Table S2. DNA markers used in this study

A. Genomic DNA markers developed in this study

# Mar ker Cert. Cat egor y LG Accession | D SSR position Source Mot i f Tag Tagged forward priner F Tm
1 CTVRO1 * gSSR LG/  AF506028 274544 Genoni ¢ sequence (ctg)n F9GAC ctagt at caggacgac TAGAGTTCCCAGACTGAGTTC 58.91
2 CTVR04 ** gSSR LG7  AF506028 274557 Genoni ¢ sequence (tgctgt)n F9GCC ctagt at t aggacgcc TAGAGT TCCCAGACTGAGTTC 58.91
3 CUBER403 gSSR LG GA975130 98 CGitrus unshiu BAC end sequences(taat)n F9GTC ctagt at gaggacgt cACTTTTCTCCTTTTCATTGGG 57.02
4 CUBER410 * gSSR LG GA977509 312 Citrus unshiu BAC end sequences(aaac)n F9TAC ctagt at caggact ac CAACCACAGCTTTTATCAATC 56. 16
5 CUBER601 gSSR L& GA975859 111 Citrus unshiu BAC end sequences(tggtaa)n F9GTC ctagt at gaggacgt cAAATGACTGTGATAATGGTGC 57.27
6 CUBER602 ** gSSR LGL GA976278 99 Citrus unshiu BAC end sequences(ttcctc)n F9TAC ctagt at caggact acCGCCATTTTCTTTTTCTTCTC 56.73
7 CUBER903 gSSR LG7  GA976453 774 Citrus unshiu BAC end sequences(ata)n F9CCG  ctagt at t aggacccgAACCTGCACAATCATAAGTAG 58.03
8 CUBER918 * gSSR L& GA974879 627 Citrus unshiu BAC end sequences(tcc)n F9GTC  ctagt at gaggacgt c CAGGCTCGTGT TCCATGAT 62.34
9 CUBER920 * gSSR L&+ GA977190 719 Citrus unshiu BAC end sequences(atga)n F9GCC  ctagt at t aggacgccCATGACGATGATTCTGAAACTT 59. 06
10 CUBER925 gSSR -- GA975321 635 Citrus unshiu BAC end sequences(tat)n F9GAC ctagt at caggacgac GCAATGTATGTCCTTTATTTGA 57.06
11 CUBER935 ** gSSR LG GA976619 482 Citrus unshiu BAC end sequences(tga)n F9GAC ctagt at caggacgacGTCTTTGGT TCTTCACATGAATAA 59.61
12 CUBER939 * gSSR LGL GA975313 822 Citrus unshiu BAC end sequences(tca)n F9GCC  ctagt at t aggacgcc TAAGATTAGGAAGT TGACCGA 58.21
13 CUBER951 * gSSR LGL GA976278 322 Citrus unshiu BAC end sequences(ttc)n F9AGG ctagtattaggacaggTTTCCTCTTCCTTCTCCTC 57.87
14 GRW2011 * gSSR LG Scaffol d3 8602126 O enentine v1.0 (TAN(CT)n F9GTC  ct agt at gaggacgt ¢ TCAATCAGOCCTTTCAGTTT 59.83
15 GRW2051 gSSR L& Scaffol d3 43996493  ermentine v1.0 (TANn FOTAC ctagt at caggact acATGTGACAACAAAGATTTGTCC 59.71
16 GRVB021 gSSR LG  BUZY1863. gl 426 NCBI Trace Archive (TGN n FO9TAC  CTAGTATCAGGACTACCATCCCGCATCCTCTTTCT 61.75
17 GRVWB0O11 * gSSR L&  Scaffol d3 8606684 Cl enentine v1.0 (TAT)n F9GAC ctagt at caggacgac CACGGACACAGT TTCAACAC 62.02
18  GSR10S09 * gSSR LGS  BDGX01000073 2983 Shimizu, T. et al. unpublished (aga)n F90CG  ct agt at t aggacccg TGGAACAGACAAAATAACCTG 56.77
19 GSR10S17 * gSSR LG  BDGO01000144 3275 shimizu, T. et al. unpublished (attatc)n F9GAC  ctagt at caggacgac GTCATGCTATGGT TATCACAC 57.17
20  GSR10S29 * gSSR LG BDGX1000234 2691 Shimizu, T. et al. unpublished (ttaa)n F9GTC  ct agt at gaggacgt cCTTCOCCTGTTGTCTTAAATC 56.92
21 GSR2101 gSSR LGL  BUZY106502. bl 151 NCBI Trace Archive (ta)n(ga)n FIGAC ctagt a1caggacgacAAATGAATTGTAAATAAo@sAGAT 57.07
