 IS407A GCGCA TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGG~ GCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

3*Chr2_9a_IS407A_3*Chr2_31b_IS407A_A D-R Bm_JHU 3 1506899-1508134 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCGATC CAAG N
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6*Chr2 59 IS407A A N B NCTC 1022 6 1884128 1885363 Chr2 IS407A CCGCG TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

G

2*Chr2_33_IS407A_2*Chr2_38_IS407A_A D-R Bm_fmh 2 1507138-1508373 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCAGAAC GTCC N

4*Chr2_9a_IS407A_4*Chr2_31b_IS407A_A D-R Bm_gb8_horse_ 4 1511310-1512545 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCGATC CAAG N

10*Chr2_13b_IS40710*Chr2_57b_IS407A_A R Bm_PRL20 10 1511320-1512555 Chr2 IS407A CAAGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTTCCC GGTT ATCT N

1*Chr2_9a_IS407A_1*Chr2_31b_IS407A_A D-R Bm_ATCC_2334 1 1517607-1518842 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCGATC CAAG N

5*Chr2_8_IS407A_C N Bm_ATCC_1039 5 1523165-1524400 Chr2 IS407A CGCAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATTGCCTCATT CATT Y

6*Chr2_1_IS407A_B N Bm_NCTC_1022 6 1531434-1532669 Chr2 IS407A CCAGA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCGAATCGGC CGGC Y

7*Chr2_24_IS407A_7*Chr2_56_IS407A_A D-R Bm_NCTC_1024 7 1533196-1534431 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTCCAC CATC N

2*Chr2_9a_IS407A_2*Chr2_31b_IS407A_A D-R Bm_fmh 2 1544910-1546145 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCGATC CAAG N

9*Chr2_60_IS407A_9*Chr2_74_IS407A_A D-R Bm_SAVP1 9 1575233-1576468 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGCGTG CGGC N

6*Chr2_2_IS407A_A6*Chr2_73_IS407A_A D-R Bm_NCTC_1022 6 1576904-1578139 Chr2 IS407A CGCTGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

8*Chr2_62b_IS407A8*Chr2_75_IS407A_A D-R Bm_200272128 8 1577349-1578382 Chr2 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGATCAIS407A? GTCG N.D.

9*Chr2_59_IS407A_A N Bm_SAVP1 9 1596353-1597588 Chr2 IS407A CCGCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

6*Chr2_70_IS407A_6*Chr2_72_IS407A_A D-R Bm_NCTC_1022 6 1599659-1600894 Chr2 IS407A CAACACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGGATAGTAC GATG N

5*Chr2_13b_IS407A5*Chr2_57b_IS407A_A R Bm_ATCC_1039 5 1605359-1606594 Chr2 IS407A TATCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCAAAAGAT AACC N

8*Chr2_66_IS407A_8*Chr2_70_IS407A_A D-R Bm_200272128 8 1608602-1609837 Chr2 IS407A TCAGTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACCGCGTGGC GTAC N

4*Chr2_6_IS407A_A N Bm_gb8_horse_ 4 1629828-1631063 Chr2 IS407A GCGCA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

3*Chr2_6_IS407A_A N Bm_JHU 3 1631118-1632353 Chr2 IS407A GCGCA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

1*Chr2_6_IS407A_A N Bm_ATCC_2334 1 1636309-1637544 Chr2 IS407A GCGCA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

4*Chr2_13b_IS407A4*Chr2_57b_IS407A_A R Bm_gb8_horse_ 4 1636577-1637812 Chr2 IS407A CGCAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCAAATCGG AACC N

3*Chr2_13b_IS407A3*Chr2_57b_IS407A_A R Bm_JHU 3 1637867-1639102 Chr2 IS407A CGCAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCAAATCGG AACC N

7*Chr2_37_IS407A_7*Chr2_57a_IS407A_A D-R Bm_NCTC_1024 7 1637908-1639143 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

1*Chr2_13b_IS407A1*Chr2_57b_IS407A_A R Bm_ATCC_2334 1 1643058-1644293 Chr2 IS407A CGCAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCAAATCGG AACC N

10*Chr2_58_IS407A_A N Bm_PRL20 10 1657072-1658307 Chr2 IS407A GCCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGAGCAGGAT GTCG N

2*Chr2_6_IS407A_A N Bm_fmh 2 1666791-1668026 Chr2 IS407A GCGCA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

2*Chr2_13b_IS407A2*Chr2_57b_IS407A_A R Bm_fmh 2 1673540-1674775 Chr2 IS407A CGCAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAACCCAAATCGG AACC N

8*Chr2_72_IS407A_A N Bm_200272128 8 1675954-1677189 Chr2 IS407A CACATGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGGATAGATG GATG Y

6*Chr2_52_IS407A_A N Bm_NCTC_1022 6 167708-168943 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTCACGGGGAT CGTC N

6*Chr2_67_IS407A_6*Chr2_68_IS407A_A N Bm_NCTC_1022 6 1697435-1698670 Chr2 IS407A CACGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

8*Chr2_2_IS407A_A8*Chr2_73_IS407A_A D-R Bm_200272128 8 1698785-1700020 Chr2 IS407A CGCTGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

4*Chr2_70_IS4

1*Chr2_70_IS4

07A_A

07A_A

N

N

Bm_g

Bm_A

b8_horse_

TCC_2334

4 17

1 17

0287-17

0594-17

1522

1829

Chr2 IS407A

Chr2 IS407A

CAACACTGACCTG

CAACACTGACCTG

CCCCC~TAC ATGAAG

CCCCC~TAC ATGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGGTACCGCGGTAC GTAC Y

AGGGACTTTGCTAGAAGGTACCGCGGTAC GTAC Y

9*Chr2_58_IS407A_A D-R Bm_SAVP1 9 1705942-1707177 Chr2 IS407A GTTAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGAGCAAGTG GTCG N

h9*Chr2_13a_IS407A_A D-R Bm_SAVP1 9 1716760-171799 h5 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATGCGCCCTCG CATG N

7*Chr2_35_IS407A_A N Bm_NCTC_1024 7 1717195-1718430 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCAGCACATC CATC Y

7*Chr2_70_IS407A_A N Bm_NCTC_1024 7 171756-172991 Chr2 IS407A CAACACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACCGCGGTAC GTAC Y

9*Chr2_9b_IS407A_A D-R Bm_SAVP1 9 1718700-1719935 Chr2 IS407A CATGCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTGCTAGCAAG TTTG N

6*Chr2_66_IS407A_B N Bm_NCTC_1022 6 1728529-1729764 Chr2 IS407A TCAGTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGGCAGTGTGGC TGGC Y

8*Chr2_1_IS407A_B N Bm_200272128 8 1744280-1745515 Chr2 IS407A CCAGA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCGAATCGGC CGGC Y

5*Chr2_58_IS407A_A N Bm_ATCC_1039 5 1752839-1754074 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCGGGCCGAC ATCC N

10*Chr2_19_IS407A_B N Bm_PRL20 10 1759323-1760558 Chr2 IS407A TTATGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGTATTTGGGT GGGT Y

6*Ch 2 62b IS407Ar _ _ 6*Ch 2 75 IS407A407A r _ _ _AA D RD-R Bm_NNCTC 1022_ 6 175998559985-11761018 Ch 2 IS407A8 Chr2 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGA~~~~~~ CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGTCGATCAIS407A? GTCG N DN.D.

7*Chr2_34_IS407A_7*Chr2_54_IS407A_A D-R Bm_NCTC_1024 7 1782102-1783337 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATAGACGAGG GGAT N

4*Chr2_58_IS407A_A N Bm_gb8_horse_ 4 1783542-1784777 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCGGGCCGAC ATCC N

1*Chr2_58_IS407A_A N Bm_ATCC_2334 1 1790656-1791891 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCGGGCCGAC ATCC N

10*Chr2_15a_IS40710*Chr2_18_IS407A_A D-R Bm_PRL20 10 1794050-1795285 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

3*Chr2_58_IS407A_A N Bm_JHU 3 1796992-1798227 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCGGGCCGAC ATCC N

2*Chr2_70_IS407A_A N Bm_fmh 2 180094-181329 Chr2 IS407A CAACACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACCGCGGTAC GTAC Y

7*Chr2_17_IS407A_7*Chr2_55_IS407A_A D-R Bm_NCTC_1024 7 1808233-1809468 Chr2 IS407A GTAAATTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTGCGCTTCCCC GTGC N

7*Ch 2 15b IS407Ar2_15 _ A407A_ R Bm_NNCTC 1024_ 7 182406724067-11825302 Ch 2 IS407A2 r2 CGCGC TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGACAGTTTT GCTT ACAG N

2*Chr2_58_IS407A_A N Bm_fmh 2 1824347-1825582 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCGGGCCGAC ATCC N

6*Chr2_62a_IS407A6*Chr2_74_IS407A_A D-R Bm_NCTC_1022 6 1838857-1840092 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N

8*Chr2_15a_IS407A8*Chr2_18_IS407A_A D-R Bm_200272128 8 1852506-1853741 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

5*Chr2_59_IS407A_A N Bm_ATCC_1039 5 1862557-1863793 Chr2 IS407A CCGCG TGACCTGCCCCCcTACAATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

6*Chr2_60_IS407A_6*Chr2_61_IS407A_A D Bm_NCTC_1022 6 1863008-1864243 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCACGTG CGAC N

