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Chr AssemblyCoord B6Allele B10Allele AmpliconId* CoordAtAmp PCRSize PCR_F PCR_R Seq_F Seq_R
1 4905893 C A B10SNP2G0001 229 568 TGTCCGTGGCACAGAATACAGTG TCAGCCCCAGGTTTCAAAGCTC GTGAGACACCTGCTACTTCTGAG CCTGATGCCTGTGGATACTAAAAAG
1 24618794 A G B10SNPS0003 214 557 AGCTTCAACATGGGCTTTTGGTAGT GCCTAACACTTCTATGACAAACCGACGA TTGGTAGTCATAGGTGAACTCC TTAACAGCCTGATTACTGCCAC
1 43063842 T A B10SNPS0005 299 502 TTTTGCCCACAAGGTCGAGGACAG TGCTCAAGGCCACGTTTCCCTAAC GTAAAGTGCCTACTGTGCAAAC GCCACGTTTCCCTAACTTGAAG
1 61228463 T C B10SNPSG0001 152 494 ACTCTGGATTTGCCTATCATTGTGACTC GCAAACCTGTGTAATGAGCACCAAG GACTCTAAAGTCACCACTTTGTG CTGTGTAATGAGCACCAAGTATACC
1 75483331 G A B10SNP2G0002 305 496 CAACCTTGAGTGTGATCTCTCCCG GTGCGTGTCCTTATTAAGCCCCTG CATAGGTATAGCTCGGCACTG ATTAAGCCCCTGTCCCCC
1 95571814 T C B10SNP2G0015 207 983 TGAGTTTTCAAACCAGAACACAAAGCAG GCCCAGCTTCTATTCACCAAAATGC GCAGGAAGGAGCCTGTG TCTGATAGCAGCCTTCAGATG
1 118565405 C A B10SNP2G0019 247 635 GCATAGGTGGTTCTGAATCTGGTCC CAACATCATGTTCCCTGCTGAGTCC ACACTGAAGTTCTGTACTGGC GAGTCCAACTCTGCATTATTCTG
1 131470919 C T B10SNPS0014 186 650 TTTTAAGCATGAGGTAGTCAGGGCAC ACAAGCACACCTGTCATCTGGTTC CATTTAATGGAAGAGCAAGACTCC TTGCAGGCTCAATGACAAGC
1 152988092 C T B10SNPSG0013 203 435 ACCATGACACCTGGGACTCTGAAC TCCCTGTCAAGGCTTGCTGAAAG CCTGGGACTCTGAACCAAGATG AGTCTCAAATTTCAGCCCCC
1 173342737 T A B10SNPSG0020 241 412 TCCGAGGCGCATTATCCGCTAAAC CCAGTGCCCAAGTGCATCATGTTC GCGCATTATCCGCTAAACTAAGG CAAGTGCATCATGTTCAAGGC
1 188081175 A G B10SNPS0019 189 668 AAGCCAGCATCTGTCACCTTGACC TCTGTCCTGGAAGAAGAAGCCAGAG TTGACCCCGTGGAAGGTG GGTGACAGCAAAATTCCCAGTTC
2 3582646 A G B10SNPS0021 154 437 ACCGATTTACTGTGACTGACTGCAC GGGCTTTCTAAATGGCACCAGACC TGACTGCACAGGTGCTCAAG AAGCTAACCTTCTTGACGTGG
2 25034194 C G B10SNPS0024 156 446 AGCCGGGAATCCTGTAACCATCAC AGCAGAGCCTTACTTTCATCAAGCC CATCACCTAAGAAGTTCTGTGGGTAG TCTGAGATGCTTGCCCAGAAC
2 50942492 C T B10SNPS0026 232 491 ATGTGCTTCTTCTGATGTGACCCTG TGCAGTCTAGCTTCTCCCTAGTGG TGATGTGACCCTGTCCTTTG TTTCCTGAGGTCAGCACAG
2 67362739 G A B10SNPS0028 213 534 CTCAGAGGTCATGGTGTTGCACAG TGGGTGGGTAGTAAGATCCCCAAG CATGGTGTTGCACAGTTTTGG GCTCTCCGCTGGGAATAAAATC
2 84313007 A G B10SNPS0030 313 759 ACAAACACATGGCTCCTGGCTC GAAGTTGTGGTCCAGATATGCCCTC GGTTCATCATCTTCCTGAGAGACTG TCCCCAAGTGCTGGGATTAA
