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Chromosome I 

1 0.85 MASC03692 
 CCCCAAAGTTCGTAGATGAAAATGGTAACA C GAGGACTTAAAACAAGAAAGTTCCTCGCAA (Col-0)

CCCCAAAGTTCGTAGATGAAAATGGTAACA A GAGGACTTAAAACAAGAAAGTTCCTCGCAA (C24) 

2 2.04 MASC06796 
 ATAGTTTGGTCTTTTATATATCACAGATTG T AGACAGGCATTACTCAAAGTGAAGCCATGT (Col-0)

ATAGTTTGGTCTTTTATATATCACAGATTG C AGACAGGCATTACTCAAAGTGAAGCCATGT (C24) 

3 2.69 MASC02113 
 TTTTCGAAAATTACACCAGATTCACCAAAC G CGACGCGCCTCTTCCTTCTTGGTCTTCCTC (Col-0)

TTTTCGAAAATTACACCAGATTCACCAAAC C CGACGCGCCTCTTCCTTCTTGGTCTTCCTC (C24) 

4 4.10 MASC07144 
 CAGAAGCAAGAGACAAAGTCATGGACGAAG G AGACACACATTTCATGTTGGTTTGTAGTAT (Col-0)

NNNNNGCAAGAGACAAAGTCATNGACGAAG A AGACACACATTTCATGTTGGTTTGTAGTAT (C24) 

5 5.40 MASC00817 
 AGTTGAGACCCTCTCTGGTGTCCTCGCCGG A TCTCTTGTATCCGGTGTTCAGGTAAAGTAT (Col-0)

AGTTGAGACCCTCTCTGGTGTCCTCGCCGG C TCTCTTGTATCCGGTGTTCAGATCGCCATA (C24) 

6 6.82 MASC06752 
 ACCTGGTTCCACCGACGCTTACAGTTATCC T CTAAAGAGTTGCAAATACATATTCATGCTC (Col-0)

ACCTGGTTCCACCGACGCTTACAGTTATCC A CTAAAGAGTTGCAAATACATATTCATGCTC (C24) 

7 7.83 MASC02593 
 TTTAGAAGGTAAAGACAAATGTGCTCTTGA T GGGAAACAAACCATCAAATCTGCTGAGTAA (Col-0)

TTTAGAAGGTAAAGACAAATGTGCTCTTGA A GGGAAACAAACCATCAAATCTGCTGAGTAA (C24) 

8 8.69 MASC07163 
 AAGCCAAAGGTTAGGACAAAGGTAGCAACA A ATCAGTATTCAGAATTGGAGATGACATCGT (Col-0)

AAGCCAAAGGGTAGNANAATGGTAGCAACA C ATCAGTATTCAGAANNNNAGATGACATCGT (C24) 

9 9.84 MASC06722 
 TATTTCAGAGTTGTGTAGTGTAGTTGCAAG T GGCGGTTGGATCTTTCACTATCTTGTTGGA (Col-0)

TATTTCAGAGTTGTGTAGTGTAGTTGCAAG C GGCGGTTGGATCTTTCACTATCTTGTTGGA (C24) 

10 10.70 MASC02175 
 TCGAAGACCATTGAACTGAGGCAATGTAGT C ATCATAGTGCTAGCCATTTTCTTAGTTGAT (Col-0)

TCGAAGACCATTGAACTGAGGCAATGTAGT T ATCATAGTGCTAGCCATTTTCTTAGTTGAT (C24) 

11 11.91 MASC04228 
 TTAAAAATGGGATAACATTTTAGTGCATAA C AAAGTTTTAGACTTAAGGTTGAAAAAACGA (Col-0)

TTAAAAATGGGATAACATTTTAGTGCATAA G AAAGTTTTAGACTTAAGGTTGAAAAAACGA (C24) 

12 13.07 MASC00364 
 GACGACTGATTCCGCGAATTTCGGAGCGAC G GTGAATGCGGTTCGAGACGTCGACGCAGTG (Col-0)

GACGACTGATTCAGCGAATTTCGGAGCGAC A GTGAATGCGGTTCGAGACGTCGACGCAGTG (C24) 

13 15.37 MASC04127 
 GAGCATCTTACAGCAGCTCAAACTTCAAAT A TCGTAGTGCTGAGCATTAAGTACCTGCGAT (Col-0)

GAGCATCTTACAGCAGCTCAAACTTCAAAT G TCGTAGTGCTGAGCATTAAGTACCTGCGAT (C24) 

14 16.35 MASC06782 
 TTGAGAGATACCTTGTTCTTTGAGACCGAG G GCAGATCGGACGTTTTTGCCGGGAGGAATG (Col-0)

AAACAATGGACCTTGTTCTTTGAGACCGAG A GCAGATCGGACGTTTTTGCCGGGAGGAATG (C24) 

15 17.48 MASC03340 
 CCAAATATGCTGACCTAAATATTTTCAGAC G GATCAAATGGGCCGCGTTGTAAACGACCTA (Col-0)

CCAAATATGCTGACCTAAATATTTTCAGAC A GATCAAATGGGCCGCGTTGTAAACGACCTA (C24) 

A 17.66 MASC05011 
 GACAAACAAGAGAAGCGGAGAAAGTGAGAC G GTAAGGATCTCTCCGGTGTCGGCTTTTGTT (Col-0)

GACAAACAAGAGAAGCGGAGAAAGTGANAC A GTAAGGATCTCTCCGGTGTCGGCTNNNNNN(C24) 

16 18.21 MASC06866 
 TGGCCGGTCCTCTTCTGGCAAATCCGGCTT T TACAAGCGGTTTTGGCCGGCTTTTATCCTT (Col-0)

TGGCCGGTCCTCTTCTGGCAAATCCGGCTT C TACAAGCGGTTTTGGCCGGCTTTTATCCTT (C24) 

17 18.72 MASC06707 
 CCTACCGCCAAGATATGCCGTAACTGAGTT T GCTATTTAACCAGCAACTGTATCTATGTCG (Col-0)

CCTACCGCCAGGATATGCCGTAACTGAGTT C GCTATTTAACCAGCAACTGTATCTATGTCG (C24) 

18 19.76 MASC00330 
 TCCTCCCACCTCATCAAGCTTCGTCAGGAA T GTCCACTCGGATGTCACCGTATCGTAGGAG (Col-0)

TCCTCCCACCTCATCAAGCTTCGTCAGGAA C GTCCACTCGGATGTCACCGTATCGTAGGAG (C24) 

19 20.62 MASC06991 
 

AGAGCGCAAGAGACAAGTGTGCATCTCACC C GNCTCGTTAAAAGATNNGGAAGAGAGGAGG (C24) 
GTTCAGCAAGAGACAAGTGTTCATCTCACC G GTCTCGTTAAAAGATCGGGAAGAGAGGAGG (Col-0)

20 20.75 MASC07052 
GTCGTGATGTCACTTAACCATCATCAACCC T TCGAATTAGTTCCTAGAAACCTATTATATC (Col-0) 
GNCGTNGTGTCACTNNNNNNTCATCAACCC A TCGAATTAGTNNNNNNNNNNNTNNNNNNNN (C24) 

21 21.93 MASC04194 
TGATTTCTAAGCCACTGTGAGTGCCCTTGA C TTGATTATATATTCGGATTGTGTTGTTTTC (Col-0) 
TGATTTCTAAGCCACTGTGAGTGCCCTTGA T TTGATTATATATTCGGATTGTGTTGTTTTC (C24) 

22 23.17 MASC02688 
AGCAGAACGAAGAGAGTAACGAACGATGAC T GGTTTACTTTCAAATTCAGAGAAGAAGGAA (Col-0) 
AGCAGAACGAAGAGAGTAACGAACGATGAC C GGTTTACTTTCAAATTCAGAGAAGAAGGAA (C24) 

23 23.83 MASC00381 
AATCTCTGCAACTGCCTCTTCGGTTTTCAG G ATTAAGGAATTGTATTGATCAGCTTGAGTG (Col-0) 
AATCTCTGCAACTGCCTCTTCGGTTTTCAG A ATTAAGGAATTGTATTGATCAGCTTGAGTG (C24) 
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B 23.83 MASC06750 
 CGAAAGATGGTGAGTTTTTGAGACACAACT A GGATATTTCTTAATGGTTTGTGCCACTAAT (Col-0)

CGAAAGATGGTGAGTTTTTGAGACACAACT G GGATATTTCTTAATGGTTTGTTGCCACTAA (C24) 

24 24.31 MASC06880 
 AGAGGCCTTTTCAGATTGTATTATTAGTAC C AATACCAAAGGTTTCAATAAAGGTCAAACA (Col-0)

NNNNNNNNNNNNNNNNNNTATTATTAGTAC A AATACCAAAGGTTTCAATAAAGGTCAAACA (C24) 

25 25.41 MASC06750 
 CGAAAGATGGTGAGTTTTTGAGACACAACT A GGATATTTCTTAATGGTTTGTGCCACTAAT (Col-0)

CGAAAGATGGTGAGTTTTTGAGACACAACT G GGATATTTCTTAATGGTTTGTTGCCACTAA (C24) 

26 26.79 MASC00629 
 GTACCAAGCTCTCAAGATGTCTCTCGGTGT A TTCACCGCTTTCAGCATCGGTGTTGGGGTT (Col-0)

GTACCAAGCTCTCAAGATGTCTCTCGGTGT C TTCACCGCTTTCAGCATCGGTGTTGGGGTT (C24) 

27 28.02 MASC07087 
AGAGTCAATCCATGTTATTGTTCTTGGTTT C TCTGCTGCTGTCATTACAGACGTTGATATC (Col-0) 
NNANNCAATCCATGTTATTGTTCTTGGTTT T TCTGCTNNNGTCATTACAGACGTTGATATC (C24) 

28 29.09 MASC07132 
 ATCGGCTTGGGCTTACACGGTGGCGCAATT T AGCTGGCCGTTCCAGTGGAGTCAGCGGGTC (Col-0)

ATCGGCTTGGGCTTACACGGTGGCGCAATT G AGCTGGCCGTTCCAGTGGAGTCAGCGGGTC (C24) 

Chromosome II 

29 0.55 MASC00780 
ATCTCATCTCCAGCTTCCTCTTTCGATATC G TCTCGTCCTTGTTGTTGTTTCTGCTACCAC (Col-0) 
ATCTCATCTCCAGCTTCCTCTTTCGATATC A TCTCGTCCTTGTTGTTGTTTCTNNNNCCAC (C24) 

30 1.40 MASC06840 
GCTCGTTGGCTTCACCGCGACATAAACACC C TGTGGGTTATTCACCTTGACGGTATACATC (Col-0) 
GCTTGTTGGCTTCACCGCGACATAAACACC A TGTGGGTTATTCACCTTGACGGTATACATC (C24) 

31 1.83 MASC05644 
ATTGAAGACCCAACTGCTCGTTTAGCTAGT C TATCGGCACATCTATTTTGTTGGCGAGGTT (Col-0) 
GTTGAAGACCCAACTGCTCGTTTAGCTAGT G TATCGGCACATCTATTTTGTTGGTGAGATT (C24) 

32 2.99 MASC05961 
TGTTTCCGCTTTCTTGTGTTGATGACAAAT G AGACAAAGCTTGAACCCTTGAGAGGTGCAA (Col-0) 
TGTTTCCGCTTTCTTGTGTTGATGACAAAT T AGACAAAGCTTGAACCCTTGAGAGGTGCAA (C24) 

33 3.53 MASC05803 
CCTAGCCATCTCTTCTACTCTCAAATCACT A ATAAGGTTCAAATTACCCTAGAACTACTCT (Col-0) 
CCTAGCCATCTCTTCTACTCTCAAATCACT G ATAAGGTCCAAATTACCCTAGAACTACTCT (C24) 

34 4.26 MASC00334 
GGTAAGGAGAAGCTGAAGAGCAACAGGGAC A TAAAGATTGAGGTCAAGAGCTTTGAGCTTG (Col-0) 
AGTAAGGAGAAGCTGAAGAGCAACAGGAAC G TAAAGATTGAGGTCAAGAGCTTTGAGCTTG (C24) 

35 5.49 MASC00325 
CTCGATATGTACCTCATTCACATTTCCTAG G TGTCCAATTCTGAAAACCTTTCCAGCCACT (Col-0) 
GAGAAGTTGCAACTCATTCACATTTCCTAG A TGTCCAATTCTGAAAACCTTTCCAGCCACT (C24) 

36 6.90 MASC06802 
CAAAAGGAAAGAATGGCAAAAGCTATGGAG C TTTGGGTGGGAGAGATGAAGAAGATGAGTG (Col-0) 
CAAGAAGAAAGAATGGCAAAAGCTATGGAG G TTTGGCTGGGAGAGATGAAGAAGATGAGTN (C24) 

37 7.84 MASC05754 
ATGGTGTGGCTCCCTGAAAAATTGAGGTCA A ATTATGATAAACCCGTTATTAAGGTTCAAC (Col-0) 
NNNNNNNNNNNNNNNNAAAAATTGAGGTCA G ATTATGATAAACCCGTTATTAAGGTTCAAC (C24) 

38 8.85 MASC06950 
TTAAGCAAGACATGACTTTGATCACACAGC T TAGGCGTTTTATACGTCTTTTGTTTCTCCC (Col-0) 
TTAAGCAAGACATGACTTTGATCACACAGC A TAGGCGTTTTATACGTCTTTTGTTTCTCCC (C24) 

39 9.90 MASC02456 
TCTTGCATCCGTAACAGAGTTTGACAATGA T GATAAAGTTAGCTGTGCCGATTCCTGGGCT (Col-0) 
TCTTGCATCCGTAACAGAGTTTGACAATGA C GATAAAGTTAGCTGTGCCGATTCCTGGGCT (C24) 

40 10.88 MASC02949 
TTCCGCATCCACAAAACCACATACAAAAGA T CACCAGCAACAAAGCCTATGGCAGCATTTG (Col-0) 
TTCCGCATCCACAAAACCACATACAAAAGA A CACCAGCAACAAAGCCTATGGCAGCATTTG (C24) 

41 11.84 MASC02006 
CGTACTTGGTCTAACTTCGACGTATCCCCA A GCTTCGGATCCATCGGAGTTAATTTTTCTT (Col-0) 
TGCTTTTGGTCTAACTTCGACGTATCCCCA T GCTTCGGATCCATCGGAGTTACTTTTTCTT (C24) 

42 12.71 MASC02493 
CTAGAATAGTCAAGGTACACAAGGCTGGGT A TCTGAAAGCAACATTTGTAAGCCTCATAAC (Col-0) 
CTAGAATAGTCAAGGTACACAAGGCTGGGT G TCTGAAAGCAACATTTGTAAGCCTCATAAC (C24) 

43 12.97 MASC06704 
GGGGGAAAGTAAACACACATGAAAATAGTT T TTAGTCTTTACTTAACAATTACAAGAAACT (Col-0) 
GGGGGAAAGTAAACACACATGAAAATAGTT C TTAGTCTTTACTTAACAATTACAAGAAACT (C24) 

44 13.73 MASC02513 
TCAAGATGGACACCATTGTCAATAATAGGA C TAGAACTGAACGAATGGGTCGGTCTTTGGT (Col-0) 
TCAAGATGGACACCATTGTCAATAATAGGA T TAGAACTGAACGAATGGGTCGGTCTTTGGT (C24) 