7*Chr2_23_IS407A_A D-R Bm_NCTC_1024 7 1875193-1876428 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATGGATTTCGAT ATGG N

5*Chr2_20a_IS407A5*Chr2_60_IS407A_A D-R Bm_ATCC_1039 5 1883678-1884913 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACACCTCGTG GTAC N

6*Chr2 59 IS407A A_ _ _ N Bmm_NCTC 1022_ 6 1884128-1885363 Chr2 IS407A CCGCG TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGG~ GCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

4*Chr2_59_IS407A_A N Bm_gb8_horse_ 4 1892984-1894219 Chr2 IS407A CCGCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N



G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

G

h G

G

G

G

G

G

G

G

1*Ch 2 68 IS407A N B TCC 2334 1 26 26 IS407A CACGCATGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

G

G

G

G

G

G

G

6*Ch 2 48 IS4 A N B CTC 1022 6 29 29 Ch IS407A CATTCCTGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGGCCGCTCGGCCG GCCG Y

G

G

G

G

G

G

G

7*Chr2 1 IS407A B N B NCTC 1024 7 36098 37333 Chr2 IS407A CCAGA TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCGGCGAATCGGC CGGC Y

G

1*Chr2_59_IS407A_A N Bm_ATCC_2334 1 1900428-1901663 Chr2 IS407A CCGCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

3*Chr2_59_IS407A_A N Bm_JHU 3 1908125-1909360 Chr2 IS407A CCGCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

4*Chr2_20a_IS407A4*Chr2_60_IS407A_A D-R Bm_gb8_horse_ 4 1913865-1915100 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACACCTCGTG GTAC N

5*Chr2_15a_IS407A5*Chr2_18_IS407A_A D-R Bm_ATCC_1039 5 1919751-1920986 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

1*Chr2_20a_IS407A1*Chr2_60_IS407A_A D-R Bm_ATCC_2334 1 1921548-1922783 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACACCTCGTG GTAC N

3*Chr2_20a_IS407A3*Chr2_60_IS407A_A D-R Bm_JHU 3 1929245-1930480 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACACCTCGTG GTAC N

2*Chr2_59_IS407A_A N Bm_fmh 2 1936651-1937886 Chr2 IS407A CCGCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

4*Chr2_15a_IS407A4*Chr2_18_IS407A_A D-R Bm_gb8_horse_ 4 1949938-1951173 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

1*Chr2_15a_IS407A1*Chr2_18_IS407A_A D-R Bm_ATCC_2334 1 1957621-1958856 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

2*Chr2_20a_IS407A2*Chr2_60_IS407A_A D-R Bm_fmh 2 1957771-1959006 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACACCTCGTG GTAC N

3*Chr2_15a_IS407A3*Chr2_18_IS407A_A D-R Bm_JHU 3 1965318-1966553 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

10*Chr2_3_IS407A_10*Chr2_72_IS407A_A D-R Bm_PRL20 10 1972722-1973957 Chr2 IS407A AGTCGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGGATAGGGT GATG N

7*Chr2_15a_IS407A7*Chr2_18_IS407A_A D-R Bm_NCTC_1024 7 1986607-1987842 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

8*Chr2_35_IS407A_A N Bm_200272128 8 199085-200320 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCAGCACATC CATC Y

2*Chr2_15a_IS407A2*Chr2_18_IS407A_A D-R Bm_fmh 2 1993844-1995079 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

6*Chr2_58_IS407A_A N Bm_NCTC_1022 6 1994016-1995251 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCGGGCCGAC ATCC N

6*Chr2_10b_IS407A_A R Bm_NCTC_1022 6 20142-21377 Chr2 IS407A GCCTCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTTTGCTAGGCGG TTTG N

8*Chr2_3_IS407A_A8*Chr2_76_IS407A_A D-R Bm_200272128 8 2030650-2031885 Chr2 IS407A GGGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGATG TCTT N

3*Chr2_70_IS407A_A N Bm_JHU 3 207666-208901 Chr2 IS407A CAACACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTACCGCGGTAC GTAC Y

5*Chr2_3_IS407A_A5*Chr2_76_IS407A_A D-R Bm_ATCC_1039 5 2097872-2099107 Chr2 IS407A AGTCGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGGGT TCTT N

4*Chr2_3_IS407A_A4*Chr2_76_IS407A_A D-R Bm_gb8_horse_ 4 2128166-2129401 Chr2 IS407A AGTCGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGGGT TCTT N

1*Chr2_3_IS407A_A1*Chr2_76_IS407A_A D-R Bm_ATCC_2334 1 2135943-2137178 Chr2 IS407A AGTCGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGGGT TCTT N

6*Chr2_13b_IS407A6*Chr2_57b_IS407A_A R Bm_NCTC_1022 6 2142275-2143510 Chr2 IS407A CAAGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTTCCC GGTT ATCT N

3*Chr2_3_IS407A_A3*Chr2_76_IS407A_A D-R Bm_JHU 3 2146619-2147854 Chr2 IS407A AGTCGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGGGT TCTT N

6*Chr2_6_IS407A_A N Bm_NCTC_1022 6 2149021-2150256 Chr2 IS407A GCGCA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

7*Chr2_3_IS407A_A7*Chr2_76_IS407A_A D-R Bm_NCTC_1024 7 2164773-2166008 Chr2 IS407A GGGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGATG TCTT N

2*Chr2_3_IS407A_A2*Chr2_76_IS407A_A D-R Bm_fmh 2 2173035-2174270 Chr2 IS407A AGTCGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGGGT TCTT N

6*Chr2_24_IS407A_A D-R Bm_NCTC_1022 6 22152-23387 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGAGTTCTCCAC GGAG N

5*Chr2_67_IS407A_5*Chr2_68_IS407A_A N Bm_ATCC_1039 5 223244-224479 Chr2 IS407A CACGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

9*Chr2_42_IS4

4*Chr2_81_IS4
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ATCGACTGACCTG

AGTTCGTGACCTG
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AAGCG
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CTTTACGGGCCCG

CTTTACGGGCCCG
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CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

AGGGACTTTGCTAGAAGACGCCATTACGC ACGC Y

1*Chr2_81_IS407A_B N Bm_ATCC_2334 1 2267062-2268297 Chr2 IS407A AGTTCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGCCATTACGC ACGC Y

h6*C r2_9a_IS407A_A N Bm_NCTC_1022 6 2267886-226912 h1 Chr2 IS407A CATGCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCCAAG CAAG Y

3*Chr2_81_IS407A_B N Bm_JHU 3 2282239-2283474 Chr2 IS407A AGTTCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGCCATTACGC ACGC Y

10*Chr2_67_IS407A10*Chr2_68_IS407A_A N Bm_PRL20 10 228919-230154 Chr2 IS407A CACGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

5*Chr2_72_IS407A_A N Bm_ATCC_1039 5 2293242-2294477 Chr2 IS407A CACATGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATGGATAGATG GATG Y

2*Chr2_81_IS407A_B N Bm_fmh 2 2307475-2308710 Chr2 IS407A AGTTCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACGCCATTACGC ACGC Y

5*Chr2_2_IS407A_A5*Chr2_73_IS407A_A D-R Bm_ATCC_1039 5 2316126-2317361 Chr2 IS407A CGCTGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

6*Chr2_51_IS407A_A N Bm_NCTC_1022 6 247301-248536 Chr2 IS407A CGGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

4*Chr2_67_IS407A_4*Chr2_68_IS407A_A N Bm_gb8_horse_ 4 267595-268830 Chr2 IS407A CACGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

1*Ch 2 67 IS407A 1*Ch 2 68 IS407A1*Chr2_67_IS407A_ r _ _ _AA N Bm_AATCC 2334_ 1 268389 2696248389- 9624 Ch 2 IS407AChr2 CACGCATGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

6*Chr2_49_IS407A_A N Bm_NCTC_1022 6 269225-270460 Chr2 IS407A CCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGCGACGCAGCG AGCG Y

7*Chr2_67_IS407A_7*Chr2_68_IS407A_A N Bm_NCTC_1024 7 269548-270783 Chr2 IS407A CACGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

2*Chr2_67_IS407A_2*Chr2_68_IS407A_A N Bm_fmh 2 277886-279121 Chr2 IS407A CACGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

8*Chr2_37_IS407A_8*Chr2_57a_IS407A_A D-R Bm_200272128 8 278376-279611 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

5*Chr2_62b_IS407A5*Chr2_75_IS407A_A D-R Bm_ATCC_1039 5 284510-285543 Chr2 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGATCAIS607A? GTCG N.D.

10*Chr2_75_IS407A_A D-R Bm_PRL20 10 291658-292532 Chr2 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC # #IS407A IS607A? #IS4 N.D.

10*Chr2_62b_IS407A_A R Bm_PRL20 10 292289-293524 Chr2 IS407A CTAGATTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCACGGTCCGATC CACG N

6*Ch 2 48 IS407Ar _ _ A07A_ N Bm_NNCTC 1022_ 6 297003 2982387003- 8238 Ch 2 IS407Ar2 CATTCCTGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGGCCGCTCGGCCG GCCG Y

7*Chr2_66_IS407A_B N Bm_NCTC_1024 7 300642-301877 Chr2 IS407A TCAGTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTGGCAGTGTGGC TGGC Y

3*Chr2_67_IS407A_3*Chr2_68_IS407A_A N Bm_JHU 3 306238-307473 Chr2 IS407A CACGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCTGCCGGGTC CCCT N

9*Chr2_40_IS407A_9*Chr2_41_IS407A_B D Bm_SAVP1 9 311876-313111 Chr2 IS407A GAAGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACTGCAGCG CGAA N

4*Chr2_62b_IS407A4*Chr2_75_IS407A_A D-R Bm_gb8_horse_ 4 328902-329935 Chr2 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGATCAIS607A? GTCG N.D.