2 103735349 C A B10SNPS0032 403 589 TGTTCACTGAACGCCATAGCCC CCAACTTTGCACAGGTTCACGC GTTATCACCATGCTCTAGATGAGG ACAGGTTCACGCCTGATCC
2 122094116 T G B10SNPSG0021 491 651 GCTCTACATAAGGCGGAAGGCAG GCATCCTGAAGAAGCCCACAGC GAGAGTGGTTCTAGTACATTTTCTTC CTGAGGCCCTGGATAGCAAG
2 146096051 C T B10SNPS0036 325 539 ACTGATGCCATGAACCTCAAGAAGG GGAAACATGTCCATCCCCGTTACAC AAAAGGCAGGTGTTTACATCTTGG CCGTTACACGAGTGCAGAATG
2 164025160 A G B10SNPS0037 304 559 AGGAGAACTGAGCTGTGCCATCTG CCCTGGACAACCTTGACTTGAAGTG AGCTGTGCCATCTGTCAAAG ACTTGAAGTGAGTGGCCC
3 4365615 T C B10SNPS0041 208 546 TCCTCACGGTGAAGATAGGACAGG TGCATCAGTGTCCACCTTCAACAG TGAAGATAGGACAGGTTTGATCCTAC TGTCCACCTTCAACAGAAGGC
3 25440271 C G B10SNPS0044 227 750 CCATTGTGCCCTTAGTAGCTGTGTG GGGCGGCCATGACTTAATGTAATGC GTCATTGAACCTTCCAGAAAAAAAAC CCCCATGCCTAGAAGAGGTTATG
3 51646346 T C B10SNPS0046 193 435 TTATCCACTGCCAAGTCTGCTGCG TCAGCCAGTTCACACAACAAGGTTC GCTGCGTGCTCATATTGAAC GTTCACACAACAAGGTTCTAGATGG
3 67807084 G A B10SNPSG0029 157 702 TGTCTCCTGAAAGGACTTGAGGCAG AGCCGTAGCACTCCCTCATAAGTAG TTGAGCATGTCAACCGCAGT GAGAGAACAAGTGTTTCTCCTCAG
3 84907155 T C B10SNPS0050 157 452 ATCAGGAGACAGCCAGCCCATTTC TGTCAAAGACGCCCACAAGTGAG GCCAGCCCATTTCTCTAGAAAC GCCTTAGAACTTGGAAGCATC
3 107273295 A G B10SNPS0051 376 558 TGTATCTCCCTTGGAGCCTAAGACC TGAAATGAATCCACAGCCAGCTCG AAAGGTTCCCAAGGTGTCTC CAGCTCGTGGAGCCTTTAAATG
3 122116882 C T B10SNPSG0034 238 407 ATGAGGACAAGTCCTGAAGCGACC CCGGAGAAGCCCCTGAAGTTAATG AGCGACCGGGTCAAATAC GTACAATAAATCAGTGGTCCAGGC
3 146593495 C T B10SNPS0056 227 686 CCCAGCCTGGTGTGAACCTTTTAAC TCTGCTAAACCCTCATGTGGCAATG AGTTTCAACTGCATGACCTAGC CTCATGTGGCAATGTCAGGC
4 7149610 C T B10SNPSG0036 213 643 GCTCCAGAAGTACCATCAGCGG GTGGCTGAGACAGCCTCAAGTAAC GTACCTAGACACATCCAGAAATTATC CAAGTAACTGAGATATGTGCTGCC
4 28249560 T C B10SNPS0060 380 693 TTCTTACTAGAGAACCCAGTGGAGAGC GGCTGCTGCATTTAGTATCCCATGAC TGGGATGTGAAAGGCTCTAGC CCCATGACTGGTAGATGGATTCTAAC
4 45462131 T G B10SNPS0062 188 488 CTGGCGACACTGTAACTCCTTACTG TGGAAATAGATGCTCCCTCCCTGC ACTGAATGAATTGATAGGTCCTCTGG GCCTATCAGTGGGACTCATTACG
4 66040938 A G B10SNPS0064 224 575 CCTTCAGGGAGTGAAAGTTGGGAAC AGTGCCCACCCAGACCTTGTAATC TTGGGAACAGGCACAGC TGTCACTCAGGAATACACATGG