45 14 7 MA 8 .4 SC0213
CGGCCGAATCACCATGCGCAAAGCCTCCAA G CCCACCGGTCCATCCGGCAGCCCATGGTAC (Col-0) 
CGGCCGAATCACCATGCGCAAAGCCTCCAA A CCCACCGGTCCATCCGGCAGCCCATGGTAC (C24) 

46 14 8 MA 3 .9 SC0203
TTGGGAGTCGGAGTTAGTCCCGGAAACGTC T CCGGAAGTACTACCAAAATGAAGCTGATTG (Col-0) 
TTGGGAGTCGGAGTTAGTCCCGGAAACGTC C CCGGAAGTACTACCAAAATGAAGCTGATTG (C24) 

47 16.08 MASC02203 
GGCTACGTGCTCCAAGGTGGTGTCATTCCC C CAGCGTGTTGCTCCGGCGTTAAAAACCTCA (Col-0) 
GGCTACGTGCTCCAAGGTGGTGTCATTCCC A CAGCGTGTTGCTCCGGCGTTAAAAACCTCA (C24) 

48 16.69 MASC02122 
 GAAATTCCGGTCAAGATTCTCCCACATCGC C GGATCCTCTCCCTGCTCTGCCTCCTCCGCC (Col-0)

GAAATTCCGGTCAAGATTCTCCCACATCGC T GGATCCTCTCCCTGCTCTGCCTCCTCCGCC (C24) 

49 17.27 MASC07056 
 ATCAGGCTTTGGAAAGAATGGTGAGATGGT T AAGAAATCAAGTGGAAACAGGAGCCCGAGA (Col-0)

ATTTGGCTTTGGAAAGAATGGTGAGANGGT G AANNAATCANNNNNAAACAGGAGCCCNNNN (C24) 

50 18.38 MASC00371 
 TAGTTACTCTGGTGGTGGTCCAGGATCATA C TACTGAATGTGAGTGTGTTTGGTTCCTTCC (Col-0)

TAGTTACTCTGGTGGTGGTCCAGGATCATA T TACTGAATAATTTCACATGACCGAGGCTGC (C24) 

51 19.49 MASC02585 
 CAACAACCCTTAGCACTTTCCGTTTCAAGC C TAGAGGGATTTTGCCGCCTGCCGATCCGAT (Col-0)

CAACAACCCTTAGCACTTTCCGTTTCAAGC T TNGAGGGATTTTGCCGCCTGCCGATCCGAT (C24) 

Chromosome III 

52 0.66 MASC03427 
TTATGTTATTGCAGCAGATTGATGTTCTTG A GTCAGTGATAAGTGTATTGCCATATGAATT (Col-0) 
TTATGTTATTGCAGCAGATTGATGTTCTTG T GTCAGTGATAAGTGTATTGCCATATGAATT (C24) 

53 1.51 MASC04687 CGGCTTTTCTATAAAACCTCGGGGATTAGA C CGGTTTCGGCCTAGGATTAACCCCGGTTAT (Col-0) 
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CGGCTTTTCTATAAAACCTCGGGGATTAGA T CGGTTTCGGCCTAGGATTAACCCCGGTTAT (C24) 

54 2.33 MASC03739 
AGAAAAGTTTAAAGAATCTGATAAGAAGAA G AATAGCGGATAACAACATGACAATACAATT (Col-0) 
NGAAAAGTTTAAAGAATCTGATAAGAAGAA T AATAGCGGANNNNAACATNNNAATACAATT (C24) 

55 2.89 MASC06761 
AGACATCTAAAAGATATGATCAAAACAAAC A CAAAAGACAATGATCGGCTAAAAGATAAGC (Col-0) 
AGACATCTAAAAGATATGATCAAAACAAAC G CAAAAGACAATGATCGGCTAAAAGATAAGC (C24) 

56 3.58 MASC00562 
AACGGTGTGTGATACTTCAGGTACCAAAGC G GATGAATCAAAGGCAACAGGAGATGGCTTG (Col-0) 
AACGGTGTGTGATACTTCAGGTACCAAAGC A GATGAATCAAAGGCAACAGGAGATGGCTTG (C24) 

57 4.23 MASC04486 
TATCAAAAGAACAAAAGGATTTTGGATAAA C TTAAATCTGTTAACAGCATGAAAAATTAAT (Col-0) 
TATCAAAAGAACAAAAGGATTTTGGATAAA T TTAAATCTGTTAACAGCATGAAAAATTAAT (C24) 

58 4.82 MASC04506 
AGCATCTATCAGATACTATCCAGTCCTATA A TCTAAATATGATTCTCACAAAGCAAGTCTT (Col-0) 
AGCATCTATCAGATACTATCCAGTCCTATA G TCTAAATATGATTCTCACAAAGCAAGTCTT (C24) 

59 5.68 MASC01310 
AGGTGTCGACAATGTCAACAACCTTTTGAG T AGAGTCATCAACACCTTCATCCTCACCACC (Col-0) 
AGGTGTCGACAATGTCAACAACCTTTTGAG C AGAGTCATCAACACCTTCATCCTCACCACC (C24) 

60 6.57 MASC04279 
AATAAATGTTATGACCTTACTATGGAGATT G TATCGATCACATTTCTTGAACACTTGATTT (Col-0) 
AATAAATGTTATGACCTTACTATGGAGATT A TATCGATCACATTTCTTGAACACTTGATTT (C24) 

61 7.41 MASC04554 
GAAATATATCATTAACGCTCTAATATTGTT C ATTAGAAACTCAGATATCAACCCCATATTT (Col-0) 
NNNNNNNNNNNNNAACGCTCTAATATTGTT G ATTAGAAACTCAGATATNNNNCCCATNNTT (C24) 

62 8.51 MASC01228 
TGGACTGGTTCTTCGGCGTAAAATAAGTAT A GCTAAAGACAATCAACGAGTTTTCCGGATT (Col-0) 
TGGACTGGTTCTTCGGCGTAAAATAAGTAT T GCTAAAGACAATCAACGAGTTTTCCGGATT (C24) 

63 9.54 MASC06970 
GGAAAAAGTGGATATCGATCTCAGCTAGCT A GCTGACTTATGTGGTTTGGTTGGTAAGAAA (Col-0) 
GGAAAAAGTGGATATCGATCTCAGCTAGCT T GCTGACTTATGTGGTTTGGTTGGCAAGAAA (C24) 

64 10,44 MASC01418 
ATCGATCAAAGGGTATTTCTGGACACCGGA C TTGCATCTTCTGGTATCAGAATACATCCCC (Col-0) 
ATCGATCAAAGGGTATTTCTGGACACCGGA G TTGCATCTTCTGGTGTCAGAATACATCCCC (C24) 

65 10.91 MASC01389 
TCTTCCTCTGCTGAATCAAGACGCTCTACT T CCTCAGCTAGCGGGTTTCTTAGGACGCAAG (Col-0) 
TCTTCCTCTGCTGAATCAAGACGCTCTACT G CCTCAGCTAGCGGGTTTCTTAGGACGCAAG (C24) 

66 11.05 MASC04551 
CGATGTTTAAAACGGGTAATTTGAAATTGT A ACAGGGAAAGGGAAATGCAAGAGTTAAACC (Col-0) 
CGATGTTTAAAACGGGTAATTTGAAATTGT G ACAGGGAAAGGGAAATGCAAGAGTTAAACC (C24) 

67 14,3 MASC05047 
GATTGGTTTCTATCGAATTGAATTTATAAA C CGATTTAACCCAAATTTATGGGGAAATAGA (Col-0) 
GATTGGTTTCTATCGAATTGAATTTATAAA A CGATTTAACCCAAATTTATGGGGAAATAGA (C24) 

68 12.53 MASC04262 
GTCAGAATTCTCTTATCAAGTAGAGTAACA A AAAGTGATGAGAAAACAGAAGAATAAGGTG (Col-0) 
GTCAGAATTCTCTTATCAAGTAGAGTAACA G AAAGTGATGAGAAAACAGAAGAATAAGGTG (C24) 

69 14.95 MASC03581 
AATCTGCGAAAAAAAAGAAGGAAAAAATAT T GATCTCATCTAATTTGATTAACACAGATGA (Col-0) 
AATCTGCGAAAAAAAAGAAGGAAAAAATAT C GATCTCATCTAATTGATTAACACAGATGAT (C24) 

70 15.61 MASC01016 
TGAATGTACTGAAGTTAGAGCGCTTTTTGA G CTTTCTCTTGTTGATCAAAGTGGTAAAGGG (Col-0) 
NNNNNNNNCTGAAGTTAGAGCGCTTTTTGA T CTTTCTCTTGTTGATCAAAGTGGTAAAGGG (C24) 

71 16.17 MASC01173 
TGAGCTTCTATTGAAAGAAGTGAGTGGTAA A GACATTGCTGAGCTGATTGCTTCTGGTAGG (Col-0) 
TGAGCTTCTATTGAAAGAAGTGAGTGGTAA G GACATTGCTGAGCTGATTGCTTCTGGTAGG (C24) 

72 16.17 MASC01172 
CGTTTTGGGCGGAAACGCTAATCCTTCTGC T GATAATATCAAAGATATCATCGGAGCTGGT (Col-0) 
CGTTTTGGGCGGAAACGCTAATCCTTCTGC A GATAATATCAAAGATATCATCGGAGCTGTT (C24) 

73 17.25 MASC06941 
GGTTCAGAATTATCCGCCACCAACATCCGT C GTCGCTTTTTCTCCTCCCATTCTTCCCATA (Col-0) 
GGTTCAGAATTATCCGCCACCAACATCCGT T GTCGCTTTTTCTCCTCCCATTCTTCCCATA (C24) 

74 17.98 MASC00949 
CAACAAGATCATCACAAAGAGCTTCAGCTT T TACCTTCTCCACCGTCTACCGAATCTCCGG (Col-0) 
CAACAAGATCATCACAAAGAGCTTCAGCTT C TACCTTCTCCACCGTCTACCGAATCTCCGG (C24) 

75 18.69 MASC06897 
AGAGAAACCGAGACGTCATCATGGATTGAC G ACACAGAAGAAGCAAGAGATTAAGGAAGCT (Col-0) 
AGNNNNNNNNNNNNNNNNNNATGGATTGAC T ACACAGAAGAAGCAAGAGATTAAGGAAGCT (C24) 

76 19.69 MASC02511 
GCAGTAACTTTGGCTCTACGACCATTCCAC G TGAAACAGCCTGCTTTTGTTGATGACAACC (Col-0) 
GCAGTAACTTTGGCTCTACGACCATTCCAC T TGAAACAGCCTGCTTTTGTTGATGACAACC (C24) 

77 21.72 MASC07382 
GTGCTAAACTCCGTGGAAAGAAGTAGAAGT G TAGAACAAAGCTCTTAAAGGTAACAACAAA (Col-0) 
GTGCTNNACTCCGTGGAAAGAAGTAGAAGT T TNNNNNNNNNCNNNNNNNNNNNNCAACAAA (C24) 

78 22.16 MASC06869 
TAAAGTTATTTTTGATTCGTAATAACCTTA C TTTGATGAATCAACAAAAACATCAGTTTGA (Col-0) 
TAAAGTTATTTTTGATTCGTAATAACCTTA T TTTGATGAATCAACAAAAACATCAGTNNNN (C24) 

79 22.63 MASC04925 
GAAGGCATGTATCCTATTTAGCATTTCTTT T AACTCTGCCATTTTTCTCCAACACTTGGTC (Col-0) 
GAAGGCATGTATCCTATTTAGCATTTCTTT C AACTCTGCCATTTTTCTCCAACACTTGGTC (C24) 

80 23.23 MASC01018 
CCCATCCCCGGTTTCTTCGCCTTTCCTTGA T GCAGCTCTTAGTTTACGTTGTTCTTCTTTG (Col-0) 
CTCATCCCCGGTTTCTTCGCCTTTCCTTGA G GCAGCTCTTAGTTTACGTTGTTCTTCTTTG (C24) 

Chromosome IV 

C 0.04 MASC02820 
 AGTTGTGGTAATAACAAAGGTAAGAGGGGT T AGCCATAGGAGCTCCAATCTGAGAGTGAGG (Col-0)

AGTTGTGGTAATAACAAAGGTAAGAGGGGT C AGCCATAGGAGCTCCAATCTGAGAGTGAGG (C24) 

D 0.50 MASC02948 
 

TATCTTCAACATCACATCTGTTATTTCCTC C ATAGTCGCCTTTCGGTTCTNNNNATAGTTC (C24)  
TATCTTCAACATCACATCTGTTATTTCCTC G ATAGTCGCCTTTCGGTTCTCCTCATAGTTC (Col-0)

81 0.54 MASC09031 
ATCTCCTCTGAGAGTGACAGCAATCCCAAG A GGTTGATCTTCCCTGATCTTGAAAGTAGCA (Col-0) 
ATCTCCTCTGAGAGTNNNNNNNNNNNCAAG T GGTTGATCTTCCCTGATCTTGAAAGNNGCA (C24) 

82 1.60 MASC02898 CTAGACGAGTTTCACTTCTTGACTGGAAAA A CATCGAAGAGAATTGTGACGAACCATTCGC (Col-0) 
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CTAGACGAGTTTCACTTCTTGACTGGAAAA T CATCGAAGAGAATTGTGACGAACCATTCGC (C24) 

83 2.19 MASC05039 
GTGTTTGTTTTTGTGAGAGAAACTGTTGGA T GACACATCACTATACTAAGAAAGTCTTGTT (Col-0) 
GTGTTTGTTTTTGTGAGAGAAACTGTTGGA C GACACATCACTATACTAAGAAAGTCTTGTT (C24) 

84 2.98 MASC03713 
ACAACCCAACCCATAACAATAAACGTTAGT T AAGCAACAAGCAACAAGCAATCAATATGCA (Col-0)
ACAACCCAACCCATAACAATAAACGTTAGT C AAGTAACAAGCAACAAGCAATCAATATGCA (C24) 

 

85 4.15 MASC06447 
CGCTAACTTTATAGAAACAATGTCACCTTA - CAATTACTCAGCCATAATCAACACTCTTTC (Col-0)
CGCTAACTTT

 
ATAGAAACAATGTCACCTTA A CAATTACTCAGCCATAATCAACACTCTTTC (C24) 

E 4.15 C046
TATGCACCATCTATCTCTGTTTTCAGAATA T ATCTCCAGCTATCAATTAAAACCCCAAAAA (Col-0) 
TGCACCATCTATCTCTGT AGCTATCAATTAAAACCC   

MAS 72 
TA TTTCAGAATA C ATCTCC CAAAAA (C24) 

86 4.89 23
GGAGCTACCAACCCAGCAG ATCCGTGGGGACTTTGCTA C ) 
TGGAGCTACCAACCCAGCAGCTTCTGAGCC G GGAACTATCCGTGGGGACTTTGCTATTGAC (C24) 

MASC0 34 
T CTTCTGAGCC T GGAACT TTGA (Col-0

F 5.09 MASC02
TTGCGGTGGAACAGCAAAATGTTTCTAGTC G ACAACCTTGTTCAGATGTTTCGCTTCTTCT (Col-0) 