1*Chr2_62b_IS407A1*Chr2_75_IS407A_A D-R Bm_ATCC_2334 1 329696-330729 Chr2 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGATCAIS607A? GTCG N.D.

7*Chr2_62b_IS407A7*Chr2_75_IS407A_A D-R Bm_NCTC_1024 7 332069-333102 Chr2 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGATCAIS607A? GTCG N.D.

2*Chr2_62b_IS407A2*Chr2_75_IS407A_A D-R Bm_fmh 2 339193-340226 Chr2 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGATCAIS607A? GTCG N.D.

7*Chr2 1 IS407A_ _ B_ N Bmm_NCTC 1024_ 7 36098 37333- Chr2 IS407A CCAGA TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGG~ GCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGCGGCGAATCGGC CGGC Y

5*Chr2_62a_IS407A5*Chr2_74_IS407A_A D-R Bm_ATCC_1039 5 363336-364571 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N
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3*Ch 2 23 IS4 A B HU 3 54 55 IS407A AATGGATGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGATCGGCCGCCAT ATCG N
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8*Chr2 51 IS407A A N B 200272128 8 608682 609917 Chr2 IS407A CGGCC TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

G

3*Chr2_62b_IS407A3*Chr2_75_IS407A_A D-R Bm_JHU 3 367812-368845 Chr2 IS407A #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ GCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCGATCAIS607A? GTCG N.D.

10*Chr2_62a_IS40710*Chr2_74_IS407A_A D-R Bm_PRL20 10 370625-371860 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N

9*Chr2_38_IS407A_9*Chr2_50_IS407A_B D-R Bm_SAVP1 9 379739-380974 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCGAGACGAAC CGCG N

8*Chr2_24_IS407A_8*Chr2_56_IS407A_A D-R Bm_200272128 8 382829-384064 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTCCAC CATC N

5*Chr2_20b_IS407A5*Chr2_61_IS407A_A D-R Bm_ATCC_1039 5 387487-388722 Chr2 IS407A CGCGA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCAGTAC CGAC N

9*Chr2_51_IS407A_A N Bm_SAVP1 9 393155-394390 Chr2 IS407A CGGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

10*Chr2_60_IS407A10*Chr2_61_IS407A_A D Bm_PRL20 10 394776-396011 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCACGTG CGAC N

4*Chr2_62a_IS407A4*Chr2_74_IS407A_A D-R Bm_gb8_horse_ 4 407716-408951 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N

6*Chr2_44a_IS407A_A N Bm_NCTC_1022 6 408123-409358 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGGGGTAACGCC AGGG N

1*Chr2_62a_IS407A1*Chr2_74_IS407A_A D-R Bm_ATCC_2334 1 408708-409943 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N

9*Chr2_45_IS407A_B N Bm_SAVP1 9 41016-42251 Chr2 IS407A CGGGCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCCGCCCCTTT GCCC N

7*Chr2_62a_IS407A7*Chr2_74_IS407A_A D-R Bm_NCTC_1024 7 410900-412135 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N

8*Chr2_23_IS407A_A D-R Bm_200272128 8 41226-42461 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATGGATTTCGAT ATGG N

10*Chr2_59_IS407A_A N Bm_PRL20 10 415896-417131 Chr2 IS407A CCGCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

8*Chr2_26_IS407A_8*Chr2_27_IS407A_A D Bm_200272128 8 418100-419335 Chr2 IS407A CTGGCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCCGAGCGCGAG CCCG N

2*Chr2_62a_IS407A2*Chr2_74_IS407A_A D-R Bm_fmh 2 418863-420098 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N

4*Chr2_20b_IS407A4*Chr2_61_IS407A_A D-R Bm_gb8_horse_ 4 431867-433102 Chr2 IS407A CGCGA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCAGTAC CGAC N

1*Chr2_20b_IS407A1*Chr2_61_IS407A_A D-R Bm_ATCC_2334 1 432859-434094 Chr2 IS407A CGCGA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCAGTAC CGAC N

7*Chr2_60_IS407A_7*Chr2_61_IS407A_A D Bm_NCTC_1024 7 435051-436286 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCACGTG CGAC N

2*Chr2_20b_IS407A2*Chr2_61_IS407A_A D-R Bm_fmh 2 442944-444179 Chr2 IS407A CGCGA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCAGTAC CGAC N

3*Chr2_62a_IS407A3*Chr2_74_IS407A_A D-R Bm_JHU 3 447920-449155 Chr2 IS407A CCATCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCTTCGTGAT CGGC N

7*Chr2_59_IS407A_A N Bm_NCTC_1024 7 456171-457406 Chr2 IS407A CCGCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGCGGATCGTGC GGCG N

5*Chr2_23_IS407A_A D-R Bm_ATCC_1039 5 465011-466246 Chr2 IS407A CGCCG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATGGATTTCGAT ATGG N

8*Chr2_28_IS407A_8*Chr2_31b_IS407A_A D Bm_200272128 8 466537-467772 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGATGCTCGATC CGAT N

3*Chr2_20b_IS407A3*Chr2_61_IS407A_A D-R Bm_JHU 3 472071-473306 Chr2 IS407A CGCGA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGACGGCAGTAC CGAC N

9*Chr2_52_IS407A_A N Bm_SAVP1 9 472566-473801 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGTCACGGGAT CCGT N

10*Chr2_23_IS407A_A D-R Bm_PRL20 10 492363-493598 Chr2 IS407A AATGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCGGCCGCCAT ATCG N

9*Chr2_33_IS407A_9*Chr2_53_IS407A_A D-R Bm_SAVP1 9 497742-498977 Chr2 IS407A GCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCACCTG GTCC N

8*Chr2_33_IS407A_8*Chr2_53_IS407A_A D-R Bm_200272128 8 503874-505109 Chr2 IS407A GTGCCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCAACGG GTCC N

4*Chr2_23_IS4

1*Chr2_23_IS4

07A_A

07A_A

D-R

D-R

Bm_g

Bm_A

b8_horse_

TCC_2334

4 50

1 50

8200-50

9411-51

9435

0646

Chr2 IS407A

Chr2 IS407A

AATGGATGACCTG

AATGGATGACCTG

CCCCC~TAC ATGAAG

CCCCC~TAC ATGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGATCGGCCGCCAT ATCG N

AGGGACTTTGCTAGAAGATCGGCCGCCAT ATCG N

6*Chr2_42_IS407A_A N Bm_NCTC_1022 6 513999-515234 Chr2 IS407A ATCGACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

h b5*C r2_15 _IS407A_A R Bm_ATCC_1039 5 515849-517084 hChr2 IS407A CGCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACAGTTTT GCTT ACAG N

2*Chr2_23_IS407A_A D-R Bm_fmh 2 520261-521496 Chr2 IS407A AATGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCGGCCGCCAT ATCG N

5*Chr2_16_IS407A_5*Chr2_55_IS407A_A D-R Bm_ATCC_1039 5 520536-521771 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTAATCCCCGC CGTA N

8*Chr2_22_IS407A_8*Chr2_52_IS407A_A R Bm_200272128 8 529400-530635 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTCACGGGGAT CGTC N

9*Chr2_31b_IS407A9*Chr2_56_IS407A_A D-R Bm_SAVP1 9 535045-536280 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTGATC CATC N

10*Chr2_15b_IS407A_A R Bm_PRL20 10 541189-542423 Chr2 IS407A CGCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACAGTTTT GCTT ACAG N

10*Chr2_16_IS407A10*Chr2_35_IS407A_A D-R Bm_PRL20 10 545708-546943 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCAGCAATCATC CCAG N

5*Chr2_34_IS407A_5*Chr2_54_IS407A_A D-R Bm_ATCC_1039 5 547403-548638 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATAGACGAGG GGAT N

3*Ch 2 23 IS407Ar _ _ A07A_ D RD-R Bm_JJHU 3 548996 5502318996- 0231 Ch 2 IS407AChr2 AATGGATGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGATCGGCCGCCAT ATCG N

4*Chr2_15b_IS407A_A R Bm_gb8_horse_ 4 559127-560362 Chr2 IS407A CGCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACAGTTTT GCTT ACAG N

1*Chr2_15b_IS407A_A R Bm_ATCC_2334 1 560460-561695 Chr2 IS407A CGCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACAGTTTT GCTT ACAG N

4*Chr2_16_IS407A_4*Chr2_55_IS407A_A D-R Bm_gb8_horse_ 4 563814-565049 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTAATCCCCGC CGTA N

1*Chr2_16_IS407A_1*Chr2_55_IS407A_A D-R Bm_ATCC_2334 1 565147-566382 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTAATCCCCGC CGTA N

6*Chr2_26_IS407A_6*Chr2_27_IS407A_A D Bm_NCTC_1022 6 56520-57755 Chr2 IS407A TTCACCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTCGGCGCTATG CTCG N