4 87804727 C A B10SNPS0065 370 549 AGGACCCCAGAAGGTTTACCAGAG GCCAGGAAGTTCAAGAAGGATGCTC TGTCGGCCATCTACAATGGAG TTCAAGAAGGATGCTCTAGAAGG
4 112653568 G T B10SNPS0067 340 564 GCACATGAGAGACCAATGAGTCCATC TGCGACTTTTGGAGAGTGACACAATAG ACTGACTTGAGATTGGATGCTC TTGGAGAGTGACACAATAGTAAATTC
4 126253529 G C B10SNPS0069 208 401 TGCCCACATTGCTAAATAGAGTGCG TGGCTCTGAGTGTCATCTTCCAAAC TTGCTAAATAGAGTGCGTCCCAG GTGTCATCTTCCAAACAGAACTGG
4 142217407 T C B10SNP2G0026 183 650 TCAAACCTAGAGCCAGAAGGGACTC TGCCCAACAAATGCTTGACTGAATG GAAGGGACTCATTAAACTCACTTAC TGACTGAATGTCAAGTCCCAG
5 23345000 A G B10SNPSG0050 444 692 CAGTCGGAGCTACTCAGCAAGATTC CTGGGACTAATAGATGAGGTTCAAGCG TAGCCAGATATGGTGGTACACTC GAACAGAAAATCTATGTGTGTGCTTG
5 44059873 A G B10SNPS0077 299 530 GTCTCAGCTCTCTGCTCATTGGAAG ACCTGCCACTGTCTGATTGTGC GACAGAAATGGTCCTTTGCATTC AGTTATCTGGAGCATTGCTTTTTTTG
5 67382789 A G B10SNPS0079 328 479 TTGAAGTTCAGATCCATCCCGAAGC CTGTTGGAATGGACAAAAGCAAGCC ATAAGCTCCGAGTTCCGAGTTG AGCCAACCAAAGGACTGTG
5 88988451 G A B10SNPS0081 262 719 TGCCAAGTATGTTAGGCCAAAAGCAA TCTCCATGCACTACACACTGTTACAGA GAGGGGTTAAATCACACATACAC GCTGGCCTTGAAATTACGC
5 109001097 C A B10SNP2G0043 153 459 GTGAGACCTTAGCTGTTCAGAGGC TCTGTGAGGCAGAGTCCACACAAG TGGGACGATTTGCCTGC CCTGGACCATTCAGCAGATG
5 129799057 T C B10SNPS0086 380 741 ACCTTCTGTGAAAACCGCCTCC GCACCAAGTGACCAGATGTCATCTC AGGGGAACCATTTCTGCGAC TGACCAGATGTCATCTCACATGC
5 148405352 C T B10SNPS0087 248 576 TGTCAATGGAGCAAGCACTACGAG ATGATGTTGTCAAGCCCCACCC CTACGAGAGTTTGGACACCTC TCTAGTCATAGACTACTAGGTGGAG
6 4944845 C A B10SNPS0089 220 749 AGCTGAGGTCATCCTACAGTAATGAGC CTTTCACGCAGCTAGGCAAAGC CTCGGAGAACAGGACAGC CCTTCTGGGATGAAACTCAGGTC
6 23322761 T A B10SNPS0091 291 444 TGATTCACCCAGTCCATGCTAATCAAG TGGAATGAATCCTGCCAGCACTC CTCAGGATAAGCTTTTTTAAGGGTG TGCCAGCACTCATCCTTTG
6 42395982 C T B10SNPSG0054 210 427 AGCTTGGCTATGTCCTTGGGCAAC AGGCAGTCCCAGCACTTTGAAAATG ATGTCCTTGGGCAACATGAC CCAGCACTTTGAAAATGTAGAGC
6 67742189 C A B10SNPSG0061 211 405 TGCAGGCAGGAGGCAATTTGAGTC AGACAGTCTTCCAGAATGGGGAGC GAGGCAATTTGAGTCTTATCTCC TCCAGAATGGGGAGCCAGAG
6 84280591 C T B10SNPS0097 241 703 CAGATAGGTGTGGATGGATCATGGC TCCCATGTTCAGGATGGAGGAAGG GATGGATCATGGCTTAAGATCCC TTTCACAGCCAGGAATGTGAC
6 104875242 A C B10SNPS0099 315 656 GCAGCTTTTAGAGCAGAGCATTCAC TGAATCCATCAACAGGAAGGAAGCC TTTAAAGCCTGTGACGACCAAAG GGCATGACCCTACTTATGCTAC