C CAACCTTGTTCAGATGTTTCGCTT T   
658 

TTG GGTGGAACAGCAAAATGTNTCTAGTC C A CTTC (C24)

87 5.3
A GTCTCTGAGACTAGCGATGAGCTC A 0) 

8 MASC01708 
AGA AAAGCCAGCTCCTGCTAAGTCCAAGG C T GCCA (Col-
AGAAAAAGCCAGCTCCTGCTAAGTCCAAGG T TGTCTCTGAGACTAGCGATGAGCTCGCCAA (C24) 

88 5.77 MASC0
CA GATATTGTCAATGCCATGAAAG A 0) 
A GACGATATTGTCAATGCCATGAAAG A  

1786 
TGC
TG TCAAGGATCAAAGTTCTTCAAGCGCA A GAC ACCA (Col-

TCAAGGATCAAAGTTCTTCAAGCGCA G ACCA (C24)

89 6.76 MASC03
A CCTAGGAATCGCAAGTGCTTTGT T 0) 

091 
CTC TAGGTCATGCCAACCTTGAGAAGCTT C GA CTCC (Col-
CTCATAGGTCATGCCAACCTTGAGAAGCTT G GACCTAGGAATCGCAAGTGCTTTGTCTCCT (C24) 

90 7.2 9
A TATCCTTGGCCCTCACGT C 0) 
CA ATNCTTGGCCCNCACGT C  

6 MASC00 32 
AG
AGC TTATATCTGGTGGATTCTTCCTTTTC G CAATCTT

TTATATCTGGTGGATTCTTCCTTTGC A CAATCTTT
CATG (Col-
CATG (C24)

91 7.54 MASC0
C TGTTATCGTGTTTTTTAGTTTC G 0) 

6765 
TTT TATTTCGTGAGGAATTCATTTTGAGC G TTT TAGG (Col-
TTTCTATTTCGTGAGGAATTCATTTTGAGC T TTTTGTTATCGTGTTTTTTAGTTTCTAGGG (C24) 

92 7.93 MASC03
A GGAAGTCCAAGCTACACATGTTTT A 0) 
A GGAAGTCCAAGCTACACATGTTTT N  

275 
AGG
AGG CGTGTTCAATGGATCGTGCACAGACA C A CTAG (Col-

CGTGTTCAATGGATCGTGCACAGACA G A CNNN (C24)

93 8.72 MASC032
TG GG A AAGGTGTATTTATAGGAAAGAGTCA A 0) 

64 
TT ATTTGACAGTGGAGAAGAGAGAGT AGTC (Col-
TTTGATTTGACAGTGGAGAAGAGAGAGTGG T AAGGTGTATTTATAGGAAAGAGTCAAGTCA (C24) 

94 9.58 MASC02
A T T TTTTCTTGTGCATCTCGGTTTAGCT G 0) 
A  TTTTCTTGTGCATCTCGGTTTAGCT G  

545 
TTG
TTG CTCTTGAGCTGAGTATGAGCCACAA TGTA (Col-

CTCTTGAGTTGAGTATGAGCCACAAT A TGTA (C24)

95 10.5
T  AGTCTCCTTTAGTTGAATACAACTT G 0) 

4 MASC05317 
CGC AACTTCAATAACTGGAATGGCTCTTG C TAGA (Col-
CGCTAACTTCAATAACTGGAATGGCTCTTG T AGTCTCCTTTAGTTGAATACAACTTTAGAG (C24) 

96 11.21 MASC0
AT TCATGGAAAATCATATGATCCT A 0) 
T G TACTCATGGAAAATCATATGATCCT A  

3502 
TCA
TC TATGAAGAAAGTAAATTTCATGTTGA A TAC AAGA (Col-

TATGAAGAAAGTAAATTTCATGTTGA AAGA (C24)

97 12.19 MASC03
G TCCTCTACTTCAATCTCCCATCAC T 0) 

074 
ACA
ACAGCATCTCCACGTTGAAGAGTGCAATGA T CTCCTCTACTTCAATCTCCCATCACTCACT (C24) 

CATCTCCACGTTGAAGAGTGCAATGA A C TCAC (Col-

98 13.2 1
A TGTACCGGTATGTGACACCTGAGA C 0) 
NN C A TTGTNNCGGTATGTGACACCTGAGA C  

3 MASC00 34 
NN
GCA GCGCATACGATTTTGATCTGGTTTGC G T TTGT (Col-

NNNNNTACGATTTTGATCTGGTTTG TTGT (C24)

99 14.25 MASC0
G GGC T AGAAGCCTTCAAGGACTCCGGCGTA C 0) 
G GGC C AGAAGCCTTCAAGGACTCCGGCGTA C  

3981 
TAG
TAG

AAGGCTGAGCTTCTAGGAGATCC
AAGGCTGAGCTTCTAGGAGATCC

AGAC
AGAC

(Col-
(C24)

100 15.17 MASC01
A CTATTGTTGCGGCTCTCTTGCATGT T 0) 
A CTATTGTTGCGGCTCTCTTGCATGT T  

774 
TGC
TGC CGAGGATCATCAGCGAGTTCATTGAT C ATGC (Col-

CGAGGATCATCAGCGAGTTCATTGAT T ATGC (C24)

101 16.33 MASC032
GT ATGAGTTGGACTGGAAAG A 0) 
GT ATGAGTTGGACTGGAAAG A  

34 
TC
TC

GCTACTCGCGGTAGAATACTATGGTG C CAACCAG
GCTACTCGCGGTAGAATACTATGGTG T CAACCAG

AGGT
AGGT

(Col-
(C24)

102 17.11 MASC03593 
G TTGGTAGGGAATATGTGCAATT G 0) 
G AATTTGGTAGGGAATATGTGCAATT G  

TGA TTTAGTGTCACAATTCAACTTGATGA A AAT CACT (Col-
TGA TTTAGTGTCACAATTCAACTTGATGA C CACT (C24)

G  149* 
C TTGTAAAACGTCGGGAGAAACAGAG A 0) 
C TGTAAAACGTCGGGAGAAACAGAG A  

AAG
AAG

AAGCGGCGAACATTTAAGACCAAACT G 
AAGCGGCGAACATTTAAGACCAAACT A 

AGCG
AGCG

(Col-
(Ler)T

H  200* 
AC TCCGAAGACTTCACGGTAGTCAA T 0) 
C A A CCTCCGAAGACTTCACGGTAGTCAA T  

AT GACGGAGCTAAATCGAGATCGTTAAA C CC AACC (Col-
ATA GACGGAGCTAAATCGAGATCGTTAA AACC (Ler)

Chromosome V 

103 0 MASC02357 
C  AGTAGTTGCACAAGGGATCAGGGCA C 0) 
C  AGTAGTTGCACAAGGGATCAGGGCA C  

CCC
CCC

TCCCATTGCAAATGCAGCTCCAGCTG T
TCCCATTGCAAATGCAGCTCCAGCTG C

TCAC
TCAC

(Col-
(C24)

104 0.29 MASC023
CA GCGCTCCTTACCCTATAGAT C 0) 
A TACTGCGCTCCTTACCCTATAGAT C  

01 
CA AGCCGGAGGAGTGGTAGTGGATCCAA A GTACT ATGG (Col-
CAC AGCCGGAGGAGTGGTAGTGGATCCAA G G ATGG (C24)

105 0.97 MASC03
G A T ATAGCTTTCAGTGCATTGCTACAAA T 0) 
G A C ATNNNNNNCNNNNCNNNNNNNNANN N  

527 
GCG
NNN

TATAAATGTACAGCAATGTAATTAA
TATAAATGTACAGCAATNNNNTTAA

GACA
NNNN

(Col-
(C24)

106 1.2
A C C AAATTTGGAGCAAACAACTCTAACG T 0) 
CA AGCAAACAACTCTAACG T  

6 MASC02659 
GGC GGAAAATGTCCCAGTAGATGAGAGG CAAT (Col-
GG GGAAAATGTCCCAGTAGATGAGAGGC T AAATTTGG CAAT (C24)

107 1.93 MASC0
T CACACTTGGTCGGCTGAAAAA C 0) 
T CACACTTGGTCGNCTGAAANN T  

7003 
GCA
GCA

TGACTCTTGACTAGCAATCAAAAGTC A ACGT
TGACTCTTGACTAGCAATCAAAAGTC T ACGT

CAAA
NNNA

(Col-
(C24)

108 2.33 MASC06955 
CTAA ATTTAAACAAGATGCAGCTCAAAG T 0) 

C ATTTAAACAAGATNCAGCTCAAAG T  
TTTCTCATTCTTCAGGTTCAGTTTCA T A TCCC (Col-

GTT TACTACTCTTTTTGGGTTCAGTTTCA G A TCCC (C24)

109 3.06 MASC07135 CAGGAAATGCTTCTAAGTGTGTCTTGTCTT A TCTGGTTCGTGGTGGTGAGTTTGTTACAAA (Col-0) 
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CAGGAAATGCTTCTAAGGTGTCTTGTCTCT C TCTGGTTCGTGGTGGTGAGTTTGTT A ACAA (C24) 

110 3.76 MASC07
TG CCCAATGGGATGCCTGTTCCCT T ) 

027 
AT CAGTTCATGGCGCTAAACCCTCAATT A CTA TTGT (Col-0
ATTGCAGTTCATGGCGCTAAACCCTCAATT G CTACCCAATGGGATGCCTGTTCCCTTTGTT (C24) 

111 4.83 MASC011
AA ATTGGAGAAGGAGGAGAAGGTG T ) 
AA AGAAGGAGGAGAAGGTG T 

41 
AC
AC AATCGCCTTGGATTGAGGAAGCTTTC G TCT TCGC (Col-0

AATCGCCTTGGATTGAGGAAGCTTTC T TCTATTGG TCGC (C24) 

112 5.34 MASC0
 TACCTACGCCATGCTGTACTCTTTG C ) 

1512 
GCCTTATCTTTGGGAGAACGAAAAGCAGTC G GTTT (Col-0
GCCTTATCTTTGGGAGAACGAAAAGCAGTC A TACCTACGCCATGCTGTACTCTTTGGTTTC (C24) 

113 6.46 MASC07
TT A AATCATGAGAACTCAAGAAGTACTC C ) 
TT G AATCATGAGAACTCAAGAAGTACTC C 

146 
TC
TC CATCAAAACAGACAAGAGTATCAGCA TCAC (Col-0

CATCAAAACAGACAAGAGTATCAGCA TCAC (C24) 

114 6.86 MASC023
CA GAA C GGAGCAGCATCAACCTGAACAATAG C ) 

90 
AC TAGTGCGAGAGGTACCACTGCTT CACT (Col-0
NNNNNNNNNNNNNNNGTACCACTGCTTGAA A GGNGCAGCATCAACCTGAACAATAGCACTC (C24) 

115 7.89 MASC01
AGATCG A CATGAGGAAAGAGGATTCACATCGC A ) 

GG GAGGAAAGAGGATTCACATCGC A 
061 

TT
TTGGCGTTGTGGGCTCAAGCTTAG CTCA (Col-0

CGTTGTGGGCTCAAGCTTAGAGATCG G CAT CTCA (C24) 

116 8.16 MASC09029 
CC
NN
AT ATCAAATTTCCTCAGAGACATT C ) 
NN ATCAAATTTCCTCAGAGACATT C 
AGGAAGCTGAAGATGAGAAGAATTCC T CGT
NNGAAGNNNNNNNNNNNNNNNNNTC T

CTAT
CTAT

(Col-0
(C24) C C CG

117 8.57 MASC0
CT AGATCTAGCCAGCTGCATCATG C ) 

 TGAAGATCTAGCCAGCTGCATCATG C 
4080 

CACT
CA TATTGAAACAGTAAGAGAAAGCCCAA T TGA GTAA (Col-0

TATTGAAACAGTAAGAGAAAGCCCAA C GTAA (C24) 

118 9.4 MASC07
CT  AAAAGCCCACTCTTCTTCTTCTTGT G ) 

157 
TG GTGTATTGTAGCTCTTCTCTATCCCA T CCAT (Col-0
NNCTGTGTATTGTAGCTCTTCTCTATCCCA G AAAAGCCCACTCTTCTTCTTCTTGTCCATG (C24) 

119 10.4 3
AT  TTCCTCCATTTTCACACAATCCAAA A ) 
NN  A TTCCTCCATTTTCACACAATCCAAA A 

4 MASC02 68 
NN
CC GCTTTCTCTAACTGCAACAACTCTCA G ACCC (Col-0

NNNNNCTCTAACTGCAACAACTCTCA ACCC (C24) 

120 11.03 MASC0
CTTA G CCAAATAGTTTTCCCTCATATTGAT G ) 

3957 
TTAT
TTATTCTTAATGGATAAATCATGATCCTTA T CCAAATAGTTTTCCCTCATATTGATTATGG (C24) 

TCTAAATGGATAAATCATGATC TATG (Col-0

121 11.85 MASC01174 
CC TTTCCCCGATATGGATAAGCAGG T ) 
CC TTTCCCCGATATGGATAAGCAGA T 

TT TCACTTCTTCTCGATCACCTCGCCGC G AT TCCT (Col-0
TT TCACTTCTTCTCGATCACCTCGCCGC A AT TTCT (C24) 

122 13.41 MASC014
CG A G ATTGGTTATTACTACCAATTGGATC G ) 
CG T T ATTGGTTATTACTACCAATTGGATC N 

63 
TT
TT

TGGTAGCTTTTACTTATTTTTTCCC
TGGTAGCTTTTACTTATTTTTTCCC

TTGT
TTGT

(Col-0
(C24) 

123 13.94 MASC043
GGTCAGT T ATACTCAAACTGTATTGAACACTTT A ) 

AT  C ATACTCAAACTGTATTGAACACTTT A 
60 

AC
ACATTCTACCTAACCAGGACATT AATC (Col-0

TCTACCTAACCAGGACATTGGTCAGT AATC (C24) 

124 14.5 71
TG  C GCATCATTCAACTAAAGAAAACCAA C ) 
TG  A GCATCATTCAAATCGAGACGAAGAT T 

2 MASC0 42 
GA
AA

ACAGGTCCATTGGAGAGATCAAAAGC
ACGGGTCNATTGGAGAGATCAAAAGC

AACT
CATT

(Col-0
(C24) 

125 15.32 MASC01031 
ACA  A TGTAACATACTCCTTATATATTCTC T ) 
A GGC C TGTAACATACTCCTTATATATTCTC T 

T CCAGATGCAAACGCTTTCCTAAGGGC TATG (Col-0
TAC CCAGATGCAAACGCTTTCCTAAG TATG (C24) 

126 16.34 MASC07
TT ATT T CTCTCATGAACTGCTCTTATCTTTT T ) 
TT ATT C CTCTCATGAACTGCTCTTATCTTTT C 

103 
TG
TG

ATGTACACACACATTTTCACTAC
ATGTACACACACATTTTCACTAC

TTTT
TTTT

(Col-0
(C24) 

127 17.3 5
TT GAC C GTAAACTGTGTAAGCTGGAACCCGA T ) 
NT T GTAAACTGTGTAAGCTGGAACCCGA T 

9 MASC02 29 
NN
GC GAAGTGTTATCAGGTCATTCGAT AAAA (Col-0

GNAGTGTTATCAGGTCATTCGATGAC AAAA (C24) 