7*Chr2_58_IS407A_A N Bm_NCTC_1024 7 566054-567289 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCCGGGCCGAC ATCC N

2*Chr2_15b_IS407A_A R Bm_fmh 2 571425-572660 Chr2 IS407A CGCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACAGTTTT GCTT ACAG N

2*Ch 2 16 IS407A 2*Ch 2 55 IS407Ar2_16_IS407A_ r _ _ _AA D RD-R B fBm_ hm 2 576112 5773476112- 7347 Ch 2 IS407Ar2 CGATCGTGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCGTAATCCCCGC CGTA N

4*Chr2_34_IS407A_4*Chr2_54_IS407A_A D-R Bm_gb8_horse_ 4 590631-591866 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATAGACGAGG GGAT N

1*Chr2_34_IS407A_1*Chr2_54_IS407A_A D-R Bm_ATCC_2334 1 592085-593320 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATAGACGAGG GGAT N

3*Chr2_15b_IS407A_A R Bm_JHU 3 600352-601587 Chr2 IS407A CGCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACAGTTTT GCTT ACAG N

9*Chr2_10a_IS407A9*Chr2_44b_IS407A_A D-R Bm_SAVP1 9 6022-7257 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTCGCC AAGC N

2*Chr2_34_IS407A_2*Chr2_54_IS407A_A D-R Bm_fmh 2 603189-604424 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATAGACGAGG GGAT N

3*Chr2_16_IS407A_3*Chr2_55_IS407A_A D-R Bm_JHU 3 605039-606274 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTAATCCCCGC CGTA N

6*Chr2_40_IS407A_A N Bm_NCTC_1022 6 607939-609174 Chr2 IS407A CGCGTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACTGCCAGG CGAA N

8*Chr2 51 IS407A A_ _ _ N Bmm_200272128 8 608682 609917- Chr2 IS407A CGGCC TGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGG~ GCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGGGCGGCCGGGCG GGCG Y

5*Chr2_35_IS407A_A N Bm_ATCC_1039 5 612093-613328 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCAGCACATC CATC Y
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4*Ch 2 9b IS4 4*Ch 2 26 IS407A B 8 h 4 86 86 IS407A CATGCCTGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCTGGATACCAAG CTGG N

G

G

G

G

G

G

G

2*Ch b 2*Ch 2 26 IS407A f h 2 88 88 Ch IS407A CATGCCTGACCTG TAC ATGAAG GCCCG TGTTGGCGAGGGACTTTGCTAGAAGCTGGATACCAAG CTGG N

G

G

G

G

G

G

G

5*Chr2 44 IS407A A R B ATCC 1039 5 906115 907350 Chr2 IS407A CGATCATGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGAGGGGTAAGCGG AGGG N

G

6*Chr2_10a_IS407A6*Chr2_13a_IS407A_A R Bm_NCTC_1022 6 6183-7418 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTCTCG AAGC N

10*Chr2_37_IS407A10*Chr2_57a_IS407A_A D-R Bm_PRL20 10 622831-624066 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

8*Chr2_49_IS407A_A N Bm_200272128 8 630594-631829 Chr2 IS407A CCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGCGACGCAGCG AGCG Y

3*Chr2_34_IS407A_3*Chr2_54_IS407A_A D-R Bm_JHU 3 631977-633212 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATAGACGAGG GGAT N

5*Chr2_83_IS407A_C N Bm_ATCC_1039 5 6354-7589 Chr2 IS407A ACGGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGGCCACCCGGC CGGC Y

9*Chr2_57a_IS407A_A D-R Bm_SAVP1 9 639673-640908 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAGAGACAACCT CAGA N

4*Chr2_35_IS407A_A N Bm_gb8_horse_ 4 655266-656501 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCAGCACATC CATC Y

1*Chr2_35_IS407A_A N Bm_ATCC_2334 1 656707-657942 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCAGCACATC CATC Y

8*Chr2_48_IS407A_A N Bm_200272128 8 658424-659659 Chr2 IS407A CATTCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGCCGCTCGGCCG GCCG Y

2*Chr2_35_IS407A_A N Bm_fmh 2 668220-669455 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCAGCACATC CATC Y

6*Chr2_38_IS407A_6*Chr2_56_IS407A_A D-R Bm_NCTC_1022 6 675587-676822 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTGAAC CATC N

9*Chr2_23_IS407A_A D-R Bm_SAVP1 9 686954-688189 Chr2 IS407A AATGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCGGCCGCCAT ATCG N

5*Chr2_37_IS407A_5*Chr2_57a_IS407A_A D-R Bm_ATCC_1039 5 689319-690554 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

3*Chr2_35_IS407A_A N Bm_JHU 3 696599-697834 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCAGCACATC CATC Y

7*Chr2_13b_IS407A7*Chr2_57b_IS407A_A R Bm_NCTC_1024 7 714504-715739 Chr2 IS407A CAAGCATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCTTCCC GGTT ATCT N

7*Chr2_6_IS407A_A N Bm_NCTC_1024 7 721251-722486 Chr2 IS407A GCGCA TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGTGAACGCGTG CGTG Y

10*Chr2_31b_IS40710*Chr2_56_IS407A_A D-R Bm_PRL20 10 726908-728143 Chr2 IS407A GAACG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTGATC CATC N

4*Chr2_37_IS407A_4*Chr2_57a_IS407A_A D-R Bm_gb8_horse_ 4 732439-733674 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

1*Chr2_37_IS407A_1*Chr2_57a_IS407A_A D-R Bm_ATCC_2334 1 733880-735115 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

2*Chr2_37_IS407A_2*Chr2_57a_IS407A_A D-R Bm_fmh 2 746706-747941 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

10*Chr2_9a_IS407A10*Chr2_24_IS40710*Chr2_32a_D-R Bm_PRL20 10 749164-750399 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCCCAC CAAG N

9*Chr2_19_IS407A_B N Bm_SAVP1 9 764597-765832 Chr2 IS407A TTATGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGGTATTTGGGT GGGT Y

8*Chr2_44a_IS407A_A N Bm_200272128 8 769677-770912 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAGGGGTAACGCC AGGG N

3*Chr2_37_IS407A_3*Chr2_57a_IS407A_A D-R Bm_JHU 3 773773-775008 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

10*Chr2_25_IS407A_C N Bm_PRL20 10 778318-779553 Chr2 IS407A GGTTAATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGATCGACGGATCG ATCG Y

6*Chr2_37_IS407A_6*Chr2_57a_IS407A_A D-R Bm_NCTC_1022 6 780241-781476 Chr2 IS407A CCCTTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGCCCGCGACCT CGCC N

10*Chr2_26_IS407A10*Chr2_27_IS407A_A D Bm_PRL20 10 783043-784278 Chr2 IS407A GGCGT TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTCGGCGCGAAA CTCG N

5*Chr2_44b_IS407A5*Chr2_56_IS407A_A D-R Bm_ATCC_1039 5 793863-795098 Chr2 IS407A GACAG TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTCGCC CATC N

9*Chr2_15a_IS407A9*Chr2_18_IS407A_A D-R Bm_SAVP1 9 799543-800778 Chr2 IS407A AGACC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATCAGGAGAT GGAT N

4*Chr2_2_IS407A_A4*Chr2_73_IS407A_A

1*Chr2_2_IS407A_A1*Chr2_73_IS407A_A

D-R

D-R

Bm_g

Bm_A

b8_horse_

TCC_2334

4 80

1 80

307-815

328-815

42

63

Chr2 IS407A

Chr2 IS407A

CGCTGGTGACCTG

CGCTGGTGACCTG

CCCCC~TAC ATGAAG

CCCCC~TAC ATGAAG

AAGCG

AAGCG

CTTTACGGGCCCG

CTTTACGGGCCCG

CAAGCC

CAAGCC

AAACGC

AAACGC

GATGTTGGC

GATGTTGGC

AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

7*Chr2_2_IS407A_A7*Chr2_73_IS407A_A D-R Bm_NCTC_1024 7 81697-82932 Chr2 IS407A CGCTGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

h5*Chr2_45_IS407A_B N Bm_ATCC_1039 5 828859-830094 hChr2 IS407A GCCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGAAAGGC GGGC GAAA N

4*Chr2_24_IS407A_4*Chr2_56_IS407A_A D-R Bm_gb8_horse_ 4 836729-837964 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTCCAC CATC N

1*Chr2_24_IS407A_1*Chr2_56_IS407A_A D-R Bm_ATCC_2334 1 838658-839893 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTCCAC CATC N

7*Chr2_9a_IS407A_A N Bm_NCTC_1024 7 840090-841325 Chr2 IS407A CATGCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAAGCAGCCAAG CAAG Y

10*Chr2_9b_IS407A10*Chr2_31a_IS407A_A R Bm_PRL20 10 845139-846374 Chr2 IS407A CATGCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGATCGAGCCAAG GATC N

2*Chr2_24_IS407A_2*Chr2_56_IS407A_A D-R Bm_fmh 2 852556-853791 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTCCAC CATC N

6*Chr2_35_IS407A_A N Bm_NCTC_1022 6 859532-860767 Chr2 IS407A CGATCGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCAGCACATC CATC Y

7*Chr2_10a_IS407A7*Chr2_13a_IS407A_A R Bm_NCTC_1024 7 862482-863717 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTCTCG AAGC N

4*Ch 2 9b IS407Ar _ _ 4*Ch 2 26 IS407A07A_ r _ _ _AA D RD-R B bm_g 8 hb _ orse_ 4 865037 8662725037- 6272 Ch 2 IS407AChr2 CATGCCTGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCTGGATACCAAG CTGG N

10*Chr2_10a_IS40710*Chr2_13a_IS407A_A D-R Bm_PRL20 10 867383-868618 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTCTCG AAGC N

1*Chr2_9b_IS407A_1*Chr2_26_IS407A_A D-R Bm_ATCC_2334 1 869730-870965 Chr2 IS407A CATGCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGGATACCAAG CTGG N

8*Chr2_42_IS407A_A N Bm_200272128 8 875084-876319 Chr2 IS407A ATCGACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGCGGCCCTGC CTGC Y

7*Chr2_10b_IS407A_A R Bm_NCTC_1024 7 876441-877676 Chr2 IS407A GCCTCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGGCGGGCGG CCGG N

10*Chr2_32b_IS407A_C R Bm_PRL20 10 878187-878956 Chr2 IS407A GTTAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC # #contig_brAGTG #con N.D.