6 125060262 A G B10SNPSG0065 236 400 AGGAAGCCCCTAAGATGCCTAATGG CAAATTGACTGCCTGGAGAAAAGACAC ATGATGGCAGTGCCCTAATC CTGGAGAAAAGACACTCTTCTCTTAC
6 147720182 A G B10SNPS0104 230 493 TTCTCTCAGTTCAAAGTGCAGAGCC CCCGAGATGTTTTCTTGACTCCCAG AGAGCCATCTGGTGCAAC GTGATACTCTGAGGCTTAACATTAGC
7 7014667 T C B10SNPS0105 469 691 GGAAGCTGTCTCATGGAAATCCACG TGCATTTCCTGGGCTCCAGAAAG TGAAACCTGCTTGCTCAGGG CTGGGCTCCAGAAAGTTCATATTC
7 28467081 T A B10SNP2G0049 228 748 TGTAAGCAGCCCAGACCTGCAT TGAGCTTCTCACAGTCCACCCA CAGACCTGCATCTCAGCG CCAAGGGTGACTTTGAACTTC
7 38216957 A C B10SNP2G0052 162 496 GTGTCACTTGAAGCAGCCAGAGAG TTGCCCAGAAAGAATAGTCGCCC GCAGCCAGAGAGTTTCTTTTATTACG ATCCCAGAGAGATTTGTGCC
7 54410823 C T B10SNP2G0058 280 674 CGTGTGTCAAGTCTAGTGATGAGCC TGACTTAGTGAACCTGCAAATATCACCC AAGGCCCTACTCCTACATGA TACTTCTGAAGGCTGAAGACACTG
7 71519895 G T B10SNP2G0060 347 644 GCACATACAAGAGCCTGGTATAGCAA AAATACGCCAACATTTTCCCCTTTGTC CTAACACCTTAAAGTGTGGGGAG ATTTGCTCCGGCCCAAAG
7 87465557 G A B10SNPS0113 424 709 ATCCAAGAGAGCCTCTCCTTGAGC CAGCCACCATTCAGTGTACAGTCC TTCTGGGGTCACATAGGCAC CATGCCAGTGATGATATTTGCC
7 104565567 A G B10SNPS0115 239 410 TTCTGTCCTCTGTAGGAGGTCACG TGAGAACGACGCTGCTGAAACG TTCTCAATACTGGGTGAGAAGGC CTGCTGAAACGGAGGAGG
7 130492865 A G B10SNPS0118 175 690 TTATGCCTGGAGCCAACTTCAGC CTCCTGGAGATGACCTTTTGGTCAC GCCACCAACAAAGACCTGAG AGTGTTTCTGCAAGTCAGCC
7 141188625 A G B10SNP2G0065 253 599 ACGAACATTGGCTCCTGTACACC CTGGGGAGAACGAGACACACATTAC TGTGTCAGAATGCATCGCC CGATGGAATCCCATTGAGCTTC
8 4235918 C T B10SNPS0122 163 541 TCACAACAAGCTGGAGACTCTGCC TGTCTGAGCTGCACAAAACCGAC TGGAGACTCTGCCCACCC GCAGTCCCTCATAAAGGGTG
8 24145986 C T B10SNPS0123 496 651 TTTGTAGGACAGCACAGGTTCCG CCCTCAGGTGAGCAGCAGAAATTC AGCGTCAAGGCTGTCACTAC GTGAGCAGCAGAAATTCAAAATCTAC
8 48705306 G A B10SNPS0126 607 778 TTGAATCCATGACAATCACCTCCCG ACTTCCCTCCCTGACTGTGAAACG GGGAAATGCCTCCATGAGATCC CCTGACTGTGAAACGAGAAATAAC
8 64124535 G A B10SNPS0127 213 470 TGAAAACATCTCTCCTTACACAGCCTG GTCAAGGTAACTCAGCCACTTCCTC TCCACTGTATAAAGTACCTAAGAGG AGCTCAGTCTCTGTGAAACG
8 86611947 C T B10SNPS0130 382 573 CAAGGTGGTGACCATTGCTTCCTG TGGCTGAGCAACACCTAAGGCAAC GCAGGCACCAGCTACTATGAG TAAGGCAACACCACAGATGAG