128 18.42 MASC0
ATATC G ACACAGACAGGTATAGGAACAGGAA C ) 
ATATC A ACACAGACAGGTATAGGAACAGGAA C 

1225 
TTGT
CTCC

CAAATATTTGCAGGAAACAAG
ATCGTTATCTTCGGAAACAAG

TAGC
TAGC

(Col-0
(C24) 

129 19.29 MASC07053 
AC TCTTTCTAATGCCCTATCAATAAG C ) 
AC TCTTTCTAATGCCCTATCAATAAG N 

GT ACATAATGCTCCTTTGTTTATTTCTT C A TTTT (Col-0
GT ACATAATGCTCCTTTGTTTATTTCTT T A TTTT (C24) 

130 20.4 10
AA GAGGATTGCAGGAGCTGATG A ) 
AA GAGGATTGCAGGAGCTGATG A 

1 MASC0 40 
AG
AG

GAGAGCTTTTCGTACTTGGATGCACC G GTCGA
GAGAGCTTTTCGTACTTGGATGCACC A GTCGA

TTCC
TTCC

(Col-0
(C24) 

131 21.36 MASC06375 
AGGAAAATTCAAACACCCATGTGTC T ) 

AA  AGGAAAATTCAAACACCCATGTGTC T 
AGAAAACGCTCTTGTAACAAATAATCTTAT T AGAT (Col-0
AG AACGCTCTTGTAACAAATAATCTTAT - AGAT (C24) 

132 22.1 6
TC  TCTCTAAGCTATAAATATGTCTTTT T ) 
TC  TCTCTAAGCTATAAATATGTCTTTT T 

8 MASC0 718 
AG
AG

TCCCACAGACTTTGTCTTGCCCTGAA G
TCCCACAGACTTTGTCTTGCCCTGAA T

GCTG
GCTG

(Col-0
(C24) 

133 22.94 MASC07081 
GT TT G ATCGGAAAAAGTTTCTAGCGACGGC G ) 

TCTT A ATCGGAAAAAGTTTCTAGCGACGGC N 
TA CGTCTTCGTCATCTTCATCATTTC TGAA (Col-0
NNNNNNNNNNNNTCANCTTCATCATT TGAN (C24) 

134 23.6 MASC07
GC  ATCTTATTTGAACTCTTGCCATTTC C ) 
GC  ATCTTATTTGAACTCTTGCCATTTC C 

047 
AG
AG

AAAAAAACATAATTTACATGTTATAT T
AAAAAAACATAATTTACATGTTATAT C

TTTT
TTTT

(Col-0
(C24) 

135 24.2 0
CT  G TTCTTTAATACATTTACCGAATACA C ) 
CT TTTAATACATTTACCGAATACA C 

8 MASC07 50 
CT
CT CCGGTCAATATAAAGCAGTTTGGAGG GCTT (Col-0

CCGGTCAATATAAAGCAGTTTGGAGG A TTC GCTT (C24) 

136 25.05 MASC0
 C AAATCTTCTGCTTCTTCTTTAAATA T ) 
 G AAATCTTCTGCTTCTTCTTTAAATA T 

6792 
TATT
TATT

CACATTAACTTGTTCCGGATTCTGAT
CACATTAACTTGTTCCGGATTCTGAT

ACAC
ACAC

(Col-0
(C24) 

137 25.8 MASC01516 
AA GACGCATGAGCTCTATAATTTCGAT C ) 
AA GACGCATGAGCTCTATAATTTCGAT C 

AG GAGCTATCCTCGAATGATCCGATAGA A CGAT (Col-0
AG GAGCTATCCTCGAATGATCCGATAGA G CGAT (C24) 

138 26.1 71
AG AGTAAAGCCTGAGCTTGT C ) 
NN ANNNAAGCCTGAGCNNGT C 

7 MASC0 65 
GG
NN

TCTCCAAAGTCACCAATGGCACTACT C GCGATAG
NNNCCAAAGTCACCAATGGCACTACT G GCGATAG

GCGG
GCGG

(Col-0
(C24) 
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Supplement 2. Sequences of locus-specific oligonucleotides (5’  3’ orient fo  
thaliana SNP loci analyzed in the study. Loci 1-138 form the A.thaliana SNP 
genotyping kit. Loci A re  of the LDR-TaqM it
a ’ o o ation-based syn sis  
marked bold. DOR_G and DOR_H were prepared by conventional synthesis, so they do 
not contain overhangs ti

ed) r A.

-H we  used during development an k . 5’-
nd 3 -end pentanucle tides f r preparation of DOs by the lig the  are

 for liga on.  

Locus 

Chromo- 
some 

position 
Mbp 

MASC 
number 

Oligo 
name Genomic sequence Length 

nt 
T 

anneal.
°C 

Chromosome I 

#L1_01 ACGGGAACTTTCTTGTTTTAAGTCCTCG 28 57.5

#L2_01 ACGGGAACTTTCTTGTTTTAAGTCCTCT 28 54.5

#R_01 TGTTACCATTTTCATCTACGAACTTCGGTC 30 55.0
1 0.85 MASC03692 

#PCR_01r CGAAGTTCGTAGATGAAAATGGTAACA 27 66.2

#L1_02 ACGGGTTCACTTTGAGTAATGCCTGTCTA 29 54.5

#L2_02 ACGGGTTCACTTTGAGTAATGCCTGTCTG 29 57.0

#R_02 CAATCTGTGATATATAAAAGACCAAACTATCGGTC 35 55.0
2 2.04 MASC06796 

#PCR_02r GACCGATAGTTTGGTCTTTTATATATCACA 30 64.3

#L1_03 ACGGGAATTACACCAGATTCACCAAACG 28 56.5

#L2_03 ACGGGAATTACACCAGATTCACCAAACC 28 55.5

#R_03 CGACGCGCCTCTTCCTTCGGTC 22 60.2
3 2.69 MASC02113 

#PCR_03r TATCCCGTTAGACCGAAGGAAGA 23 66.2

#L1_04 ACGGGAGACAAAGTCATGGACGAAGG 26 57.1

#L2_04 ACGGGAGACAAAGTCATGGACGAAGA 26 55.3

#R_04 AGACACACATTTCATGTTGGTTTGTCGGTC 30 60.0
4 4.10 MASC07144 

#PCR_04r ACAAACCAACATGAAATGTGTGTCT 25 64.9

#L1_05 ACGGGCCTGAACACCGGATACAAGAGAT 28 57.9

#L2_05 ACGGGTCTGAACACCGGATACAAGAGAG 28 58.5

#R_05 CCGGCGAGGACACCAGAGCGGTC 23 61.0
5 5.40 MASC00817 

#PCR_05r GTTAGACCGCTCTGGTGTCCT 21 64.1

#L1_06 ACGGGCACCGACGCTTACAGTTATCCT 27 56.8

#L2_06 ACGGGCACCGACGCTTACAGTTATCCA 27 58.5

#R_06 CTAAAGAGTTGCAAATACATATTCATGCTCGGTC 34 59.7
6 6.82 MASC06752 

#PCR_06r GAGCATGAATATGTATTTGCAACTCTTTAG 30 65.0

#L1_07 ACGGGTAAAGACAAATGTGCTCTTGAT 27 55.2

#L2_07 ACGGGTAAAGACAAATGTGCTCTTGAA 27 56.1

#R_07 GGGAAACAAACCATCAAATCTGCTCGGTC 29 61.0
7 7.83 MASC02593 

#PCR_07r GCAGATTTGATGGTTTGTTTCCC 23 66.9

#L1_08 ACGGGTTAGGACAAAGGTAGCAACAA 26 56.0

#L2_08 ACGGGGTAGGACAATGGTAGCAACAC 26 55.5

#R_08 ATCAGTATTCAGAATTGGAGATGACATCGGTC 32 62.3
8 8.69 MASC07163 

# AT PCR_08r GATGTCATCTCCAATTCTGAATACTG 28 64.7

#L1_09 ACGGGTGAAAGATCCAACCGCCA 23 57.7

#L2_09 ACGGGTGAAAGATCCAACCGCCG 23 59.7

#R_09 CTTGCAACTACACTACACAACTCTGAAATACGGTC 35 59.2
9 9.84 MASC06722 

#   PCR_09r TTAGACCGTATTTCAGAGTTGTGTAGTGTA 31 64.2

#L1_10 ACGGGCATTGAACTGAGGCAATGTAGTC 28 54.9

#L2_10 ACGGGCATTGAACTGAGGCAATGTAGTT 28 54.6

10 10.70 MASC02175 

CGGTC #R_10 ATCATAGTGCTAGCCATTTTCTTAGTTGAT 35 60.0
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   #PCR_10r TCAACTAAGAAAATGGCTAGCACTATGAT 29 65.2 

#L1_11 ACGGGATGGGATAACATTTTAGTGCATAAC 30 54.3 

#L2_11 ACGGGATGGGATAACATTTTAGTGCATAAG 30 54.5 

#R_11 AAAGTTTTAGACTTAAGGTTGAAAAAACGACGGTC 35 59.4 
11 11.91 MASC04228 

#  PCR_11r CCGTCGTTTTTTCAACCTTAAGTCTA 26 65.5 

#L1_12 ACGGGCGTCTCGAACCGCATTCACC 25 62.1 

#L2_12 ACGGGCGTCTCGAACCGCATTCACT 25 59.5 

#R_12 GTCGCTCCGAAATTCGCGGTC 21 64.4 
12 13.07 MASC00364 

#  PCR_12r CGCGAATTTCGGAGCGAC 18 68.7 

#L1_13 ACGGGCTTACAGCAGCTCAAACTTCAAATA 30 55.8 

#L2_13 ACGGGCTTACAGCAGCTCAAACTTCAAATG 30 58.1 

#R_13 TCGTAGTGCTGAGCATTAAGTACCTCGGTC 30 57.3 
13 15.37 MASC04127 

#  PCR_13r CGTTAGACCGAGGTACTTAATGCTCA 26 66.5 

#L1_14 ACGGGCCTTGTTCTTTGAGACCGAGG 26 57.2 

#L2_14 ACGGGCCTTGTTCTTTGAGACCGAGA 26 55.4 

#R_14 GCAGATCGGACGTTTTTGCCGGTC 24 58.7 
14 16.35 MASC06782 

#  PCR_14r GGCAAAAACGTCCGATCTGC 20 65.1 

#L1_15 ACGGGTGCTGACCTAAATATTTTCAGACG 29 56.2 

#L2_15 ACGGGTGCTGACCTAAATATTTTCAGACA 29 54.5 

#R_15 GATCAAATGGGCCGCGTTCGGTC 23 60.2 
15 17.48 MASC03340 

#  PCR_15r AACGCGGCCCATTTGAT 17 66.0 

#L1_A ACGGGAAGCGGAGAAAGTGAGACG 24 56.0 

#L2_A ACGGGAAGCGGAGAAAGTGAGACA 24 53.9 

#R_A GTAAGGATCTCTCCGGTGTCGGTC 24 60.5 
A 17.66 MASC05011 

#PCR_Ar CGACACCGGAGAGATCCTTAC 21 64.4 

#L1_16 ACGGGCCAAAACCGCTTGTAA 21 55.5 

#L2_16 ACGGGCCAAAACCGCTTGTAG 21 55.1 

#R_16 AAGCCGGATTTGCCAGAAGACGGTC 25 60.3 
16 18.21 MASC06866 

#  PCR_16r CTTCTGGCAAATCCGGCTT 19 65.9 

#L1_17 ACGGGCAAGATATGCCGTAACTGAGTTT 28 54.0 

#L2_17 ACGGGCAGGATATGCCGTAACTGAGTTC 28 56.3 

#R_17 GCTATTTAACCAGCAACTGTATCTATGCGGTC 32 55.8 
17 18.72 MASC06707 

#PCR_17r CGCATAGATACAGTTGCTGGTTAAATA 27 64.3 

#L1_18 ACGGGTCATCAAGCTTCGTCAGGAAT 26 55.8 

#L2_18 ACGGGTCATCAAGCTTCGTCAGGAAC 26 56.3 

#R_18 GTCCACTCGGATGTCACCGGTC 22 58.1 
18 19.76 MASC00330 

#  PCR_18r TAGACCGGTGACATCCGAGT 20 64.1 

#L1_19 ACGGGAGACAAGTGTTCATCTCACCG 26 55.6 

#L2_19 ACGGGACAAGTGTGCATCTCACCC 24 54.6 

#R_19 GTCTCGTTAAAAGATCGGGAAGAGACGGTC 30 59.8 
19 20.62 MASC06991 

#  PCR_19r CTCTTCCCGATCTTTTAACGAGAC 24 64.6 

#L1_20 ACGGGTCACTTAACCATCATCAACCCT 27 55.5 

#L2_20 ACGGGTCACTTAACCATCATCAACCCA 27 57.2 

#R_20 TCGAATTAGTTCCTAGAAACCTATTATATCGGTC 34 55.7 
20 20.75 MASC07052 

#  PCR_20r CTATCCCGTTAGACCGATATAATAGGTTTC  31 65.5 

#L1_21 ACGGGCAACACAATCCGAATATATAATCAAG 31 55.3 

#L2_21 ACGGGCAACACAATCCGAATATATAATCAAA 31 56.4 

21 21.93 MASC04194 

#R_21 TCAAGGGCACTCACAGTGGCGGTC 24 60.9 
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   #PCR_21r CCACTGTGAGTGCCCTTGA 19 64.8