7*Chr2_38_IS407A_A D-R Bm_NCTC_1024 7 878410-879645 Chr2 IS407A GTCCAGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGAGTTCTGAAC GGAG N

3*Chr2_24_IS407A_3*Chr2_56_IS407A_A D-R Bm_JHU 3 881257-882492 Chr2 IS407A CGGGATGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCATCGGCTCCAC CATC N

2*Ch 2 9b IS407A 2*Ch 2 26 IS407Ar2_9 _IS407A_ r _ _ _AA D RD-R B fBm_ hm 2 883719 8849543719- 4954 Ch 2 IS407Ar2 CATGCCTGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGGCCCCC~ AAGCG GCCCGCAAGCCAAACGCGACTTTACGG CAAGCCAAACGC TGTTGGCGGA AGGGACTTTGCTAGAAGCTGGATACCAAG CTGG N

4*Chr2_10a_IS407A_A N Bm_gb8_horse_ 4 887110-888345 Chr2 IS407A GTTAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTAGTG AAGC N

1*Chr2_10a_IS407A_A N Bm_ATCC_2334 1 891974-893209 Chr2 IS407A GTTAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTAGTG AAGC N

10*Chr2_33_IS407A10*Chr2_53_IS407A_A D-R Bm_PRL20 10 894908-896143 Chr2 IS407A GCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTCCAGCACCTG GTCC N

2*Chr2_2_IS407A_A2*Chr2_73_IS407A_A D-R Bm_fmh 2 89553-90788 Chr2 IS407A CGCTGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N

4*Chr2_13a_IS407A_A R Bm_gb8_horse_ 4 903023-904258 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGGCGGCTCG CCGG N

4*Chr2_53_IS407A_A D-R Bm_gb8_horse_ 4 904992-906227 Chr2 IS407A GCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGAGTTCTCCTG GGAG N

2*Chr2_10a_IS407A_A N Bm_fmh 2 905698-906933 Chr2 IS407A GTTAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTAGTG AAGC N

5*Chr2 44a IS407A A_ a_ _ R Bmm_ATCC 1039_ 5 906115 907350- Chr2 IS407A CGATCATGACCTGCCCCC TAC ATGAAGAAGCGCTTTACGG~ GCCCGCAAGCCAAACGCGATGTTGGCGAGGGACTTTGCTAGAAGAGGGGTAAGCGG AGGG N

3*Chr2_2_IS407A_A3*Chr2_73_IS407A_A D-R Bm_JHU 3 90720-91955 Chr2 IS407A CGCTGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCAACGCATGTGT CAAC N
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1*Chr2_69_ISBma1_A N Bm_ATCC_2334 1 171828-173071

7*Chr2_69_ISBma1_A N Bm_NCTC_1024 7 172990-174233

N B f h 2 18 18 ISB 1 #IS407A ACC TAAAAAAA#IS407A TAAAAAAA

G

N B TCC 1039 5 22 22916 ISB 1 GTTTGTGGTTCAT TTGCTC ACC CTTTTTTCGCTTTTTTC CTTTTTTC Y

1*Chr2_13a_IS407A_A R Bm_ATCC_2334 1 907887-909122 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGGCGGCTCG CCGG N

1*Chr2_53_IS407A_A D-R Bm_ATCC_2334 1 909856-911091 Chr2 IS407A GCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGAGTTCTCCTG GGAG N

10*Chr2_21_IS407A10*Chr2_52_IS407A_A N Bm_PRL20 10 920084-921319 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGTCACGGGAT CCGT N

2*Chr2_13a_IS407A_A R Bm_fmh 2 922047-923283 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGGCGGCTCG CCGG N

2*Chr2_53_IS407A_A D-R Bm_fmh 2 924017-925252 Chr2 IS407A GCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGAGTTCTCCTG GGAG N

6*Chr2_34_IS407A_6*Chr2_54_IS407A_A D-R Bm_NCTC_1022 6 924390-925625 Chr2 IS407A CGCGGTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGATAGACGAGG GGAT N

8*Chr2_13a_IS407A_A R Bm_200272128 8 92450-93685 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTCTCG AAGC N

4*Chr2_52_IS407A_A N Bm_gb8_horse_ 4 930168-931403 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGTCACGGGAT CCGT N

1*Chr2_52_IS407A_A N Bm_ATCC_2334 1 935032-936267 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGTCACGGGAT CCGT N

3*Chr2_9b_IS407A_3*Chr2_26_IS407A_A D-R Bm_JHU 3 944285-945520 Chr2 IS407A CATGCCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCTGGATACCAAG CTGG N

7*Chr2_40_IS407A_A N Bm_NCTC_1024 7 946055-947290 Chr2 IS407A CGCGTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACTGCCAGG CGAA N

2*Chr2_52_IS407A_A N Bm_fmh 2 949193-950428 Chr2 IS407A GAATTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGTCACGGGAT CCGT N

6*Chr2_17_IS407A_6*Chr2_55_IS407A_A D-R Bm_NCTC_1022 6 950458-951693 Chr2 IS407A AGCGTCTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGTGCGCTTGCCC GTGC N

6*Chr2_15b_IS407A_A R Bm_NCTC_1022 6 966292-967527 Chr2 IS407A CGCGC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGACAGTTTT GCTT ACAG N

3*Chr2_10a_IS407A_A N Bm_JHU 3 967328-968563 Chr2 IS407A GTTAACTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGAAGCCGTTAGTG AAGC N

8*Chr2_40_IS407A_A N Bm_200272128 8 968920-970155 Chr2 IS407A CGCGTTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCGAACTGCCAGG CGAA N

9*Chr2_3_IS407A_A9*Chr2_76_IS407A_A D-R Bm_SAVP1 9 977425-978660 Chr2 IS407A AGTCGTTGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGTCTTCCTTGGGGT TCTT N

3*Chr2_13a_IS407A_A R Bm_JHU 3 983241-984476 Chr2 IS407A GAGCC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGCCGGGCGGCTCG CCGG N

3*Chr2_53_IS407A_A D-R Bm_JHU 3 986093-987328 Chr2 IS407A GCGAC TGACCTGCCCCC~TAC ATGAAGAAGCGCTTTACGGGCCCGCAAGCCAAACGCGATGTTGGC AGGGACTTTGCTAGAAGGGAGTTCTCCTG GGAG N

IS Bma 1

5'-ext 5'-IR ORF 3'-IR 3'-ext 5'-DR 3'-DR rget duplicates

GGTTCATCGC GCGATGA ACC

7*Chr2_43_ISBma1_A N Bm_NCTC_1024 7 1053553-1054857 Chr2 ISBma1 GCGCTG GTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CAAGGAA CAAGGAAA CAAGGAAA Y

9*Chr2_79_ISBma1_A N Bm_SAVP1 9 1107451-1108755 Chr2 ISBma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTC CTTTTTTC CTTTTTTC Y

4*Chr2_29_ISBma1_B N Bm_gb8_horse_ 4 1169546-1170852 Chr2 ISBma1 GCGCTTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAATTTTT AAATTTTT AAATTTTT Y

1*Chr2_29_ISBma1_B N Bm_ATCC_2334 1 1175066-1176372 Chr2 ISBma1 GCGCTTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAATTTTT AAATTTTT AAATTTTT Y

2*Chr2_29_ISBma1_B N Bm_fmh 2 1194495-1195801 Chr2 ISBma1 GCGCTTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAATTTTT AAATTTTT AAATTTTT Y

10*Chr2_43_ISBma1_A N Bm_PRL20 10 1229130-1230350 Chr2 ISBma1 GCGCTG GTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CAAGGAA CAAGGAAA CAAGGAAA Y

5*Chr2_69-1_ISBma1_A N Bm_ATCC_1039 5 125354-125421 Chr2 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TAAAAAA #IS407A TAAAAAAA N.D.

3*Chr2_29_ISBma1_B N Bm_JHU 3 1258947-1260253 Chr2 ISBma1 GCGCTTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC AAATTTTT AAATTTTT AAATTTTT Y

5*Chr2_69_ISBma1_A N Bm_ATCC_1039 5 126655-127898 Chr2 ISBma1 CAGGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TAAAAAAA #IS407A N.D.