22 GSR2103 gSSR LGL BUZY123497. bl 527 NCBI Trace Archive (ga)n FOTAC ctagt at caggact acAAGCCAATTCACACTTTGI! 59. 26
23 GSR2108 gSSR LG  BUZY43752. bl 1001 NCBI Trace Archive (te)n F9GTC  ctagt at gaggacgt CAT@ATATTCTAAGAWGJC 60. 04
24 GSR2129 gSSR LG BUZY33352. bl 639 NCBI Trace Archive (at)n F9CCG  ctagt at t aggacccgCTGGTGECTTGTTGTAATAGAG 61.03
25 GSR2131 gSSR LG8  BUZY261862. gl 600 NCBI Trace Archive (ac)n F9GAC  ctagt at caggacgac CTTGTTGAAGCACATATGCC 59.84
26 GSR2150 gSSR LGl  BUZY112333. gl 589 NCBI Trace Archive (te)n F9GTC  ctagt at gaggacgt cCGTTGATTCTTCCCTTTCCTC 58. 16
27 GSR3114 gSSR LG7  BUZY25274.bl 204 NCBI Trace Archive (atc)n F9GTC  ctagt at gaggacgt CATCCGGCTCTTCTGATTATG 59.32
28 GSR3121 * gSSR LG4 BUZY53309. g1 466 NCBI Trace Archive (aag)n FOTAC  ctagt at caggact ac CCAGTAATCAAGACATTGTAGG 58.52
29 GSR3126 gSSR LG7  BUZY170281. gl 793 NCBI Trace Archive (aat)n F9GTC  ctagt at gaggacgt c CGCCACATTGACAAACATT 59. 61
30 GSR3128 * gSSR -- BUZY72931. g1 514 NCBI Trace Archive (gaa)n F9TCC  ctagt at caggact cCCGEGTTGCTTCTTATTGIC 58.79
31  GSR3136 * gSSR LG3 BUZY128287. bl 671 NCBI Trace Archive (atc)n(gtc)n F9AGG  ctagt at t aggacaggGOCAGTACCATCTTCATGT 59.37
32 GSR3137 gSSR LG  BUZY232019. gl 765 NCBI Trace Archive (aat)n F9GAC  ctagt at caggacgac GCCATCACAATTTGTATCCT 58.22
33 GSR3138 * 9SSR LG BUZY63372.91 120 NCBI Trace Archive (aat)n F9GTC  ctagt at gaggacgt cGCCTTTGCTAACTGGAAAGTC 61.82
34 GSR3140 * 9SSR LGS BUZY59969. bl 213 NCBI Trace Archive (aat)n FOTCC  ctagt at caggact ccGECGAGAAGGAGAATTAGT T 59.47
35 GSR3141 gSSR LG  BUZY111250. gl 389 NCBI Trace Archive (att)n F9CCG  ctagt at t aggaccCcgGCEGATATACTCGATTAAGTAGAC 57.25
36 GSR5105 gSSR -- BUZZ96761. g1 86 NCBI Trace Archive (atctc)n F9COG  ctagt at t aggacccgTAATGAGAGAAGCCACAAAAG 56.57
37 GSR5112 gSSR LG BUZY9077.bl 1002 NCBI Trace Archive (actaa)n FOGTC  ctagt at gaggacgt c CTCCTGCAATCACAAGATAAG 57.09
38 GSR5114 gSSR LGS  BUZY129906. g1 488 NCBI Trace Archive (aacac)n F9TAC ctagt at caggact ac TAGTAACGGT GAGTGAAAAAG 56.27
39 GSR5122 gSSR LG3  BUZY155080. g1 1878 NCBI Trace Archive (cgcca)n F9CCG  ctagt at t aggacccgCACACTGACCTATCTTTTGAC 56. 96
40 GSR5127 gSSR LG3 BUZY8842.bl 463 NCBI Trace Archive (caagc) n F9GCC ctagt att aggacgccACTTACCTTTCTTTCATGCTC 56.57
41 GSR5129 gSSR LG BUZZ54533. g1 270 NCBI Trace Archive (tgagc)n F9AGG ctagt at t aggacaggGGCCTTGAATAAAAATTCGTG 56.79
42 GSR6101 * gSSR LG7  BUZY128935. g1 107 NCBI Trace Archive (ccggea)n F9GCC  ctagt at t aggacgcc AAAAACAGAGCAGAAGGAAC 57.04
43 GSR6122 * gSSR L& BUZY50477.bl 103 NCBI Trace Archive (aaacga)n F9GCC ctagt at t aggacgccCTAAAGAAGTGTGCTAGGT TG 57.15
44 GSR6129 * gSSR LG  BUZY22109. bl 229 NCBI Trace Archive (gaaggt)n F9AGG ctagt at t aggacaggGAAGAGAAATGGGAAAGT TGG 57.48