#L1_22 ACGGGCGAAGAGAGTAACGAACGATGACT 29 53.0

#L2_22 ACGGGCGAAGAGAGTAACGAACGATGACC 29 55.5

#R_22 GGTTTACTTTCAAATTCAGAGAAGAAGGACGGTC 34 56.2
22 23.17 MASC02688 

# TA PCR_22r CGTCCTTCTTCTCTGAATTTGAAAG 27 65.0

#L1_23 ACGGGAAGCTGATCAATACAATTCCTTAATC 31 55.1

#L2_23 ACGGGAAGCTGATCAATACAATTCCTTAATT 31 54.8

#R_23 CTGAAAACCGAAGAGGCAGTTGCGGTC 27 62.8
23 23.83 MASC00381 

#PCR_23r CAACTGCCTCTTCGGTTTTCA    24 65.9

#L1_B ACGGGCACAAACCATTAAGAAATATCCT 28 57.5

#L2_B ACGGGCAACAAACCATTAAGAAATATCCC 29 57.5

#R_B AGTTGTGTCTCAAAAACTCACCATCTTTCGGTC 33 65.1
B 23.83 MASC06750 

#PCR_Br A CGAAAGATGGTGAGTTTTTGAGAC 25 66.7

#L1_24 ACGGGACCTTTATTGAAACCTTTGGTATTG 30 57.2

#L2_24 ACGGGACCTTTATTGAAACCTTTGGTATTT 30 56.1

#R_24 GTACTAATAATACAATCTGAAAAGGCCTCTCGGTC 35 57.3
24 24.31 MASC06880 

# TAGTA PCR_24r CGAGAGGCCTTTTCAGATTGTATTAT 31 66.2

#L1_25 ACGGGCACAAACCATTAAGAAATATCCT 28 55.1

#L2_25 ACGGGCAACAAACCATTAAGAAATATCCC 29 57.7

#R_25 AGTTGTGTCTCAAAAACTCACCATCTTTCGGTC 33 56.6
25 25.41 MASC06750 

#PCR_25r CGAAAGATGGTGAGTTTTTGAGACA 25 66.7

#L1_26 ACGGGCTCTCAAGATGTCTCTCGGTGTA 28 54.8

#L2_26 ACGGGCTCTCAAGATGTCTCTCGGTGTC 28 55.2

#R_26 TTCACCGCTTTCAGCATCGGTC 22 63.4
26 26.79 MASC00629 

#PCR_26r CCGTTAGACCGATGCTGAAAG 21 65.3

#L1_27 ACGGGAATCCATGTTATTGTTCTTGGTTTC 30 56.2

#L2_27 ACGGGAATCCATGTTATTGTTCTTGGTTTT 30 55.9

#R_27 TCTGCTGCTGTCATTACAGACGTTCGGTC 29 59.7
27 28.02 MASC07087 

#PCR_27r CCGAACGTCTGTAATGACAGCA 22 66.8

#L1_28 ACGGGACACGGTGGCGCAATTT 22 56.7

#L2_28 ACGGGACACGGTGGCGCAATTG 22 58.2

#R_28 AGCTGGCCGTTCCAGTGGCGGTC 23 60.4
28 29.09 MASC07132 

#PCR_28r CCACTGGAACGGCCAGCT 18 68.5

Chromosome II 

#L1_29 ACGGGCAGCTTCCTCTTTCGATATCG 26 55.2

#L2_29 ACGGGCCAGCTTCCTCTTTCGATATCA 27 56.9

#R_29 TCTCGTCCTTGTTGTTGTTTCTGCGGTC 28 61.2
29 0.55 MASC00780 

#PCR_29r CAGAAACAACAACAAGGACGAGA 23 64.8

#L1_30 ACGGGAACCGCGACATAAACACCC 24 55.1

#L2_30 ACGGGAACCGCGACATAAACACCA 24 54.0

#R_30 TGTGGGTTATTCACCTTGACGGTC 24 61.0
30 1.40 MASC06840 

#PCR_30r CGTCAAGGTGAATAACCCACA 21 64.2

#L1_31 ACGGGCCAACTGCTCGTTTAGCTAGTC 27 54.6

#L2_31 ACGGGCCAACTGCTCGTTTAGCTAGTG 27 55.5

#R_31 TATCGGCACATCTATTTTGTTGGCGGTC 28 57.5
31 1.83 MASC05644 

#PCR_31r CCAACAAAATAGATGTGCCGATA 23 64.1

#L1_32 ACGGGCTTTCTTGTGTTGATGACAAATG 28 57.232 2.99 MASC05961 

#L2_32 ACGGGCTTTCTTGTGTTGATGACAAATT 28 57.2
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C #R_32 AGACAAAGCTTGAACCCTTGAGAGGCGGT 30 61.8    

#  PCR_32r CGCCTCTCAAGGGTTCAAG 19 64.5 

#L1_33 ACGGGTAGTTCTAGGGTAATTTGAACCTTATT 32 54.4 

#L2_33 ACGGGAGTTCTAGGGTAATTTGGACCTTATC 31 55.5 

#R_33 AGTGATTTGAGAGTAGAAGAGATGGCTAGGCGGTC 35 61.6 
33 3.53 MASC05803 

#  PCR_33r CTAGCCATCTCTTCTACTCTCAAATCACT 29 64.6 

#L1_34 ACGGGCTGAAGAGCAACAGGGACA 24 57.3 

#L2_34 ACGGGCTGAAGAGCAACAGGAACG 24 57.0 

#R_34 TAAAGATTGAGGTCAAGAGCTTTGAGCGGTC 31 61.1 
34 4.26 MASC00334 

#  PCR_34r CGCTCAAAGCTCTTGACCTCA 21 66.4 

#L1_35 ACGGGAGAAAGGTTTTCAGAATTGGACAC 29 55.4 

#L2_35 ACGGGAGAAAGGTTTTCAGAATTGGACAT 29 54.9 

#R_35 CTAGGAAATGTGAATGAGGTACATATCGAGCGGTC 35 61.2 
35 5.49 MASC00325 

#  PCR_35r CGATATGTACCTCATTCACATTTCCTA 27 64.3 

#L1_36 ACGGGTTCATCTCTCCCACCCAAAG 25 55.9 

#L2_36 ACGGGTTCATCTCTCCCAGCCAAAC 25 56.0 

#R_36 CTCCATAGCTTTTGCCATTCTTTCGGTC 28 59.1 
36 6.90 MASC06802 

#  PCR_36r GAAAGAATGGCAAAAGCTATGGA 23 64.6 

#L1_37 ACGGGAACCTTAATAACGGGTTTATCATAATT 32 56.6 

#L2_37 ACGGGAACCTTAATAACGGGTTTATCATAATC 32 56.8 

#R_37 TGACCTCAATTTTTCAGGGAGCCGGTC 27 62.1 
37 7.84 MASC05754 

#PCR_37r GGCTCCCTGAAAAATTGAGGTC   24 66.4 

#L1_38 ACGGGAACAAAAGACGTATAAAACGCCTAA 30 56.4 

#L2_38 ACGGGAACAAAAGACGTATAAAACGCCTAT 30 55.6 

#R_38 GCTGTGTGATCAAAGTCATGTCTTGCGGTC 30 62.7 
38 8.85 MASC06950 

#  PCR_38r TAGACCGCAAGACATGACTTTGA 23 65.3 

#L1_39 ACGGGTCCGTAACAGAGTTTGACAATGAT 29 56.3 

#L2_39 ACGGGTCCGTAACAGAGTTTGACAATGAC 29 56.7 

#R_39 GATAAAGTTAGCTGTGCCGATTCCTCGGTC 30 59.8 
39 9.90 MASC02456 

#  PCR_39r GAGGAATCGGCACAGCTAACT 21 64.0 

#L1_40 ACGGGTCCACAAAACCACATACAAAAGAT 29 56.1 

#L2_40 ACGGGTCCACAAAACCACATACAAAAGAA 29 57.0 

#R_40 CACCAGCAACAAAGCCTATGGCGGTC 26 62.3 
40 10.88 MASC02949 

#  PCR_40r CCATAGGCTTTGTTGCTGGTG 22 66.1 

#L1_41 ACGGGCTAACTTCGACGTATCCCCAA 26 55.3 

#L2_41 ACGGGCTAACTTCGACGTATCCCCAT 26 54.3 

#R_41 GCTTCGGATCCATCGGAGTTACGGTC 26 59.7 
41 11.84 MASC02006 

#PCR_41r CGTTAGACCGTAACTCCGATGGA   25 67.5 

#L1_42 ACGGGCTTACAAATGTTGCTTTCAGAT 27 57.4 

#L2_42 ACGGGCTTACAAATGTTGCTTTCAGAC 27 57.8 

#R_42 ACCCAGCCTTGTGTACCTTGACTATCGGTC 30 59.9 
42 12.71 MASC02493 

#  PCR_42r CCGATAGTCAAGGTACACAAGGCT 24 65.8 

#L1_43 ACGGGTGGAAAGTAAACACACATGAAAATAGTTT 34 56.3 

#L2_43 ACGGGTGGAAAGTAAACACACATGAAAATAGTTC 34 56.6 

#R_43 TTAGTCTTTACTTAACAATTACAAGAAACTAGAAGGCGGTC 41 59.1 
43 12.97 MASC06704 

#  PCR_43r GTTAGACCGCCTTCTAGTTTCTTGTAA 27 64.1 

#L1_44 ACGGGACACCATTGTCAATAATAGGAC 27 55.1 44 13.73 MASC02513 

#L2_44 ACGGGACACCATTGTCAATAATAGGAT 27 54.7 
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#R_44 TAGAACTGAACGAATGGGTCGGTC 24 62.0   

#PCR_44r CCGACCCATTCGTTCAGTTCTA 22 66.6

#L1_45 ACGGGTGATGGACCGGTGGGC 21 54.2

#L2_45 ACGGGATGGACCGGTGGGT 19 55.3

#R_45 TTGGAGGCTTTGCGCATGCGGTC 23 60.1
45 14.47 MASC02138 

#PCR_45r GCGCAAAGCCTCCAA 15 62.0

#L1_46 ACGGGTCATTTTGGTAGTACTTCCGGA 27 54.9

#L2_46 ACGGGCATTTTGGTAGTACTTCCGGG 26 54.8

#R_46 GACGTTTCCGGGACTAACTCCGCGGTC 27 62.5
46 14.98 MASC02033 

#PCR_46r  GGAGTTAGTCCCGGAAACGTC 22 65.3

#L1_47 ACGGGCAAGGTGGTGTCATTCCCC 24 56.8

#L2_47 ACGGGCAAGGTGGTGTCATTCCCA 24 55.8

#R_47 CAGCGTGTTGCTCCGGCCGGTC 22 60.7
47 16.08 MASC02203 

#PCR_47r CCGGAGCAACACGCTG 16 65.3

#L1_48 ACGGGTAAGATTCTCCCACATCGCC 25 55.8

#L2_48 ACGGGCAAGATTCTCCCACATCGCT 25 56.1

#R_48 GGATCCTCTCCCTGCTCTGCGGTC 24 59.5
48 16.69 MASC02122 

#PCR_48r CGCAGAGCAGGGAGAGGA 18 66.7

#L1_49 ACGGGTGGAAAGAATGGTGAGATGGTT 27 56.8

#L2_49 ACGGGAGGAAAGAATGGTGAGATGGTG 27 55.3

#R_49 AAGAAATCAAGTGGAAACAGGAGCCGGTC 29 61.6
49 17.27 MASC07056 

#PCR_49r GGCTCCTGTTTCCACTTGATTTC 23 66.4

#L1_50 ACGGGTGGTGGTCCAGGATCATAC 24 57.3

#L2_50 ACGGGTGGTGGTCCAGGATCATAT 24 56.8

#R_50 TACTGAATGTGAGTGTGTTTGGTTCCGGTC 30 59.9
50 18.38 MASC00371 

#PCR_50r GGAACCAAACACACTCACATTCA 23 65.5

#L1_51 ACGGGCGGCAAAATCCCTCTAG 22 54.3

#L2_51 ACGGGCGGCAAAATCCCTCTAA 22 54.7

#R_51 GCTTGAAACGGAAAGTGCTAAGGCGGTC 28 60.0
51 19.49 MASC02585 

#PCR_51r GCCTTAGCACTTTCCGTTTCAA 22 65.8

Chromosome III 

#L1_52 ACGGGTGCAGCAGATTGATGTTCTTGA 27 57.8

#L2_52 ACGGGTGCAGCAGATTGATGTTCTTGT 27 56.8

#R_52 GTCAGTGATAAGTGTATTGCCATATGAATCGGTC 34 58.6
52 0.66 MASC03427 

#PCR_52r ATTCATATGGCAATACACTTATCACTGAC  30 64.3

#L1_53 ACGGGTCTATAAAACCTCGGGGATTAGA 28 55.7

#L2_53 ACGGGTCTATAAAACCTCGGGGATTAGAT 29 55.3

#R_53 CGGTTTCGGCCTAGGATTAACGGTC 25 58.4
53 1.51 MASC04687 

#PCR_53r ACCGTTAATCCTAGGCCGAAAC 22 65.5

#L1_54 ACGGGTGTCATGTTGTTATCCGCTATTC 28 55.3

#L2_54 ACGGGTTGTCATGTTGTTATCCGCTATTA 29 55.1

#R_54 TTCTTCTTATCAGATTCTTTAAACTTTTCTCGGTC 35 55.6
54 2.33 MASC03739 

#PCR_54r GACCGAGAAAAGTTTAAAGAATCTGATAAG 30 64.6

#L1_55 ACGGGCATCTAAAAGATATGATCAAAACAAACA 33 55.9

#L2_55 ACGGGATCTAAAAGATATGATCAAAACAAACG 32 55.2

#R_55 CAAAAGACAATGATCGGCTAAAAGACGGTC 30 59.4
55 2.89 MASC06761 

#PCR_55r TCTTTTAGCCGATCATTGTCTTTTG 25 65.5

56 3.58 MASC00562 #L1_56 ACGGGTGATACTTCAGGTACCAAAGCG 27 55.7
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#L2_56 ACGGGTGATACTTCAGGTACCAAAGCA 27 54.6 

#R_56 GATGAATCAAAGGCAACAGGAGATGCGGTC 30 61.9 

   

#PCR_56r ATCTCCTGTTGCCTTTGATTCA 22 64.2 

#L1_57 ACGGGAAGAACAAAAGGATTTTGGATAAAC 30 55.0 

#L2_57 ACGGGAAGAACAAAAGGATTTTGGATAAAT 30 54.6 

#R_57 TTAAATCTGTTAACAGCATGAAAAATTAATCGGTC 35 57.2 
57 4.23 MASC04486 

#P  CR_57r TAGACCGATTAATTTTTCATGCTGTTAA 28 64.7 

#L1_58 ACGGGCTTGCTTTGTGAGAATCATATTTAGAT 32 55.3 

#L2_58 ACGGGCTTGCTTTGTGAGAATCATATTTAGAC 32 55.7 

#R_58 TATAGGACTGGATAGTATCTGATAGATGCGGTC 33 55.7 
58 4.82 MASC04506 

#P  CR_58r ACCGCATCTATCAGATACTATCCAGTC 27 64.8 

#L1_59 ACGGGACAATGTCAACAACCTTTTGAGT 28 55.8 

#L2_59 ACGGGCAATGTCAACAACCTTTTGAGC 27 55.8 

#R_59 AGAGTCATCAACACCTTCATCCTCACGGTC 30 59.3 
59 5.68 MASC01310 

#  PCR_59r TGAGGATGAAGGTGTTGATGACTCT 25 66.6 

#L1_60 ACGGGAGTGTTCAAGAAATGTGATCGATAC 30 55.1 

#L2_60 ACGGGAGTGTTCAAGAAATGTGATCGATAT 30 54.6 

#R_60 AATCTCCATAGTAAGGTCATAACATTTATTCGGTC 35 55.7 
60 6.57 MASC04279 

#PCR_60r CCGAATAAATGTTATGACCTTACTATGGA 29 65.0 

#L1_61 ACGGGGTTGATATCTGAGTTTCTAATG 27 55.9 

#L2_61 ACGGGGTTGATATCTGAGTTTCTAATC 27 55.2 

#R_61 AACAATATTAGAGCGTTAATGATATATTTCGGTC 34 54.2 
61 7.41 MASC04554 

#  PCR_61r CGTTAGACCGAAATATATCATTAACGCTC 29 66.3 

#L1_62 ACGGGTTCTTCGGCGTAAAATAAGTATA 28 56.0 

#L2_62 ACGGGTTCTTCGGCGTAAAATAAGTATT 28 57.1 

#R_62 GCTAAAGACAATCAACGAGTTTTCCGGTC 29 64.5 
62 8.51 MASC01228 

#  PCR_62r GGAAAACTCGTTGATTGTCTTTAGC 25 64.4 

#L1_63 ACGGGCAACCAAACCACATAAGTCAGCT 28 56.7 

#L2_63 ACGGGAACCAAACCACATAAGTCAGCA 27 55.7 

#R_63 AGCTAGCTGAGATCGATATCCACTTTTCGGTC 32 59.9 
63 9.54 MASC06970 

#  PCR_63r CGAAAAGTGGATATCGATCTCAGCTA 26 66.7 

#L1_64 ACGGGTATTCTGATACCAGAAGATGCAAG 29 54.9 

#L2_64 ACGGGATTCTGACACCAGAAGATGCAAC 28 56.7 

#R_64 TCCGGTGTCCAGAAATACCCTTCGGTC 27 60.2 
64 10.44 MASC01418 

#P  CR_64r GACCGAAGGGTATTTCTGGACA 22 65.6 

#L1_65 ACGGGTGCTGAATCAAGACGCTCTACTT 28 56.8 

#L2_65 ACGGGTGCTGAATCAAGACGCTCTACTG 28 58.1 

#R_65 CCTCAGCTAGCGGGTTTCTTAGGCGGTC 28 61.2 
65 10.91 MASC01389 

#  PCR_65r CCGCCTAAGAAACCCGCTAG 20 66.3 

#L1_66 ACGGGTTAAAACGGGTAATTTGAAATTGTA 30 55.0 

#L2_66 ACGGGAAAACGGGTAATTTGAAATTGTG 28 55.8 

#R_66 ACAGGGAAAGGGAAATGCAAGACGGTC 27 60.5 
66 11.05 MASC04551 

#P  CR_66r CTTGCATTTCCCTTTCCCTGT 21 65.7 

#L1_67 ACGGGTTTCTATCGAATTGAATTTATAAAC 30 54.2 

#L2_67 ACGGGTTTCTATCGAATTGAATTTATAAAA 30 54.6 

#R_67 CGATTTAACCCAAATTTATGGGGACGGTC 29 60.6 
67 14.3 MASC05047 

#  PCR_67r CCGTTAGACCGTCCCCATAA 20 65.2 

68 12.53 MASC04262 AGTAGAGTAACAA 56  #L1_68 ACGGGTCAGAATTCTCTTATCA 35 .5
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GTAACAG #L2_68 ACGGGTCAGAATTCTCTTATCAAGTAGA 35 56.2