6*Chr2_4_ISBma1_B N Bm_NCTC_1022 6 1284442-1285746 Chr2 ISBma1 TCCGTGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTAA TTTTTTAA TTTTTTAA Y

4*Chr2_43_ISBma1_A N Bm_gb8_horse_ 4 1304618-1305922 Chr2 ISBma1 GCGCTG GTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CAAGGAA CAAGGAAA CAAGGAAA Y

1*Chr2_43_ISBma1_A

10*Chr2_69_ISBma1_A

N

N

Bm_A

Bm_P

TCC_2334

RL20

1 13

10 13

10749-1

3392-13

31205

4635

3 Chr2 ISBma

Chr2 ISBma

1 GCGCTG GTTCAT

1 CAGGC GGTTCAT

CGCAGAAAATTGCTC

CGCAGAAAATTGCTC

GATCGC

GATCGC

AAGGCACACC

AAGGCAC#

CAAGGAA

#IS407A

CAAGGAAA CAAGGAAA Y

TAAAAAAA #IS407A N.D.

9*Chr2_69-1_ISBma1_A N Bm_SAVP1 9 1334706-1334773 Chr2 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TAAAAAA #IS407A TAAAAAAA Y

2*Chr2_43_ISBma1_A N Bm_fmh 2 1335542-1336846 Chr2 ISBma1 GCGCTG GTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CAAGGAA CAAGGAAA CAAGGAAA Y

9*Chr2_69_ISBma1_A N Bm_SAVP1 9 1336007-1337250 Chr2 ISBma1 CAGGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TAAAAAAA #IS407A N.D.

6*Chr2_79_ISBma1_A N Bm_NCTC_1022 6 1436997-1438301 Chr2 ISBma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTC CTTTTTTC CTTTTTTC Y

6*Chr2_69_ISBma1_A N Bm_NCTC_1022 6 1600893-1602136 Chr2 ISBma1 CAGGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TAAAAAAA #IS407A N.D.

8*Chr2_69-1_ISBma1_A N Bm_200272128 8 1609838-1609906 Chr2 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TAAAAAA #IS407A TAAAAAAA N.D.

4*Chr2_69-1_ISBma1_A N Bm_gb8_horse_ 4 170220-170747 Chr2 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TAAAAAA #IS407A TAAAAAAA N.D.

1*Chr2_69-1_ISBma1_A N Bm_ATCC_2334 1 170527-170594 Chr2 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TAAAAAA #IS407A TAAAAAAA N.D.

4*Chr2_69_ISBma1_A N Bm_gb8_horse_ 4 171521-172764 Chr2 ISBma1 CAGGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TAAAAAAA #IS407A N.D.

7*Chr2_69-1_ISBma1_A N Bm_NCTC_1024 7 171689-171756 Chr2 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TAAAAAAA#IS407A TAAAAAAA N.D.

Chr2

Chr2

ISBma1 CAGGC GGTTCAT

ISBma1 CAGGC GGTTCAT

CGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TAAAAAAA #IS407A N.D.

CGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TAAAAAAA #IS407A N.D.

2*Ch 2 69 1 ISB 1 A2*Chr2_69-1_ISBma1_A N B fm_ hm 2 180027 1800940027- 0094 Ch 2 ISBChr2 ma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC~~~~~~ TAAAAAAA#IS407A TAAAAAAA N DN.D.

2*Chr2_69_ISBma1_A N Bm_fmh 2 181328-182571 Chr2 ISBma1 CAGGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TAAAAAAA #IS407A N.D.

8*Chr2_4_ISBma1_B N Bm_200272128 8 2007904-2009208 Chr2 ISBma1 TCCGTGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTAATTTTTTTAA TTTTTTAA Y

3*Chr2_69-1_ISBma1_A N Bm_JHU 3 207599-207666 Chr2 ISBma1 #IS407A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ ACC TAAAAAAA#IS407A TAAAAAAA N.D.

3*Chr2_69_ISBma1_A N Bm_JHU 3 208900-210143 Chr2 ISBma1 CAGGC GGTTCATCGCAGAAAATTGCTCGATCGCAAGGCAC# #IS407A TAAAAAAA #IS407A N.D.

9*Chr2_43_ISBma1_A N Bm_SAVP1 9 209882-211186 Chr2 ISBma1 GCGCTG GTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CAAGGAAACAAGGAAA CAAGGAAA Y

10*Chr2_79_ISBma1_A N Bm_PRL20 10 2104725-2106029 Chr2 ISBma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTCGCTTTTTTC CTTTTTTC Y

7*Chr2_4_ISBma1_B N Bm_NCTC_1024 7 2142029-2143333 Chr2 ISBma1 TCCGTGGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC TTTTTTAATTTTTTTAA TTTTTTAA Y

5*Ch 2 79 ISB 1 A5*Chr2_79_ISBma1_A N Bm_AATCC 1039_ 5 222785627856-22229160 Ch 2 ISB0 Chr2 ma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACCGCAGAAAA GATCGC ACCAAGGCAC CTTTTTTCGCTTTTTTC CTTTTTTC Y

4*Chr2_79_ISBma1_A N Bm_gb8_horse_ 4 2257635-2258939 Chr2 ISBma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTCGCTTTTTTC CTTTTTTC Y
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IS 2

47 ISBma2 A D R Bm SAVP1 9 116165 117737 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGCACGGCGGATGCAGCGCACGAGCGCACG N

30 ISBma2 A N Bm ATCC 1039 5 1246578 Chr2 ISBma2 ACAGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACAGCCGAAAACAGCCGGCCCGAAACAGCCG N

9 Chr2 63 ISBma2 B N Bm SAVP1 9 1493768-1495340 Chr2 ISBma2 CCGCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCGGCAAAAAGCCGGCGTGCAAAGCCGGC N

8*Chr2_65_ISBma2_B N Bm_200272128 8 1592660-1594232

5*Chr2_7_ISBma2_ 5*Chr2_14a_ISBma2_A D-R Bm_ATCC_1039 5 1600353-1601926

1 Chr2 5b ISBma21 Chr2 14a ISBma2 A R Bm ATCC 2334 1 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

S a G G2 A N fmh 2 CGCGC Y

10 Chr2 77 10 Chr2 78 ISBma2 A D Bm PRL20 10 Chr2 N

1*Chr2_79_ISBma1_A N Bm_ATCC_2334 1 2265680-2266984 Chr2 ISBma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTCGCTTTTTTC CTTTTTTC Y

3*Chr2_79_ISBma1_A N Bm_JHU 3 2280857-2282161 Chr2 ISBma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTCGCTTTTTTC CTTTTTTC Y

7*Chr2_79_ISBma1_A N Bm_NCTC_1024 7 2294384-2295688 Chr2 ISBma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTCGCTTTTTTC CTTTTTTC Y

2*Chr2_79_ISBma1_A N Bm_fmh 2 2306093-2307397 Chr2 ISBma1 GTTTGTGGTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CTTTTTTCGCTTTTTTC CTTTTTTC Y

6*Chr2_43_ISBma1_A N Bm_NCTC_1022 6 500364-501668 Chr2 ISBma1 GCGCTG GTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CAAGGAAACAAGGAAA CAAGGAAA Y

8*Chr2_43_ISBma1_A N Bm_200272128 8 861441-862745 Chr2 ISBma1 GCGCTG GTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CAAGGAAACAAGGAAA CAAGGAAA Y

5*Chr2_43_ISBma1_A N Bm_ATCC_1039 5 991262-992566 Chr2 ISBma1 GCGCTG GTTCATCGCAGAAAATTGCTCGATCGCAAGGCACACC CAAGGAAACAAGGAAA CAAGGAAA Y

IS Bma 2Bma

5'-ext 5'-IR ORF 3'-IR 3'-ext 5'-DR 3'-DR rget duplicates

CAGATTGCTGACAAACCC GGGTTCGTCAGCAGTCTG

8*Chr2_12_ISBma2_A N Bm_200272128 8 101363-102937 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCAGCGCTCCATTCGGAGCGGCGCTCCA Y

9*Chr2_80a_ISBma2_A N Bm_SAVP1 9 1108780-1110352 Chr2 ISBma2 CGCCCT CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC CGAAAAAAGGGCGCCAAGGGCGC N

10*Chr2_47_ISBma2_A N Bm_PRL20 10 1133963-1135535 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGCACGGCGGATGCAGCGCACGAGCGCACG N

6*Chr2_5a_ISBma26*Chr2_14b_ISBma2_A R Bm_NCTC_1022 6 1142945-1144517 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

9*Chr2 47 ISBma2 A9*Chr2_ _ _ D R- Bm_SAVP1 9 116165 117737- Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGCACGGCGGATGCAGCGCACGAGCGCACG N

4*Chr2_30_ISBma24*Chr2_47_ISBma2_A D-R Bm_gb8_horse_ 4 1166671-1168243 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACAGCCGGCGGATGCAGCGCACGAACAGCCG N

1*Chr2_30_ISBma21*Chr2_47_ISBma2_A D-R Bm_ATCC_2334 1 1172191-1173763 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACAGCCGGCGGATGCAGCGCACGAACAGCCG N

8*Chr2_5b_ISBma28*Chr2_14a_ISBma2_A R Bm_200272128 8 1189961-1191534 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

2*Chr2_30_ISBma22*Chr2_47_ISBma2_A D-R Bm_fmh 2 1191620-1193192 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACAGCCGGCGGATGCAGCGCACGAACAGCCG N

5*Chr2_12_ISBma2_A N Bm_ATCC_1039 5 1209160-1210732 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCAGCGCTCCATTCGGAGCGGCGCTCCA Y

5*Chr2_11_ISBma2_B N Bm_ATCC_1039 5 1214269-1214325 Chr2 ISBma2 TCAGCTCAGATTGCTGACAAACATGACCTGCCCCCTTCGATA# #IS407A ACAAAGCCCCGTCAATA#IS407A N.D.