8 106217064 C A B10SNPS0132 216 520 TGTAACCAACATGGCTGCGTTCTC TATGTGGAAAGCCAACCAGGCCAG TGCGTTCTCTGGAAGCAC GTGTTTATCAACAGAAGGCTCAAG
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8 126154896 A G B10SNPS0133 173 590 TGGTAAAACCCATCCCAAGCGG AGTCGGGGCACATTCACAACTAC CGGCAGAGCTGTAAGTCTGG AACAGGCAGTGTTCCTGAC
9 8307298 T C B10SNP2G0067 178 531 GATCATTTACCAAGGTCCGTGCTAGG TCAGGCAGTATAAGGCTCCCATTCTC CAAGGTCCGTGCTAGGGATAATC TCCTTCCCAAGGTGATTTGATAG
9 25697557 A G B10SNPSG0092 379 595 AGGAGAAACTGCCTGTTCAAACCC TCAAGACCTGGTCCTAAAGACCCTG CCCATACAAAGTCATTTCTGGACTG TGAAATAGCCCTGGTATCCCG
9 44891469 G A B10SNPS0139 301 540 CAAGCGGTTAGAGTTTGGGGTCAC CCTCCGGCTGAATTGGAATTGCAC TATGGCAGTAGGTCTGACCC GGAATTGCACCTTGAAACATGC
9 65069297 A T B10SNPS0141 191 720 CTGTCTTCCAGTCACAAGCTCTCAG GAACGCACATGGCACCCATTTTC AGTCACAAGCTCTCAGCTCTG TGGGCTATGCAGTAAACTCC
9 87513872 T G B10SNPS0144 244 433 TGGCTGTGACGCTGTAGGTAAAAG GTAGACTTGGAGGGCAAACCACTC AAAGCTACGGCTTTTCAGCTTG GGCAAACCACTCTCTCTTTGTTG
9 106375830 T C B10SNPS0145 192 554 TGGCATACGCTTGACCTGGAAAC AGACAAGGTCCAGTGCCCGTTATC CCTGGAAACTGGTCAAGGTTG TCCGAGTACAAGGTGAACTCTG
9 122496139 A T B10SNPS0147 229 632 GCCTGCACAGGGATTTATATCTGCC TGTACCCCAAAGCATTAGCCTGC GCCTCAATTAGATGTTCCAGAAGC TTGACAGGGTCATTCCACAG

10 25103948 A T B10SNPS0152 159 517 CATAATTTGTTCTTCCCAGGCCACTGA AGGACATGGATAAACCAAGCCACATTT CCACTGATTCAGTTTGGAGCC CTGTCTACCCAGAGGTGTAGAAAC
10 43717117 C T B10SNPS0153 148 403 TTCAGAATACCTTCCACGCCATCG GGCTAGAAAACAGCACGCTTTTCTC CATCGCTGTTCTTCAGTTTGG TCTGCCACAAGACAAAGTCTTTTC
10 62547650 C T B10SNPSG0099 450 619 TGTTTAGGCCACCTCAATGGCTC GGCTGATGAAATTCACAAACTGCCC AGCTCTATAAGCAGTCTGGC TGCCCATCGTACCTTAAAATAAC
10 83411614 C T B10SNPS0157 183 443 TGCCGTCTAAGAGTGTCCAGCTATC TGTCATGTCCACAGCATTAACTCCC AAGAGTGTCCAGCTATCATCTTC CATGCAGCTAAGGTTAGGTACTC
10 104474937 A C B10SNPS0159 227 766 GTGAAGTCAAATATTGCCAACAGAGCC TCACATGGGTCGAATCAGAAATCGTC ATCATGTACCACACTTTCAGTTTGG CAGACTGTGGTATAATGGACTCTC
10 126774961 C A B10SNPS0162 459 689 TTGATGAAAGCCACCAGGGAGC GCCAACTTTATGTCAGGGTCCCAG GCCGTTCCTTCAAAGAATCTGAG TCCCAGGGTTATGGAGCAG
11 5927550 A G B10SNPS0163 367 553 ACCCTCTGTGGAAGACAAAGCAGC GCATTCTCTGAACCTGATGGGGAC ATATGAACTGTCCTCACACTGG ACCTGATGGGGACCTTCAAG
11 24352635 T C B10SNPS0165 339 562 GGAATTGGCTCGGAAATCTGCAATG TGGCTTCTAGGTACTAGACGGCAAG AAATCTGCAATGGGCTTGCTTC CCTCTGAACTCGATCTATTAGGGC