#R_68 AAAGTGATGAGAAAACAGAAGAATAAGGTGCGGTC 35 60.3

   

#  PCR_68r GCACCTTATTCTTCTGTTTTCTCATCA 27 65.8

#L1_69 ACGGGCTGTGTTAATCAAATTAGATGAGATCA 32 54.6

#L2_69 ACGGGCTGTGTTAATCAATTAGATGAGATCG 31 55.0

#R_69 ATATTTTTTCCTTCTTTTTTTTCGCAGACGGTC 33 60.6
69 14.95 MASC03581 

#PCR_69r CGTCTGCGAAAAAAAAGAAGGA 22 65.8

#L1_70 ACGGGCTGAAGTTAGAGCGCTTTTTGAG 28 56.3

#L2_70 ACGGGCTGAAGTTAGAGCGCTTTTTGAT 28 55.7

#R_70 CTTTCTCTTGTTGATCAAAGTGGTAAAGGCGGTC 34 61.4
70 15.61 MASC01016 

#PCR_70r TAGACCGCCTTTACCACTTTGATC 24 65.6

#L1_71 ACGGGCAATCAGCTCAGCAATGTCT 25 56.4

#L2_71 ACGGGCAATCAGCTCAGCAATGTCC 25 59.1

#R_71 TTACCACTCACTTCTTTCAATAGAAGCGGTC 31 57.3
71 16.17 MASC01173 

#PCR_71r CGCTTCTATTGAAAGAAGTGAGTGGTA 27 65.8

#L1_72 ACGGGAAACGCTAATCCTTCTGCT 24 56.1

#L2_72 ACGGGAAACGCTAATCCTTCTGCA 24 57.8

#R_72 GATAATATCAAAGATATCATCGGAGCTGCGGTC 33 58.4
72 16.17 MASC01172 

# 64.8PCR_72r GCAGCTCCGATGATATCTTTGA 22 

#L1_73 ACGGGAGGAGAAAAAGCGACG 21 58.1

#L2_73 ACGGGAGGAGAAAAAGCGACA 21 56.2

#R_73 ACGGATGTTGGTGGCGGATCGGTC 24 61.7
73 17.25 MASC06941 

#PCR_73r TTAGACCGATCCGCCACC 18 65.6

#L1_74 ACGGGCGGTAGACGGTGGAGAAGGTAA 27 58.8

#L2_74 ACGGGCGGTAGACGGTGGAGAAGGTAG 27 58.5

#R_74 AAGCTGAAGCTCTTTGTGATGATCTTCGGTC 31 59.7
74 17.98 MASC00949 

# 24 PCR_74r CGAAGATCATCACAAAGAGCTTCA 66.1

#L1_75 ACGGGCCTTAATCTCTTGCTTCTTCTGTGTC 31 57.7

#L2_75 ACGGGCCTTAATCTCTTGCTTCTTCTGTGTA 31 56.2

#R_75 GTCAATCCATGATGACGTCTCGGTC 25 62.1
75 18.69 MASC06897 

#PCR_75r CGAGACGTCATCATGGATTGAC 22 66.3

#L1_76 ACGGGAACAAAAGCAGGCTGTTTCAC 26 55.5

#L2_76 ACGGGAACAAAAGCAGGCTGTTTCAA 26 56.1

#R_76 GTGGAATGGTCGTAGAGCCAAAGCGGTC 28 60.5
76 19.69 MASC02511 

# 21 PCR_76r TTTGGCTCTACGACCATTCCA 66.1

#L1_77 ACGGGTTGTTACCTTTAAGAGCTTTGTTCTAC 32 55.7

#L2_77 ACGGGTTGTTACCTTTAAGAGCTTTGTTCTAA 55.332 

#R_77 ACTTCTACTTCTTTCCACGGAGTTTAGCGGTC 32 60.5
77 21.72 MASC07382 

#PCR_77r GCTAAACTCCGTGGAAAGAAGTAGA 25 64.2

#L1_78 ACGGGTGATGTTTTTGTTGATTCATCAAAG 30 56.7

#L2_78 ACGGGTGATGTTTTTGTTGATTCATCAAAA 30 57.1

#R_78 TAAGGTTATTACGAATCAAAAATAACTTTACGGTC 35 55.1
78 22.16 MASC06869 

#  29 PCR_78r CCGTTAGACCGTAAAGTTATTTTTGATTC 65.5

#L1_79 ACGGGTTGGAGAAAAATGGCAGAGTTA 27 56.1

#L2_79 ACGGGTGGAGAAAAATGGCAGAGTTG 26 56.3

#R_79 AAAGAAATGCTAAATAGGATACATGCCTTCGGTC 34 61.1
79 22.63 MASC04925 

#PCR_79r CGAAGGCATGTATCCTATTTAGCA 24 64.4

80 23.23 MASC01018 TGCA #L1_80 ACGGGAACAACGTAAACTAAGAGC 28 56.5
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CC #L2_80 ACGGGAACAACGTAAACTAAGAGCTG 28 57.2 

#R_80 TCAAGGAAAGGCGAAGAAACCGGTC 25 59.0 

   

#PCR_80r GGTTTCTTCGCCTTTCCTTGA 21 65.9 

Chromosome IV 

#L1_A ACGGGAGATTGGAGCTCCTATGGCTA 26 54.2 

#L2_A ACGGGAGATTGGAGCTCCTATGGCTG 26 56.8 

#R_A ACCCCTCTTACCTTTGTTATTACCACACGGTC 30 60.0 
A 0.04 MASC02820 

#PCR_Ar TGTGGTAATAACAAAGGTAAGAGGGGT 27 65.7 

#L1_B ACGGGAACCGAAAGGCGACTATC 23 53.2 

#L2_B ACGGGAACCGAAAGGCGACTATG 23 54.2 

#R_B GAGGAAATAACAGATGTGATGTTGAAGATCGGTC 34 59.8 
B 0.50 MASC02948 

#PCR_Br TCTTCAACATCACATCTGTTATTTCCTC 28 65.6 

#L1_81 ACGGGCAAGATCAGGGAAGATCAACCT 27 55.7 

#L2_81 ACGGGAAGATCAGGGAAGATCAACCA 26 54.5 

#R_81 CTTGGGATTGCTGTCACTCTCAGCGGTC 28 59.6 
81 0.54 MASC09031 

#PCR_81r TGAGAGTGACAGCAATCCCAA 21 65.4 

#L1_82 ACGGGAGTTTCACTTCTTGACTGGAAAAA 29 56  .7

#L2_82 ACGGGAGTTTCACTTCTTGACTGGAAAAT 29 55.8 

#R_82 CATCGAAGAGAATTGTGACGAACCGGTC 28 60.5 
82 1.60 MASC02898 

#  PCR_82r GTTCGTCACAATTCTCTTCGATG 23 64.3 

#L1_83 ACGGGCAAGACTTTCTTAGTATAGTGATGTGTCA 34 55.4 

#L2_83 ACGGGCAAGACTTTCTTAGTATAGTGATGTGTCG 34 57.0 

#R_83 TCCAACAGTTTCTCTCACAAAAACAAACGGTC 61.5 32 
83 2.19 MASC05039 

65.2 #PCR_83r TGTTTTTGTGAGAGAAACTGTTGGA 25 

#L1_84 ACGGGTTGCTTGTTGCTTGTTGCTTA 26 55.8 

#L2_84 ACGGGATTGCTTGTTGCTTGTTACTTG 27 55.3 

#R_84 ACTAACGTTTATTGTTATGGGTTGGGTTCGGTC 33 60.8 
84 2.98 MASC03713 

65.3 #PCR_84r CGAACCCAACCCATAACAATAAAC 24 

#L1_85 ACGGGTAGTGTTGATTATGGCTGAGTAATTG 31 55.2 

#L2_85 ACGGGTGTGTTGATTATGGCTGAGTAATTGT 55.1 31 

#R_85 TAAGGTGACATTGTTTCTATAAAGTTAGCGGTC 59.3 33 
85 4.15_ MASC06447 

#PCR_85r GACCGCTAACTTTATAGAAACAATGTCA 28 64.6 

#L1_C ACGGGTTTTAATTGATAGCTGGAGATA 27 55.8 

#L2_C ACGGGTTTTAATTGATAGCTGGAGATG 27 58.0 

#R_C TATTCTGAAAACAGAGATAGATGGTGCACGGTC 33 60.1 
C 4.15 MASC04672 

#PCR_Cr TGCACCATCTATCTCTGTTTTCAGAATA 28 66.0 

#L1_86 ACGGGTCCCCACGGATAGTTCCA 23 56.4 

#L2_86 CGGGTCCCCACGGATAGTTCCC 22 57.4 

#R_86 GGCTCAGAAGCTGCTGGGTTCGGTC 25 60.2 
86 4.89 MASC02334 

19 66.3 #PCR_86r CGAACCCAGCAGCTTCTGA 

#L1_D ACGGGAACAGCAAAATGTTTCTAGTCG 27 57.8 

#L2_D ACGGGAACAGCAAAATGTTTCTAGTCC 27 56.9 

#R_D ACAACCTTGTTCAGATGTTTCGCTTCGGTC 27 62.4 
D 5.09 MASC02658 

22 65.4 #PCR_Dr CGAAGCGAAACATCTGAACAAG 

#L1_87 ACGGGACTCATCGCTAGTCTCAGAGACAG 29 54.6 

#L2_87 ACGGGACTCATCGCTAGTCTCAGAGACAA 55.0 29 

#R_87 CCTTGGACTTAGCAGGAGCTGGCGGTC 27 64.0 
87 5.38 MASC01708 

#PCR_87r CCAGCTCCTGCTAAGTCCAAG 21  
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27 #L1_88 ACGGGCATGGCATTGACAATATCGTCT 55.9

#L2_88 ACGGGATGGCATTGACAATATCGTCC 26 55.7

#R_88 TGCGCTTGAAGAACTTTGATCCGGTC 26 60.0
88 5.77 MASC01786 

65.4#PCR_88r CGGATCAAAGTTCTTCAAGCG 21 

#L1_89 ACGGGTCACTTGCGATTCCTAGGTCG 26 56.7

#L2_89 ACGGGTCACTTGCGATTCCTAGGTCC 26 55.6

#R_89 AAGCTTCTCAAGGTTGGCATGACGGTC 27 60.3
89 6.76 MASC03091 

64.6#PCR_89r CGTCATGCCAACCTTGAGA 19 

#L1_90 ACGGGTGGTGGATTCTTCCTTTTCG 25 56.0

#L2_90 ACGGGTGGTGGATTCTTCCTTTGCA 25 57.4

#R_90 CAATCTTTATCCTTGGCCCTCACGGTC 27 63.4
90 7.26 MASC00932 

#PCR_90r TGAGGGCCAAGGATAAAGATTG 22 65.5

#L1_91 ACGGGTGAGGAATTCATTTTGAGCG 25 55.8

#L2_91 ACGGGCGTGAGGAATTCATTTTGAGCT 27 56.8

#R_91 TTTTGTTATCGTGTTTTTTAGTTTCTAGGGCGGTC 35 60.1
91 7.54 MASC06765 

#PCR_91r CGCCCTAGAAACTAAAAAACACG 23 64.1

#L1_92 ACGGGCATGTGTAGCTTGGACTTCCTG 27 55.8

#L2_92 ACGGGCATGTGTAGCTTGGACTTCCTC 27 54.9

#R_92 TGTCTGTGCACGATCCATTGAACGGTC 27 61.5
92 7.93 MASC03275 

#PCR_92r  CCGTTAGACCGTTCAATGGAT 22 64.3

#L1_93 ACGGGACAGTGGAGAAGAGAGAGTGGA 27 56.0

#L2_93 ACGGGACAGTGGAGAAGAGAGAGTGGT 27 55.0

#R_93 AAGGTGTATTTATAGGAAAGAGTCAAGTCACGGTC 35 58.3
93 8.72 MASC03264 

T #PCR_93r TGACTTGACTCTTTCCTATAAATACACCT 30 63.6

#L1_94 ACGGGAGCTGAGTATGAGCCACAATT 26 54.6

#L2_94 ACGGGTTGAGTTGAGTATGAGCCACAATA 29 55.1

#R_94 TTTTCTTGTGCATCTCGGTTTAGCGGTC 28 60.3
94 9.58 MASC02545 

#PCR_94r GCTAAACCGAGATGCACAAGAA 22 64.8

#L1_95 ACGGGAATAACTGGAATGGCTCTTGC 26 54.5

#L2_95 ACGGGCAATAACTGGAATGGCTCTTGT 27 54.5

#R_95 AGTCTCCTTTAGTTGAATACAACTTTAGAGCGGTC 35 55.9
95 10.54 MASC05317 

#PCR_95r CGCTCTAAAGTTGTATTCAACTAAAGGA 28 64.0

#L1_96 ACGGGATCATATGATTTTCCATGAGTAT 28 54.0

#L2_96 ACGGGATCATATGATTTTCCATGAGTAC 28 54.4

#R_96 TCAACATGAAATTTACTTTCTTCATAATGACGGTC 35 58.5
96 11.21 MASC03502 

#PCR_96r CGTTAGACCGTCATTATGAAGAAAGTAA 28 64.5

#L1_97 ACGGGATGGGAGATTGAAGTAGAGGAGT 28 55.5

#L2_97 ACGGGATGGGAGATTGAAGTAGAGGAGA 28 56.4

#R_97 TCATTGCACTCTTCAACGTGGACGGTC 27 59.9
97 12.19 MASC03074 

#PCR_97r  CCACGTTGAAGAGTGCAATGA 22 65.7

#L1_98 ACGGGAGGTGTCACATACCGGTACAAC 27 54.8

#L2_98 ACGGGAGGTGTCACATACCGGTACAAT 27 54.4

#R_98 GCAAACCAGATCAAAATCGTATGCGGTC 28 64.1
98 13.23 MASC00134 

#PCR_98r CGCATACGATTTTGATCTGGTT 22 64.3

#L1_99 ACGGGCGGAGTCCTTGAAGGCTTCTA 26 57.0

#L2_99 ACGGGAGGAGTCCTTGAAGGCTTCTG 26 54.9

#R_99 GCCGGATCTCCTAGAAGCTCAGCGGTC 27 63.3
99 14.25 MASC03981 

23 #PCR_99r AGACCGCTGAGCTTCTAGGAGA  65.2
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#L1_100 ACGGGAAGAGAGCCGCAACAATAGG 25 55.5 