5*Chr2_71a_ISBma5*Chr2_80b_ISBma2_A R Bm_ATCC_1039 5 121539-123111 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC AGGGCCGCTCGTAGCG AGGGCGC N

5*Chr2 30 ISBma2 A5*Chr2_ _ _ N Bm_ATCC 1039_ 5 1246578-1248150-1248150 Chr2 ISBma2 ACAGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACAGCCGAAAACAGCCGGCCCGAAACAGCCG N

7*Chr2_47_ISBma2_A N Bm_NCTC_1024 7 1255366-1256940 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGCACGGCGGATGCAGCGCACGAGCGCACG N

3*Chr2_30_ISBma23*Chr2_47_ISBma2_A D-R Bm_JHU 3 1256072-1257644 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAACAGCCGGCGGATGCAGCGCACGAACAGCCG N

6*Chr2_77_ISBma26*Chr2_78_ISBma2_A D Bm_NCTC_1022 6 1328449-1330024 Chr2 ISBma2 TGACCCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC N

9*Chr2_71b_ISBma2_A N Bm_SAVP1 9 1330891-1332463 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCCG AGGGCCGCTCGTAGCG AGGGCCG Y

6*Chr2_80a_ISBma2_A N Bm_NCTC_1022 6 1438326-1439898 Chr2 ISBma2 CGCCCT CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC CGAAAAAAGGGCGCCAAGGGCGC N

9*Chr2_65_ISBma2_B N Bm_SAVP1 9 1478060-1479632 Chr2 ISBma2 CTCTAACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGACGGG AGACGGGCTGCAGCCCAGACGGG Y

6*Chr2_82_ISBma2_B N Bm_NCTC_1022 6 1490409-1491981 Chr2 ISBma2 TCGCACCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCCTGGGCCCGAAACGGGGCCCGCTGCTGGGCCC N

9*Chr2 63 ISBma2 B N Bm SAVP1 9 1493768-1495340 Chr2 ISBma2 CCGCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCGGCAAAAAGCCGGCGTGCAAAGCCGGC N_ _ _ _

10*Chr2_5b_ISBma10*Chr2_14a_ISBma2_A R Bm_PRL20 10 1506314-1507887 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

6*Chr2_12_ISBma2_A N Bm_NCTC_1022 6 15095-16668 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCAGCGCTCCATTCGGAGCGGCGCTCCA Y

Chr2 ISBma2 CGCGC CAGATTG

Chr2 ISBma2 TGTGCGCAGATTG

CTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGACGGGCTGACGGGCTGCAGCCCGGACGGGCT Y

CTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCGACGAGGCCTTCATCTGGCGAGGCCGACG N

8*Chr2_71b_ISBma2_A N Bm_200272128 8 1612147-1613720 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCCG AGGGCCGCTCGTAGCG AGGGCCG Y

4*Chr2_5b_ISBma24*Chr2_14a_ISBma2_A R Bm_gb8_horse_ 4 1631568-1633144 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

3*Chr2_5b_ISBma23*Chr2_14a_ISBma2_A R Bm_JHU 3 1632858-1634434 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

1*Chr2 5b ISBma2_ _ 1*Chr2 14a ISBma2_ _ A_ R Bm_ATCC 2334_ 1 16380491638049-1639625-1639625 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

7*Chr2_36_ISBma2_B N Bm_NCTC_1024 7 1655136-1656709 Chr2 ISBma2 ACGCC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCTCAAGGCGCTCGGCAAC AAGGCGCT N

4*Chr2_71b_ISBma2_A N Bm_gb8_horse_ 4 166405-167977 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCCG AGGGCCGCTCGTAGCG AGGGCCG Y

1*Chr2_71b_ISBma2_A N Bm_ATCC_2334 1 166712-168284 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCCG AGGGCCGCTCGTAGCG AGGGCCG Y

2*Chr2_5b_ISBma22*Chr2_14a_ISBma2_A R Bm_fmh 2 1668531-1670107 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

7*Chr2_71b_ISBma2_A N Bm_NCTC_1024 7 167874-169446 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCCG AGGGCCGCTCGTAGCG AGGGCCG Y

9*Chr2_12_ISBma2_A D-R Bm_SAVP1 9 1707496-1709043 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGGCGCTCCATTCGGAGCGAAGCCCCG N

6*Chr2_65_ISBma2_B N Bm_NCTC_1022 6 1744134-1745709 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGACGGGCTGACGGGCTGCAGCCCGGACGGGCT Y

2*Chr2 71b IChr2_71b_ISBma2Bma2 A_ N BmBm_fmh 2 171762126212-171777847784 Chr2 ISBmChr2 ISBma22 CGCGC CAGATTGCCAGATTGCTGACAAACTGACAAACATGCTATGCTGAAGACGCCCATGCAAGACGCCCATGCTCCCATCCCAGAAAGACAAAACCCAAAGACAAAACCCAGGGCCG AGGGCCGCTCGTAGCG AGGGCCG YAGGGCCG AGGGCCGCTCGTAGCG AGGGCCG

8*Chr2_82_ISBma2_B N Bm_200272128 8 1784937-1785906 Chr2 ISBma2 #contig~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ TCCCAGAAAGACAAAACCCCTGGGCCC#contig_break CTGGGCCC N.D.

10*Chr2_5a_ISBma10*Chr2_14b_ISBma2_A R Bm_PRL20 10 1809463-1811035 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

8*Chr2_5a_ISBma28*Chr2_14b_ISBma2_A R Bm_200272128 8 1866602-1868174 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

5*Chr2_5a_ISBma25*Chr2_14b_ISBma2_A D-R Bm_ATCC_1039 5 1933847-1935419 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

4*Chr2_5a_ISBma24*Chr2_14b_ISBma2_A R Bm_gb8_horse_ 4 1964034-1965606 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

1*Chr2_5a_ISBma21*Chr2_14b_ISBma2_A R Bm_ATCC_2334 1 1971717-1973289 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

3*Chr2_5a_ISBma23*Chr2_14b_ISBma2_A R Bm_JHU 3 1979924-1981496 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

10*Chr2 77 ISBma10*Chr2 78 ISBma2_ _ISBma _ _ A_ D Bm_PRL20 10 19199587795877-19974419974499 Chr2 ISBmaISBma22 TGACCCCAGATTGTGACCCCAGATTGCTGACAAACCTGACAAACATGCTGATGCTGAAGACGCCCATGCAAGACGCCCATGCTCCCAGTCCCAGAAAGACAAAACCCAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC NAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC

7*Chr2_5a_ISBma27*Chr2_14b_ISBma2_A R Bm_NCTC_1024 7 2000703-2002275 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N



h h

N B RL20 10 83 83 ISB 2 ACAGG CAGATTG ATGCTG TCCCAG AACAGCCGAAAACAGCCGGCCCGAAACAGCCG N

2*Ch N f h 2 90 90 Ch ISB 2 TCAGCTCAGATTG ATGCTG TCCCAG AAGCCCCGACAAAGCCCCGTCAATAAAGCCCCG N

2*Chr2_5a_ISBma22*Chr2_14b_ISBma2_A R Bm_fmh 2 2007940-2009512 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

3*Chr2_71b_ISBma2_A N Bm_JHU 3 203784-205356 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCCG AGGGCCGCTCGTAGCG AGGGCCG Y

8*Chr2_77_ISBma28*Chr2_80a_ISBma2_A D-R Bm_200272128 8 2051909-2053481 Chr2 ISBma2 TGCCGACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC AAAAAGCGGCGTTCGCAAGGGCGC N

10*Chr2_80a_ISBma2_A N Bm_PRL20 10 2106054-2107626 Chr2 ISBma2 CGCCCT CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC CGAAAAAAGGGCGCCAAGGGCGC N

5*Chr2_77_ISBma25*Chr2_78_ISBma2_A D Bm_ATCC_1039 5 2119130-2120702 Chr2 ISBma2 TGACCCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC N

6*Chr2_5b_ISBma26*Chr2_14a_ISBma2_A R Bm_NCTC_1022 6 2146943-2148516 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

4*Chr2_77_ISBma24*Chr2_78_ISBma2_A D Bm_gb8_horse_ 4 2149249-2150821 Chr2 ISBma2 TGACCCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC N

1*Chr2_77_ISBma21*Chr2_78_ISBma2_A D Bm_ATCC_2334 1 2157201-2158773 Chr2 ISBma2 TGACCCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC N

3*Chr2_77_ISBma23*Chr2_78_ISBma2_A D Bm_JHU 3 2168372-2169944 Chr2 ISBma2 TGACCCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC N

7*Chr2_77_ISBma27*Chr2_78_ISBma2_A D Bm_NCTC_1024 7 2186019-2187594 Chr2 ISBma2 TGACCCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC N

2*Chr2_77_ISBma22*Chr2_78_ISBma2_A D Bm_fmh 2 2194588-2196160 Chr2 ISBma2 TGACCCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC N

5*Chr2_71b_ISBma5*Chr2_80a_ISBma2_A R Bm_ATCC_1039 5 2229185-2230757 Chr2 ISBma2 TTTTCT CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCCG AGGGCGCCAAAGCGCCAGGGCCG N

4*Chr2_80a_ISBma2_A N Bm_gb8_horse_ 4 2258964-2259023 Chr2 ISBma2 CGCCCT CAGATTGCTGACAAAC~TGACCTGCCCCCTTCGATA# #IS407A AGGGCGCCAAAGCGCC#IS407A N.D.