11 46027800 G T B10SNPS0168 175 447 GGAACAGGCCAGAAATCAGGCTTC TTCACCCCGCAGGTTGTCAAAG AGAAATCAGGCTTCCCACAC ACATTGCTTTGTAGGCCACG
11 65237281 A G B10SNPS0170 178 634 TCAGATCCCATGAACTTCAATGAGCTG TGGAGCCAGAGTCACACCATTAGG TGAACTTCAATGAGCTGTTAGAAGG CAACAGTTCCTCAGCTAGTGATG
11 83361835 C T B10SNPS0171 297 452 AAAGGGCAGACCCTCATTCCAGAG AAAGCTTGCAGCCCAGAGTCTAC ACACACAGCTTTAAGTCTGTGC GCCCAGAGTCTACTGCAAAAAG
11 105208941 A C B10SNPS0173 273 487 TGTGTGAGAGCCGAAATGCCAG GAAGACGTAGCCCGAACATCTTCC AACACCACTGTGGATCGG TCTTCCCAGAACCACCTGC
12 4035991 C T B10SNPS0175 391 622 GTAATCTGTGACCCTTTGGGAGCC GCTGCCTTTGTCTGATAGGAGACC CCCTTTGGGAGCCATTTAAGAAC TCTTTCTCGGAGGGCACAG
12 25626291 A G B10SNPS0178 153 465 AGACCTGAACTTCTCAGTGTTCCCC TTGTCTCAGAGGCCAGGCAGAATC CTCAGTGTTCCCCAGGTG GATCCCTGGACCCAATGTAG
12 33783681 T G B10SNPS0179 541 729 GCCATCCAGTCAGCTTGCTAACATTTC TGGCAGAGAATCACAAGACTCTCCAG GAACCTTGCTCAATGGCTCAG AAGACTCTCCAGGCCGC
12 55293511 C G B10SNPSG0101 196 690 CCAAGGCTTCGACCCAGATGTTAG CCATTACAATCAGGGACGTGGTCAG GCAGTTGTTGCTTCCTAAAACC TGAGGCACTACAGGTGAAGT
12 69022193 T C B10SNP2G0069 480 666 TGAGAGACACGCAGATTCCCACAG ACGTGGTAATGGGTCCTTGTAGCC CCTTGACCAAGGTATCATTGAGAAG ATGGGTCCTTGTAGCCATTTAAC
12 85893620 T C B10SNPS0184 222 434 CTTACCACATAGCTCATTGGCACCC GTACCTATTTCCCCAAGCCAGCAG ATTGGCACCCACCACTGG GCTGTTGGAATTTAAGAAAGAAGTCC
12 106196191 G C B10SNPS0185 181 499 GCCCCTGAGAACAAGTGTTAGTCC TGCCTCAGTGCATACAAGTTCCC GAGAACAAGTGTTAGTCCTTCCTG TGTCCATACACACTTGTGGTAG
13 23458896 T A B10SNPS0190 231 607 GACATCACAACTGCTCTCAGTAGCC CCAGATGCACATTGGAGACCCAAG CTGCTCTCAGTAGCCAAGAAATTATG TTCAGTCTGAGACTTGGCTAC
13 44605368 G A B10SNPS0192 242 482 GGTCAGCACTTTCAAGGTAGGAAGC GACTCTAGTGAGTGGGCATTTGAGC AGCTCAGAAGAACAGTGTCC AGCTCTGGGTATGCTGAGAC
13 60294898 T C B10SNP2G0077 196 444 AAGCTGGCAGCCAACTTCTGAC ACATGCCCACGAGAGACTAGGTAG CCAACTTCTGACAGGGGC GAAGAACGTGTCCGAGTTTTAG
13 83826961 T G B10SNPSG0116 201 467 ACCCAAAGTGAGGCAATGCTGG ACTCCGTCTACATATGAGGAGCAGG CAATGCTGGAGATAGAAAACCTTG GTTGACTTGACTGACTCATATTCG
13 107699046 G A B10SNPS0198 190 409 TGGAAAAGGCTGCTTCAGACCAC ATTGACAGACCTGAGCCCATCCAG GCTGCTTCAGACCACATGTTAAG ATCCAAACTCTTTCAGGGATGGC