#L2_100 ACGGGAAGAGAGCCGCAACAATAGA 25 53.7 

#R_100 ATCAATGAACTCGCTGATGATCCGGTC 27 58.8 
100 15.17 MASC01774 

#PCR_100r GGATCATCAGCGAGTTCATTG 21 64.1 

#L1_101 ACGGGACGCGGTAGAATACTATGGTGC 27 55.9 

#L2_101 ACGGGCTCGCGGTAGAATACTATGGTGT 28 56.0 

#R_101 CAACCAGATGAGTTGGACTGGAAACGGTC 29 60.9 
101 16.33 MASC03234 

#PCR_101r TCCAGTCCAACTCATCTGGTTG 22 65.9 

#L1_102 ACGGGTAGTGTCACAATTCAACTTGATGAA 30 55.0 

#L2_102 ACGGGTAGTGTCACAATTCAACTTGATGAC 30 54.5 

#R_102 AATTTGGTAGGGAATATGTGCAATTCGGTC 30 59.2 
102 17.11 MASC03593 

#PCR_102r GAATTGCACATATTCCCTACCAAA 24 64.1 

#L1_G ACGGGCGGCGAACATTTAAGACCAAACTG 29 65.2 

#L2_G ACGGGCGGCGAACATTTAAGACCAAACTA 29 63.0 

DOR_G TTGTAAAACGTCGGGAGAAACAGAGAGGTCTAACGGGATAGCGTG 45 63.4 

#PCR_G TCTCTGTTTCTCCCGACGTTTTACAA 26 68.8 

G  149* 

#template CTTTGTCTCT GCCGCTTGTAAATTCTGGTTTGATAACATTTTGCAGCCCT 50  

#L1_H ACGGGAGCTAAATCGAGATCGTTAAAC 27 56.3 

#L2_H ACGGGAGCTAAATCGAGATCGTTAAAA 27 56.8 

DOR_H CCTCCGAAGACTTCACGGTAGTCAGTCTAACGGGATAGCGTG 42 62.3 
H  200* 

#PCR_H CGGTTTTGACTACCGTGAAGTCT 23 64.8 

Chromosome V 

#L1_103 ACGGGCCTGATCCCTTGTGCAACTACTA 56  28 .8

#L2_103 ACGGGCTGATCCCTTGTGCAACTACTG 27 55.8 

#R_103 CAGCTGGAGCTGCATTTGCACGGTC 25 61.8 
103 0 MASC02357 

#  PCR_103r  ACCGTGCAAATGCAGCTC 19 64.8 

#L1_104 ACGGGTGAGGAGTGGTAGTGGATCCAAA 28 56.4 

#L2_104 ACGGGTGAGGAGTGGTAGTGGATCCAAG 28 56.0 

#R_104 GTACTGCGCTCCTTACCCTATAGATATGCGGTC 33 59.6 
104 0.29 MASC02301 

#  PCR_104r CCGCATATCTATAGGGTAAGGAGC 24 64.2 

#L1_105 ACGGGTGTAGCAATGCACTGAAAGCTATA 29 55.6 

#L2_105 ACGGGTAGCAATGCACTGAAAGCTATG 27 55.4 

#R_105 TTTAATTACATTGCTGTACATTTATACCGGTC 32 57.1 
105 0.97 MASC03527 

#  PCR_105r CCGGTATAAATGTACAGCAATGTAATTAAA 30 64.7 

#L1_106 ACGGGTAGAGTTGTTTGCTCCAAATTTG 28 54.9 

#L2_106 ACGGGTTAGAGTTGTTTGCTCCAAATTTA 29 54.8 

#R_106 GCCTCTCATCTACTGGGACATTTTCGGTC 29 60.0 
106 1.26 MASC02659 

#  PCR_106r AAAATGTCCCAGTAGATGAGAGGC 24 65.0 

#L1_107 ACGGGCCGACCAAGTGTGACGTT 23 57  .8

#L2_107 ACGGGCCGACCAAGTGTGACGTA 23 56.3 

#R_107 GACTTTTGATTGCTAGTCAAGAGTCAATGCGGTC 34 63.2 
107 1.93 MASC07003 

#  PCR_107r CATTGACTCTTGACTAGCAATCAAAAG 27 64.5 

#L1_108 ACGGGTTGAGCTGCATCTTGTTTAAATTA 29 54.8 

#L2_108 ACGGGTGAGCTGCATCTTGTTTAAATTC 28 54.9 

#R_108 TGAAACTGAACCTGAAGAATGAGAAATCGGTC 32 59.3 
108 2.33 MASC06955 

#  PCR_108r TTCTCATTCTTCAGGTTCAGTTTCA 25 64.5 

109 3.06 MASC07135 TGTCTTA #L1_109 ACGGGAATGCTTCTAAGTGTGTCT 31 54.5 
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C #L2_109 ACGGGTGCTTCTAAGGTGTCTTGTCTCT 29 55.5

#R_109 TCTGGTTCGTGGTGGTGAGTTTCGGTC 27 60.1

   

#PCR_109r CTCACCACCACGAACCAGA 19 64.6

#L1_110 ACGGGAGGCATCCCATTGGGTAGT 24 55.1

#L2_110 ACGGGCATCCCATTGGGTAGC 21 57.0

#R_110 AATTGAGGGTTTAGCGCCATGACGGTC 27 61.3
110 3.76 MASC07027 

#PCR_110r CATGGCGCTAAACCCTCAA 19 65.5

#L1_111 ACGGGTCTTGGATTGAGGAAGCTTTCG 27 57.4

#L2_111 ACGGGTCCTTGGATTGAGGAAGCTTTCT 28 57.4

#R_111 TCTATTGGAGAAGGAGGAGAAGGTGCGGTC 30 59.8
111 4.83 MASC01141 

#PCR_111r CACCTTCTCCTCCTTCTCCAATAG 24 64.7

#L1_112 ACGGGAGAACGAAAAGCAGTCG 22 58.2

#L2_112 ACGGGAGAACGAAAAGCAGTCA 22 56.3

#R_112 TACCTACGCCATGCTGTACTCTTTGCGGTC 30 60.3
112 5.34 MASC01512 

#PCR_112r AAAGAGTACAGCATGGCGTAGGTA 24 64.3

#L1_113 ACGGGAGAGTACTTCTTGAGTTCTCATGATTT 32 55.8

#L2_113 ACGGGAGAGTACTTCTTGAGTTCTCATGATTT 32 56.1

#R_113 TGCTGATACTCTTGTCTGTTTTGATGACGGTC 32 59.9
113 6.46 MASC07146 

#PCR_113r CATCAAAACAGACAAGAGTATCAGCA 26 64.8

#L1_114 ACGGGACAGGTTGATGCTGCTCCG 24 57.0

#L2_114 ACGGGTCAGGTTGATGCTGCTCCT 24 55.1

#R_114 TTCAAGCAGTGGTACCTCTCGCGGTC 26 60.1
114 6.86 MASC02390 

#PCR_114r GCGAGAGGTACCACTGCTTGA 21 66.2

#L1_115 ACGGGTGTGAATCCTCTTTCCTCATGT 27 54.6

#L2_115 ACGGGTGAATCCTCTTTCCTCATGC 25 54.7

#R_115 CGATCTCTAAGCTTGAGCCCACACGGTC 28 61.4
115 7.89 MASC01061 

#PCR_115r ACCGTGTGGGCTCAAGC  18 64.8

#L1_116 ACGGGTAAGCTGAAGATGAGAAGAATTCCT 30 57.3

#L2_116 ACGGGTAGCTGAAGATGAGAAGAATTCCC 29 56.6

#R_116 CGTATCAAATTTCCTCAGAGACATTCTATCGGTC 34 60.6
116 8.16 MASC09029 

#PCR_116r  GACCGATAGAATGTCTCTGAGGAAA 26 65.0

#L1_117 ACGGGAAACAGTAAGAGAAAGCCCAAT 27 54.5

#L2_117 ACGGGAAACAGTAAGAGAAAGCCCAAC 27 54.9

#R_117 TGAAGATCTAGCCAGCTGCATCACGGTC 28 60.7
117 8.57 MASC04080 

#PCR_117r CGTTAGACCGTGATGCAGC 19 64.1

#L1_118 ACGGGTGTATTGTAGCTCTTCTCTATCCCAT 31 56.3

#L2_118 ACGGGTGTATTGTAGCTCTTCTCTATCCCAG 31 56.9

#R_118 AAAAGCCCACTCTTCTTCTTCTTGTCGGTC 30 60.3
118 9.4 MASC07157 

#PCR_118r CGTTAGACCGACAAGAAGAAGAAGA 25 65.2

#L1_119 ACGGGTTTCTCTAACTGCAACAACTCTCAG 30 55.7

#L2_119 ACGGGTTTCTCTAACTGCAACAACTCTCAA 30 56.1

#R_119 TTCCTCCATTTTCACACAATCCAACGGTC 29 61.0
119 10.44 MASC02368 

#PCR_119r GGATTGTGTGAAAATGGAGGAA 22 64.3

#L1_120 ACGGGTCTAAATGGATAAATCATGATCCTTAG 32 55.1

#L2_120 ACGGGTCTTAATGGATAAATCATGATCCTTAT 32 54.6

#R_120 CCAAATAGTTTTCCCTCATATTGATTATGGCGGTC 35 61.7
120 11.03 MASC03957 

#PCR_120r CGCCATAATCAATATGAGGGAA 22 64.1

121 11.85 MASC01174 #L1_121 ACGGGTCTTATCCATATCGGGGAAAATC 28 55.2
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#L2_121 ACGGGTCTTATCCATATCGGGGAAAATT 28 54.8 

#R_121 GCGGCGAGGTGATCGAGACGGTC 23 61.6 

   

#PCR_121r CGTTAGACCGTCTCGATCACC 21 65.4 

#L1_122 ACGGGTGGTAGCTTTTACTTATTTTTTCCCAG 32 55.8 

#L2_122 ACGGGTGGTAGCTTTTACTTATTTTTTCCCTT 32 54.9 

#R_122 TTATTACTACCAATTG TGTGCGGTC 35 57.4  ATTGG GATCT
122 13.41 MASC01463 

#PCR_122r CGTTAGACCGCACAAGATCCA 21 66.8 

#L1_123 ACGGGTGATTAAAGTGTTCAATACAGTTTGAGTATA 36 56.9 

#L2_123 ACG AGTG CAGTT G GGATTAA TTCAATA TGAGTAT 34 56.1 

# ACTGACCAATGTCCTGGTTAGGTAGAR_123 CGGTC 31 59.9 
123 13.94 MASC04360 

#PCR_123r CTACCTAACCAGGACATTGGTCAGT 64.7 25 

#L1_124 ACG TCTT ATGATGGTGTTT TAGTTGA GCG 29 54.4 

#L2_124 ACG TTTA GATGCGGTTTTC GTTGAAT T 27 54.5 

# GCTTTTGATCTCTCCAATGGACCTCGR_124 GTC 29 60.5 
124 14.52 MASC07142 

#PCR_124r CGAGGTCCATTGGAGAGATCA 66.0 21 

#L1_125 ACG TAGA TAAGG TACAGGAAACA GAATATA AGTATGT T 38 55.4 

#L2_125 ACGGG ATAGA TAAGG TACAAAAC GAATATA AGTATGT G 38 55.9 

# GCC AAGC CGGTCR_125 CTTAGGA GTTTGCA  26 62.0 
125 15.32 MASC01031 

#PCR_125r CGTGCAAACGCTTTCCTAAG 64.2 20 

#L1_126 ACG TAAG CATGAGGAAAGA AGCAGTT GAGA 30 54.4 

#L2_126 ACG AAGA ATGAGGGAAGAT GCAGTTC AGG 29 54.6 

# AAT AAAT TACAT TC R_126 GTAGTGA GTGTGTG AACACGG 35 57.9 
126 16.34 MASC07103 

#P  CCGTGTTATGTACA TTTCA  CR_126r CACACAT  26 

#L1_127 ACG CCAG AGTTTGGTGGTT CTTACAC ACG 29 56.5 

#L2_127 ACG CCAG AGTTTGGTGGTT CTTACAC ACA 29 54.6 

# GTCATCGAATGACC ACTTCR_127 TGATAAC ACGGTC 32 61.1 
127 17.39 MASC02529 

#PCR_127r TGAAGTGTTATCAGGTCATTCGATG 65.5 25 

#L1_128 ACG TGCA AGATAGGATATT GGAAACA TCG 29 55.2 

#L2_128 ACG TTGC AAGATGGAATAT AGGAAAC ATCA 30 54.9 

# ACA GTAT GGAAT  R_128 CAGACAG AGGAACA AGCGGTC 33 61.0 
128 18.42 MASC01225 

#PCR_128r CGCTATTCCTGTTCCTATACCTGTC 64.3 25 

#L1_129 ACG TGCTC TTATTGGCATAA CTTTGT TCTTC 31 55.6 

#L2_129 ACG TGCTC TTATTGGCATAA CTTTGT TCTTT 31 55.3 

# ATC TGCC TAAGT C R_129 TTTCTAA CTATCAA TTTCGGT 34 58.8 
129 19.29 MASC07053 

#PCR_129r GACCGAAAACTTATTGATAGGGCA 65.4 24 

#L1_130 ACG CAAT ACC GGACCTG CCTCTCG 24 54.8 

#L2_130 ACGGGTCTCCTGCAATCCTCTCGACT 26 55.3 

#R_130 GGTGCATCCAAGTACGAAAAGCTCGGTC 28 61.8 
130 20.41 MASC01040 

#PCR_130r ACCGAGCTTTTCGTACTTGGAT 22  

#L1_131 ACGGGAAACGCTCTTGTAACAAATAATCTTATT 33 55.6 

#L2_131 ACGGGTAAAACGCTCTTGTAACAAATAATCTTAT 34 55.6 

#R_131 AGGAAAATTCAAACACCCATGTGTCGGTC 29 60.8 
131 21.36 MASC06375 

#PCR_131r ACCGACACATGGGTGTTTGA 20 66.0 

#L1_132 ACGGGAGCAAAAGACATATTTATAGCTTAGAGAC 34 54.9 

#L2_132 ACGGGCAAAAGACATATTTATAGCTTAGAGAA 32 54.4 

#R_132 TTCAGGGCAAGACAAAGTCTGTGCGGTC 28 60.0 
132 22.18 MASC06718 

#PCR_132r ACAGACTTTGTCTTGCCCTGAA 22 64.5 

133 22.94 MASC07081 #L1_133 ACGGGCGCTAGAAACTTTTTCCGATC 26 54.4 
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#L2_133 ACGGGCGCTAGAAACTTTTTCCGATT 26 54.1