4*Chr2_80a-1_ISBma2_A N Bm_gb8_horse_ 4 2260253-2261776 Chr2 ISBma2 #IS407A~~~~~~~~~~~~~~~ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC #IS407A AGGGCGC N.D.

1*Chr2_80a_ISBma2_A N Bm_ATCC_2334 1 2267009-2267068 Chr2 ISBma2 CGCCCT CAGATTGCTGACAAAC~TGACCTGCCCCCTTCGATA# #IS407A AGGGCGCCAAAGCGCC#IS407A N.D.

1*Chr2_80a-1_ISBma2_A N Bm_ATCC_2334 1 2268298-2269821 Chr2 ISBma2 #IS407A~~~~~~~~~~~~~~~ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC #IS407A AGGGCGC N.D.

3*Chr2_80a_ISBma2_A N Bm_JHU 3 2282186-2282245 Chr2 ISBma2 CGCCCT CAGATTGCTGACAAAC~TGACCTGCCCCCTTCGATA# #IS407A AGGGCGCCAAAGCGCC#IS407A N.D.

3*Chr2_80a-1_ISBma2_A N Bm_JHU 3 2283475-2284998 Chr2 ISBma2 #IS407A~~~~~~~~~~~~~~~ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC #IS407A AGGGCGC N.D.

7*Chr2_80a_ISBma2_A N Bm_NCTC_1024 7 2295713-2297285 Chr2 ISBma2 CGCCCT CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC CGAAAAAAGGGCGCCAAGGGCGC N

2*Chr2_80a_ISBma2_A N Bm_fmh 2 2307422-2307481 Chr2 ISBma2 CGCCCT CAGATTGCTGACAAAC~TGACCTGCCCCCTTCGATA# #IS407A AGGGCGCCAAAGCGCC#IS407A N.D.

2*Chr2_80a-1_ISBma2_A N Bm_fmh 2 2308711-2310234 Chr2 ISBma2 #IS407A~~~~~~~~~~~~~~~ATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGGCGC #IS407A AGGGCGC N.D.

4*Chr2_82_ISBma2_B N Bm_gb8_horse_ 4 2310538-2312110 Chr2 ISBma2 CGCAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAACGGG AAACGGGGCCCGCTGGAAACGGG Y

1*Chr2_82_ISBma2_B N Bm_ATCC_2334 1 2320471-2322043 Chr2 ISBma2 CGCAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAACGGG AAACGGGGCCCGCTGGAAACGGG Y

7*Chr2_82_ISBma2_B N Bm_NCTC_1024 7 2347787-2349359 Chr2 ISBma2 TCGCACCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCCTGGGCCCCTGGGCCCCGTT CTGGGCCC Y

8*Chr2_36_ISBma2_B N Bm_200272128 8 260811-262383 Chr2 ISBma2 ACGCC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCTCAAGGCGCTCGGCAAC AAGGCGCT N

10*Chr2_65_ISBma2_B N Bm_PRL20 10 274212-275784 Chr2 ISBma2 CTCTAACAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGACGGG AGACGGGCTGCAGCCCAGACGGG Y

5*Chr2_64_ISBma2_B N Bm_ATCC_1039 5 274296-275868 Chr2 ISBma2 CCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCGTTAGGCCGTTCGATTCGAAAGGCCGTT Y

10*Chr2_63_ISBma2_B N Bm_PRL20 10 289920-291492 Chr2 ISBma2 CCGCG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCGGCAAAAAGCCGGCGTGCAAAGCCGGC N

6*Chr2_47_ISBma2_A N Bm_NCTC_1022 6 298358-299930 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGCACGGCGGATGCAGCGCACGAGCGCACG N

7*Chr2_65_ISBma2_B N Bm_NCTC_1024 7 316219-317791 Chr2 ISBma2 CGCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGACGGGCTGACGGGCTGCAGCCCGGACGGGCT Y

4*Chr2_64_ISBma2_B N Bm_gb8_horse_ 4 318688-320260 Chr2 ISBma2 CCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCGTTAGGCCGTTCGATTCGAAAGGCCGTT Y

1*Chr2_64_ISBma2_B N Bm_ATCC_2334 1 319482-321054 Chr2 ISBma2 CCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCGTTAGGCCGTTCGATTCGAAAGGCCGTT Y

h2*C r2_64_ISBma2_B N Bm_ff hm 2 328979-330551 hChr2 ISBma2 CCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCGTTAGGCCGTTCGATTCGAAAGGCCGTT Y

3*Chr2_64_ISBma2_B N Bm_JHU 3 357598-359170 Chr2 ISBma2 CCACG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCCGTTAGGCCGTTCGATTCGAAAGGCCGTT Y

3*Chr2_82_ISBma2_B N Bm_JHU 3 3773-5345 Chr2 ISBma2 CGCAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAACGGG AAACGGGGCCCGCTGGAAACGGG Y

2*Chr2_82_ISBma2_B N Bm_fmh 2 4374-5946 Chr2 ISBma2 CGCAC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAACGGG AAACGGGGCCCGCTGGAAACGGG Y

8*Chr2_47_ISBma2_A N Bm_200272128 8 659779-661351 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGCACGGCGGATGCAGCGCACGAGCGCACG N

7*Chr2_5b_ISBma27*Chr2_14a_ISBma2_A R Bm_NCTC_1024 7 719172-720746 Chr2 ISBma2 TGTGCGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCACGCCCCGAGGCCTTCATCTGGCGAACGCCCCG N

6*Chr2_36_ISBma2_B N Bm_NCTC_1022 6 797475-799047 Chr2 ISBma2 ACGCC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGGCGCTCAAGGCGCTCGGCAAC AAGGCGCT N

9*Chr2_5a_ISBma29*Chr2_14b_ISBma2_A D-R Bm_SAVP1 9 813639-815211 Chr2 ISBma2 TAAAAGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGGCCTTCAAAACGCCCCGCACGAA GGCCTTCA N

10*Ch 2 30 ISB 2 A10*Chr2_30_ISBma2_A N Bm_PPRL20 10 834777 8363494777- 6349 Ch 2 ISBChr2 ma2 ACAGG CAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AACAGCCGAAAACAGCCGGCCCGAAACAGCCG NCAAAACCC

7*Chr2_12_ISBma2_A N Bm_NCTC_1024 7 871394-872967 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCAGCGCTCCATTCGGAGCGGCGCTCCA Y

10*Chr2_12_ISBma2_A D-R Bm_PRL20 10 876295-877868 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGGCGCTCCATTCGGAGCGAAGCCCCG N

4*Chr2_11_ISBma2_B N Bm_gb8_horse_ 4 888664-890236 Chr2 ISBma2 TCAGCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGACAAAGCCCCGTCAATAAAGCCCCG N

1*Chr2_11_ISBma2_B N Bm_ATCC_2334 1 893528-895100 Chr2 ISBma2 TCAGCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGACAAAGCCCCGTCAATAAAGCCCCG N

4*Chr2_12_ISBma2_A N Bm_gb8_horse_ 4 893773-895346 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCAGCGCTCCATTCGGAGCGGCGCTCCA Y

1*Chr2_12_ISBma2_A N Bm_ATCC_2334 1 898637-900210 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCAGCGCTCCATTCGGAGCGGCGCTCCA Y

5*Chr2_47_ISBma2_A N Bm_ATCC_1039 5 904424-905996 Chr2 ISBma2 CGCGGCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGCGCACGGCGGATGCAGCGCACGAGCGCACG N

2*Ch 2 11 ISB 2 Br2_11_ISBma2_B N B fBm_ hm 2 907252 9092607252- 9260 Ch 2 ISBr2 ma2 TCAGCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCCTGACAAAC AAGAC TCCCAGAAAGACAAAACCCGCCCATGC AAAGA AAGCCCCGACAAAGCCCCGTCAATAAAGCCCCG NCAAAACCC

2*Chr2_12_ISBma2_A N Bm_fmh 2 912797-914370 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCAGCGCTCCATTCGGAGCGGCGCTCCA Y

3*Chr2_11_ISBma2_B N Bm_JHU 3 968882-970454 Chr2 ISBma2 TCAGCTCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAAGCCCCGACAAAGCCCCGTCAATAAAGCCCCG N

3*Chr2_12_ISBma2_A N Bm_JHU 3 973991-975564 Chr2 ISBma2 GCCGC CAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCGCGCTCCAGCGCTCCATTCGGAGCGGCGCTCCA Y

9*Chr2_77_ISBma29*Chr2_78_ISBma2_A D Bm_SAVP1 9 998682-1000254 Chr2 ISBma2 TGACCCCAGATTGCTGACAAACATGCTGAAGACGCCCATGCTCCCAGAAAGACAAAACCCAGGCGTTCGCGGGAAGCGCCGCGGAGGCGTTC N
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