14 13021464 C T B10SNPS0200 325 657 GGAATCCCATATGCTAACTGCTTCCTG TGCCTGACATAAGCGATAGAAACGG TGGAGACTCGTCTCACACTG GAAACGGGACTTTATTACTGGC
14 30518255 C T B10SNPS0202 155 504 ACTGCAATCAGGTGTGAATGCTGAC AGTGCCGTTGAAGTAGCCACTCTC TGTGAATGCTGACACTGCC TCTTCCCAAATAGGTTGCAGG
14 55673056 T G B10SNPSG0125 199 535 TACCAGTCACTGCGTTGCTGTG AGCAGAGGTAACTCCTTCCTTCTCC GCTGTGTGTCTGCCACC AGTTGTGATGCCAACAGCTC
14 77195309 C T B10SNPSG0131 196 416 ATGCAACTCTGCCCTGATTACTCG GAAAGCGGCGTCAAAATGTTCCTC CCCTGATTACTCGTGGTCTTG GCGTCAAAATGTTCCTCTGTTATG
14 96734196 C A B10SNP2G0083 303 518 GACCCTACCCATGTAAACATAAGTGCAG CACCCTCCAAGACCCATTGTCATATC TTAATCCCAGCACTTGGGAG TTGTCATATCTTCCAAAATTTGTGTC
14 116124073 A G B10SNPSG0139 694 851 GACCGACTGGGACCTTTTACATGATTT TTCATTCTTCATGCACAGAGGGGAC ATTGAATCTCCTCAGGCTCAAGG GGACTTCGGACATAGACATTCTTC
15 7117980 A G B10SNPS0212 318 493 TGAAAAGGTCATTCGGGCATCCAG TCTTCAGCAAACAAGTGGGGAAGC GAATGTCCCTCTGGGAATCAC GGGAAGCCCTCCACACTC
15 25941148 C T B10SNPS0214 161 826 AATGGCTTTACCCTTTTGGCTTATGGAT GCGGAAACCTTTCCTTCTGGTGAC TATTCAAGCAGTACCTCTAACTGAC AGTAAGCCTTACAGATGGGTCTC
15 42051029 A G B10SNPSG0142 150 966 AAAGGCTTGCTCACGTCCCCTG CCCAAGGCTGCACAACTAAATGAGA CCTGCTGCTTTCCAAGGTTAG TTGTCCCAAGAGCTGTAACG
15 63931032 G A B10SNPS0218 165 797 TAGCAGCGTGTCTTCTGAGAAGGG AGTAGTTCTCCATCTGGACCAGACAAC GGGTCATTTTCTCAAGGAAACTACAG CTACATAGTGAGTTCCAGGCCAG
15 83618701 G A B10SNPS0219 234 440 CAAGACTTAAGCCAGTCCCCAAGTG GTTTTCAGACAGTAGCCTGCCTCC TAGGCCCAGAACTGTCAAACTTG TGCCTCCAGAAAACAGAGCTTAG
15 100309099 G A B10SNP2G0093 174 457 CCAAGAACAGTGCAGCTTACTCTGG TGGCTTAGTGCAACACAGTGGAGG CGGCAGTGGTTTTTCTTATGCC CCCATGATAGTGACGAGGAGAA
16 4972820 A G B10SNPSG0155 302 538 TGCAAGCACATCTGAGCTGAAGAG GCTGGCACAGCACTTGCTCATTAG AGCAAAGTCAGGGCCTATTC GTCTTCAACAGGATTGTCAAGCG
16 29856457 A G B10SNPS0225 466 651 AGCAACCACAGCGTGAGTTTCC CACCCTTGAGTTTTCAAGACCCACC CATGAGAGCCATTGCATGGTG GAGTTTTCAAGACCCACCTTCAAC
16 44261352 A G B10SNPS0227 183 414 AGATGCTTCCCTGCTGTAAGGTCC ATGTCACGGTAAGATGCAGTGTCAG TGTAAGGTCCTCCAGGACAC TAAGCAGCACTGCCTTTCAG
16 54901204 G A B10SNP2G0097 727 950 GCATTCCCCTTAATTCAGTTCAACCACA ACTCAGAGATTTACTTGCCTCTGTCTCC TCTGAGACTAGAGTAGCAGCCTC CTCTGTCTCCTGAGACTAAAGG
16 87736505 C T B10SNPS0232 315 479 GCTTGCCATTTAGCCAGACACAAC TCCTTGCGCCTTAGAGAATGCC ACCATAGGTAGTAGATTCTGCG GCCTTAGAGAATGCCGTTTTGATAC