#R_133 AAGAAATGATGAAGATGACGAAGACGGTC 29 62.4

   

#PCR_133r CGTCTTCGTCATCTTCATCATTTC 24 65.3

#L1_134 ACGGGAAATGGCAAGAGTTCAAATAAGATA 30 56.0

#L2_134 ACGGGAATGGCAAGAGTTCAAATAAGATG 29 55.3

#R_134 ATATAACATGTAAATTATGTTTTTTTGCCTTTGCGGTC 38 62.2
134 23.6 MASC07047 

#PCR_134r 65.1CCGCAAAGGCAAAAAAACATA 21 

#L1 ACGGG 56.0_135 TTCAATATAAAGCAGTTTGGAGGG 29 

#L2 ACGGG ATAAA GGAGG 55.3_135 AGTCAAT GCAGTTT A  31 

#R TTCTT TTTAC AGCTT  58.6_135 TAATACA CGAATAC CACGGTC 36 
135 24.28 MASC07050 

#PCR TGAAGCTGTATTCGGTAAATGTATTAAAGA 30 64.3_135r

#L1 ACGGG AAGAA AAGAT 55.8_136 TTATTTA GAAGCAG TTG 32 

#L2_136 ACGGG AAGAAGAAGCAGAAGAT 55.1TTATTTA TTC 32 

#R ATCAGAATCCGGAACAAGTTAATGTGCGG 60.2_136 TC 31 
136 25.05 MASC06792 

#PCR CCGCACATTAACTTGTTCCG 20 64.8_136r

#L1 ACGGG TATAG GCGTC 57.6_137 ACGAAAT AGCTCAT T 30 

#L2_137 ACGGG ATAGA CGTCC 55.7TGAAATT GCTCATG  29 

#R TCTATCGGATCATTCGAGGATAGCTCACG 61.6_137 GTC 32 
137 25.8 MASC01516 

#PCR_137r GCTATCCTCGAATGATCCGATAG 23 64.2

#L1 ACGGG CCAAT CTC 54.4_138 AAAGTCA GGCACTA 27 

#L2_138 ACGGGAAAGTCACCAATGGCACTACTG 55.327 

#R GCGATAGAGTAAAGCCTGAGCTTGTCGGT 60.1_138 C 30 
138 26.17 MASC07165 

#PCR CCGACAAGCTCAGGCTTTACT 21 64.1_138r
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One 
ana genomic 

DNA for loci: "1"-"14", "17", "18", "20"-"22", "26"-"28", and "A"-"H". Genotyping 
was per d either on hom 24) 
D .  

Supplement 3. Fluorescence values for "one tube – one locus" SNP-genotyping. “
tube – one locus” SNP-genotyping was performed on 50ng of A. thali

forme ozygous (Co eterozygous (Col-0/Cl-0 or C24) or h
NA (Col-0, Ler or Col-0/Ler for loci "G" and "H"). "k" is the control without DNA

Col-0 C24 Col-0/C24 
Locus 

Fam Tet Fam Tet Fam Tet 

1 2.47 0.16 0.34 2.10 2.37 2.14 

2 2.40 0.19 0.35 2.15 1.90 2.42 

3 2.60 0.12 0.35 2.14 2.44 1.95 

4 2.89 0.12 0.39 2.46 2.83 2.10 

5 2.69 0.14 0.50 2.34 2.58 2.43 

6 2.39 0.19 0.37 2.27 2.28 2.32 

7 2.56 0.21 0.31 2.34 2.48 2.55 

8 2.62 0.33 0.36 2.51 2.86 2.51 

9 2.48 0.18 0.34 2.13 2.29 1.97 

10 2.68 0.21 0.47 2.24 2.31 2.09 

11 2.57 0.12 0.32 2.13 2.19 2.11 

12 2.81 0.23 0.37 2.31 2.55 2.17 

13 2.55 0.13 0.30 2.45 2.18 2.38 

14 2.43 0.26 0.34 2.27 2.19 2.36 

A 2.64 0.22 0.51 2.27 2.77 1.61 

17 2.46 0.36 0.27 2.55 2.23 2.54 

18 2.69 0.30 0.35 2.38 2.37 2.03 

20 2.54 0.13 0.33 1.88 2.50 1.13 

21 2.73 0.17 0.47 2.19 2.52 1.58 

22 2.68 0.17 0.34 2.32 2.34 2.12 

B 2.59 0.19 0.28 2.23 2.35 2.03 

26 2.61 0.32 0.29 2.55 2.30 2.35 

27 2.37 0.51 0.25 2.53 2.03 2.06 

28 2.45 0.17 0.34 2.44 2.29 2.38 

G n/a n/a n/a n/a 2.50 0.19 

H 2.39 0.17 n/a n/a 2.87 0.18 

C 2.23 0.22 n/a n/a 2.04 1.95 

D 2.53 0.19 0.36 2.22 2.07 2.30 

E 2.38 0.46 n/a n/a 2.04 2.35 

F 2.65 0.25 n/a n/a 1.98 2.34 

k 0.23 0.16 0.21 0.18 0.23 0.21 
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or C24) or heterozygous (Col-
0/C24) DNA. “k” is the control without ligation (amplification was performed with 
common PCR primers).  

Supplement 4. Fluorescence values for the "one tube – many loci" SNP-genotyping. 
“One tube – many loci” SNP-genotyping was performed on 50ng of A. thaliana 
genomic DNA for loci: "1"-"14", "17", "18", "20"-"22", "26"-"28", "A"-"H". 
Genotyping was performed either on homozygous (Col-0 

Col C24 Col/C24 
Locus 

Fam Tet Fam Tet Fam Tet 

1 96 .36 2.99 0.06 0.65 3.18 2. 2

2 82 .06 3.68 0.61 0.82 3.38 2. 3

3 2.07 1.94 .52 0.19 0.52 2.15 1

4  4.25 2.66 4.04 -0.08 0.69 3.73

5 3.24 .20 3.76 0.02 0.76 3.50 3

6 3.73 -0.06 0.69 3.42 3.32 .92 2

7 3.92 3.52 .30 0.48 0.62 3.67 3

8 4.04 0.68 0.64 3.64 3.10 3.15 

9 2.16 0.01 0.45 2.50 2.04 .73 1

10 3.40 -0.01 0.83 3.10 3.20 2.12 

11 3.44 -0.05 0.58 3.25 2.93 .52 2

12 4.00 -0.11 0.76 3.52 4.23 .10 2

13 3.41 -0.11 0.55 3.46 2.93 .85 2

14 3.81 -0.03 0.70 3.67 3.55 .93 2

A 3.77 -0.02 1.15 3.32 4.03 .91 0

17 3.49 2.89 .49 0.23 0.59 3.73 3

18 3.59 0.07 0.59 3.34 2.99 .67 2

20 3.26 -0.05 0.64 2.97 3.47 .47 1

21 3.51 0.00 1.00 3.29 3.75 .12 2

22 3.36 -0.05 0.56 3.32 3.08 .72 2

B 3.77 5 3.48 .72 -0.09 0.55 3.4 2

26 3.72 3.39 3.15 3.80 0.05 0.61 

27  3.24 .88 3.62 0.01 0.67 3.72 2

28  2.47 .96 3.12 0.06 0.51 3.59 2

G 0.58 .04 0.78 2.04 0.52 2.08 2

H -0.17 5.10 0.00 4.65 0.00 5.60 

C  1.63 .99 2.68 0.02 0.52 2.98 1

D  2.20 .45 2.90 0.58 0.61 2.99 2

E  2.29 .27 3.65 0.01 0.65 3.49 3

F 3.75 -0.06 0.60 3.57 3.41 .69 2

k 0.82 0.07 0.22 0.65 0.60 .42 0
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Supplement 5. Genomic sequences of human SNP loci analyzed in the study (30nt 
letion in CCR5 gene is in parentheses. from each side of the SNP). 32nt de

Gene Genomic sequence 

LCT (–13910 C/T) 
TGCGCTGGCAATACAGATAAGATAATGTAG C CCCTGGCCTCAAAGGAACTCTCCTCCTTAG 
TGCGCTGGCAATACAGATAAGATAATGTAG T CCCTGGCCTCAAAGGAACTCTCCTCCTTAG 

CCR5 (+/delta32) ATT
T

ACACCTGC CCAGACA) 
T AAAGATAGT

AGCTCTCATTTTCCATACA (GTCAGTATCAATTCTGGAAGAATTT
CATCTTGGGGCTGGTCCTG 

SDF1 (-801 G/A) 
CTCACCCCCTTCTCCATCCACATGGGAGCC G GGTCTGCCTCTTCTGGGAGGGCAGCAGGG 
CTCACCCCCTTCTCCATCCACATGGGAGCC A GGTCTGCCTCTTCTGGGAGGGCAGCAGGG 

RANTES (-403 G/A) 
TAACATCCTTCCATGGATGAGGGAAAGGAG G TAAGATCTGTAATGAATAAGCAGGAACTTT  
TAACATCCTTCCATGGATGAGGGAAAGGAG A TAAGATCTGTAATGAATAAGCAGGAACTTT 

APOE (3932 T/C) TCCTCCGCGATGCCGATGACCTGCAGAAGC T GCCTGGCAGTGTACCAGGCCGGGGCCCGCG 
TCCTCCGCGATGCCGATGACCTGCAGAAGC C GCCTGGCAGTGTACCAGGCCGGGGCCCGCG 

FAAH (385 C/A) 
GCTGACTGTGAGACTCAGCTGTCTCAGGCC C CAAGGCAGGGCCTGCTCTATGGCGTCCCTG  
GCTGACTGTGAGACTCAGCTGTCTCAGGCC A CAAGGCAGGGCCTGCTCTATGGCGTCCCTG 

AGT (M174T) 
CTGATAGCCAGGCCCAGCTGCTGCTGTCCA C GGTGGTGGGCGTGTTCACAGCCCCAGGCCT  
CTGATAGCCAGGCCCAGCTGCTGCTGTCCA T GGTGGTGGGCGTGTTCACAGCCCCAGGCCT 

AGT (M235T) 
TGACAGGAT
TGACAGGAT

GG CTGGCTTT  
GG TGGCTTT 

AAGACTGGCTGCTCCCTGA T GGGAGCCAGTGTGGACAGCACC
AAGACTGGCTGCTCCCTGA C GGGAGCCAGTGTGGACAGCACCC

MTHFR (A222V) 
AGCACTTGAAGGAGAAGGTGTCTGCGGGAG C CGATTTCATCATCACGCAGCTTTTCTTTGA  
AGCACTTGAAGGAGAAGGTGTCTGCGGGAG T CGATTTCATCATCACGCAGCTTTTCTTTGA 
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Supplement 6. Sequences of locus-specific oligonucleotides (5’ 3’oriented) for 

human SNP loci analyzed in the study. 5’- and 3’-end pentanucleotides for preparation 

of DOs by the ligation-based synthesis are marked bold.  

Locus Oligo name Genomic sequence Length, 
nt 

Tannealing, 
°C 

#L1_h01 ACGGGCTGGCAATACAGATAAGATAATGTAGC 32 55.4 

#L2_h01 ACGGGCTGGCAATACAGATAAGATAATGTAGT 32 56.4 

#R_h01 CCCTGGCCTCAAAGGAACTCTCGGTC 26 61.4 
LCT (–13910 C/T) 

#PCR_h01r CGTTAGACCGAGAGTTCCTTTGAG 24 65.7 

#L1_h03 ACGGGAAATTCTTCCAGAATTGATACTGAC 30 58.4 

#L2_h03 ACGGGCAGCCCCAAGATGACTATCTTTAA 29 57.3 

#R_h03 TGTATGGAAAATGAGAGCTGCAGGCGGTC 29 61.1 
CCR5 (+/delta32) 

#PCR_h03r TGCAGCTCTCATTTTCCATACA 22 64.1 

#L1_h02 ACGGGCATCCACATGGGAGCCG 22 57.4 

#L2_h02 ACGGGCATCCACATGGGAGCCA 22 55.1 

#R_h02 GGTCTGCCTCTTCTGGGAGGTCGGTC 26 59.4 
SDF1 (-801 G/A) 

#PCR_h02r GACCTCCCAGAAGAGGCAGA 20 65.4 

#L1_h04 ACGGGTTCCTGCTTATTCATTACAGATCTTAC 32 55.3 

#L2_h04 ACGGGTTCCTGCTTATTCATTACAGATCTTAT 32 54.9 

#R_h04 CTCCTTTCCCTCATCCATGGAACGGTC 27 60.8 
RANTES (-403 G/A) 

#PCR_h04r CCATGGATGAGGGAAAGGAG 20 65.2 

#L1_h05 ACGGGCGGACATGGAGGACGTGT 23 55.8 

#L2_h05 ACGGGTGGACATGGAGGACGTGC 23 53.5 

#R_h05 GCGGCCGCCTGGTGCAGACGGTC 23 67.8 
ApoE (3932 C/T) 

#PCR_h05r CGTTAGACCGTCTGCACCA 19 64.6 

#L1_h06 ACGGGTCTCAGCTGTCTCAGGCCC 24 55.0 

#L2_h06 ACGGGTCTCAGCTGTCTCAGGCCA 24 53.9 

#R_h06 CAAGGCAGGGCCTGCTCTATGCGGTC 26 62.6 
FAAH (385C/A) 

#PCR_h06r CCGTTAGACCGCATAGAGCA 20 64.7 

#L1_h07 ACGGGTCCAGCTGCTGCTGTCCAC 24 57.2 

#L2_h07 ACGGGTCCAGCTGCTGCTGTCCAT 24 56.6 

#R_h07 GGTGGTGGGCGTGTTCACACGGTC 24 62.0 
AGT (M174T) 

#PCR_h07r CCCGTTAGACCGTGTGAACA   20 65.5 

#L1_h08 ACGGGTGACTGGCTGCTCCCTGAT 24 54.3 

#L2_h08 ACGGGTGACTGGCTGCTCCCTGAC 24 54.8 

#R_h08 GGGAGCCAGTGTGGACAGCGGTC 23 59.9 
AGT (M235T) 

#PCR_h08r GTTAGACCGCTGTCCACACTG 21 64.3 

#L1_h09 ACGGGTAAGGTGTCTGCGGGAGC 23 55.3 

#L2_h09 ACGGGAAGGTGTCTGCGGGAGT 22 54.2 

#R_h09 CGATTTCATCATCACGCAGCTTCGGTC 27 60.8 
MTHFR (A222V) 

#PCR_h09r   GAAGCTGCGTGATGATGAAATC 22 65.3 

 