17 3690688 G A B10SNPS0234 207 544 TTATCACAGGCAGGCAAGCAGG TGTGGTTTCCAGCCCGACAAAG GCAAGAAGAAGGGCTCCTG GGTGGAAAGGAAACTCTTTACCTTG
17 24310623 T A B10SNPS0236 306 472 ACAGAATCTGTCTTGCTCTGCTTGG GGGCACACATCCCTTTATCTAGCAAAC GGCTCCTCGATAAGTTTGAATATCAC ATCTAGCAAACCCATTTCTGGC
17 47451200 G A B10SNPS0237 387 587 GGCTCTGCTGATGACCTGTTCAAG CGCTGGCCTGGGAATAAGTGTATTG TGTGGCTGAACACTCATAAGC AAGTGTATTGGTAGCCATCAGC
17 66263080 G A B10SNPS0239 484 693 ACAGAATCAGACTTCCTGCTTGCC CCTGTCCAACTGTTACCCACATGG ATTGCCAGGCTCTGTAGCAAG GGTAGAATCCAATCCAGTGTCATC
17 84624403 A G B10SNPSG0168 254 478 AGTTACGCAAGTACCCCTGTGCTC ACATGGCTCACTAGGCCCTTTCTG GTGCTCTTCATCCTCCAAGG TACTGCCTCATCATCTGCTG
18 15408257 C T B10SNPSG0174 385 638 GTTCAGACCAGAGAGCTTGGCTTG GTCCTCAAATAGCACTGCCTGACAC ACCCTAATTTTATCAGGGGTGC TGCCTGACACAAGTCCTG
18 35366160 A T B10SNPSG0180 241 722 CTGGGAAGATCAAGGCCAAGTACTG AGGTTACCAAAGCTCCAAGTTGCTC CAAGGCCAAGTACTGTTTCATTG GTGGCCTTAAATCTCAGTACTCAGG
18 46803584 T C B10SNPS0247 196 483 CTCCAGGATCTCAGTTGTATCTGTTGC GGATGCTCGGTGAAGTCTGACTTAC GTATCTGTTGCATGGCTCAC GGGCATTATAGATCCCGGTATACAC
18 65425288 C T B10SNPS0249 155 440 GCACTGATTCCAATGGGCACATGAC ACAATGGCATGGCTCTTCCAGAC GACTATGAAGGCATACGCACTTTAC CTTCCAGACTAGCCTTGTAGAGAG
18 83497271 G A B10SNPS0251 176 426 GGCAAGTTTCCGAGGAAAATCTGC TGATGGTGCCTTTGTACCACAGTG CAATTGCAGAGAAGTGGCAGG AGGACATCTTGTCCGATACTG
19 23378788 T G B10SNPS0255 358 615 ACACAACTGTGTTGACCAGGGGAC TTGCCCACATCTCATTAGGCTATGC ACCAGGGGACGATCTTTGTAG ACATCTCATTAGGCTATGCCTTTGG
19 46875560 A G B10SNPS0258 402 563 GATTTGTACCCTGTGGATGGAAGCC TGCTGCTGTCACTCTGTGAAGAGC TGAGCACACAGTTGGTCGTC GAGCTTTTGTCTTTGTAACTCCAG

X 55120804 A G B10SNP2G0120 169 621 GCTTTTGCTTGGCCTTCAGCAGAC AACCCTCGGCACTGTGAAGCATTG TTGGCCTTCAGCAGACAAAAAG CTTACCAGGAACACGTCTGTTAG
X 147904667 A G B10SNP2G0150 151 502 TGTACCTACTGAAGTCCAGTGAGGC GCAGAGAGTGAACTGCACCATAGC CCAGTGAGGCAGTAACTGTCAG GGAAAAATCTGCCCAGTACTTTTCG
X 158414344 G T B10SNPSG0223 180 692 ACTGCCATTCCTGAAATCCCAACTG TGGACAACAGGCATTCCTGGAGAC TCCCAACTGAATTATTGATCTTCAC ACACACATCTCCTTGGAATTGG

* Please click here to see DNA sequencing traces for all markers.

http://mutagenetix.scripps.edu/docs/B6_B10_SNP_Trace_Files.ppt