45 GSR6133 * gSSR LG BUZY106766. g1 443 NCBI Trace Archive (ctgggg)n F9GCC ctagtattaggacgccGITTTGATCTTCTTGTTGCTG 57.22
46 GSR6135 * gSSR LG7  BUZY210038. g1 459 NCBI Trace Archive (agggtt)n F9AGG ctagt att aggacaggTAGSGTTTTACGATTTCCAAG 56. 96
47 NSX02 gSSR L& scaffold_3 8740 C enentine haploid v.0.9 (TA) n(CA N F9GIC ctagt at gaggacgt c ACATCACATCGOCAATACCC 60. 66
48 NSX23 * gSSR L& scaffold_3 5899745 O enentine haploid v.0.9 (TAA) N F9COG  ctagt at t aggacccgAAGATCATGGCTTCCATTCAAATC 60. 18
49 NSX32 * gSSR L& scaffold_3 8574561 C enentine haploid v.0.9 (TTTGGCA) n F9GTC ctagt at gaggacgt cCTTTGGTGGGAATTGTCAGAGA 60. 74
50 NSX34 gSSR LG3 scaffold_3 8970241 Cl enmentine haploid v.0.9 (TA) n+(ATO n F9GCC  ct agt at t aggacgcc TATCCCAGT CTGCAACAAATCTAAT 60. 65
51 NSX38 * gSSR L& scaffold_1 13148619 C enentine haploid v.0.9 (AT)n F9GTC ctagt at gaggacgt cTAGTTCCCTCTCGT TTGATCTC 59. 48
52 NSX39 * gSSR L& scaffold_1 13086339 C enentine haploid v.0.9 (TGAA) n F9TAC ctagt at caggact ac GTGAATTTGAATCCAATCCAGAT 57.64
53 NSX43 * gSSR LG scaffold_1 12772252 C enentine haploid v.0.9 (TTCATGA) n F9GAC ctagt at caggacgac TTCTGGATCAAACTAGCTTCGT 59.94
54 NSX48 gSSR LG scaffold_1 11014805 C enentine haploid v.0.9 (CTATTCT) n F9AGG ctagt at t aggacaggCATCGTCGTAACTAAATGAGGT 58. 45
55 NSX53 gSSR LG scaffold_1 9577531 O enentine haploid v.0.9 (ATT)n(TTV)n F9COG  ctagt at t aggacccgATTTCACAATTTCACTCCCATCA 59.10
56 NSX67 gSSR LG scaffold_1 6050494 C enentine haploid v.0.9 (TATT) n F9GAC ctagt at caggacgac CACGAGTGTTCATCACTTTAGGA 60. 82
57 NSX79 gSSR LG scaffold_1 1989018 O enentine haploid v.0.9 (TATG n F9GAC ctagt at caggacgac TAGOGCGGGTGTAGTCTTT 61.45
58 NSX82 * gSSR LG scaffold_1 11437282 C enentine haploid v.0.9 (TOn F9GCC  ctagt at t aggacgccGTGTAGCT TCAGAGCATGG 58. 38
59 NSX84 * gSSR LG scaffold_1 6046416 C enentine haploid v.0.9 (TGGTAG) n F9AGG ctagt at t aggacagg TGAGAAATGAGAATCCGATGTG 58.70
60 NSX115 * gSSR LG7 scaffold_23 2031639 O enentine haploid v.0.9 (CTT)n F9TAC ctagt at caggact ac CAATATACAGAGGAGTAACGAGG 58.12
61 NSX119 gSSR L® scaffold_27 158921 C enmentine haploid v.0.9 (GT) n(AT)n F9TAC ctagt at caggact ac CGACTCATCTTATCTCAAACCCT 60.13
62 NSX121 * gSSR L&® scaffold_27 624113 C enmentine haploid v.0.9 (AATA) n F9COG  ctagt at t aggacccgCTGCTCTACTTCATCATOCGT 59.81
63 NSX132 * gSSR LG scaffold_28 149059 C enmentine haploid v.0.9 (CAATCAQ) n, (TA N F9GCC ctagt at t aggacgccGATGI TGGT TGCTCATTCAATGG 61.19
64 NSX137 * gSSR LG scaffold_28 1606493 O enentine haploid v.0.9 (GAGCAG) n F9TAC ctagt at caggact ac CCTCCAAGCATACTACCACC 60.01
65 NSX141 * gSSR L® scaffold_30 777074 QG enmentine haploid v.0.9 (AAC) n(AAT) n F9GAC ctagt at caggacgac TTAAGOCAATTCCTGAGCCT 59. 49
66 NSX145 * gSSR L&+ scaffold_16 422006 C enentine haploid v.0.9 (TOn F9COG  ctagt at t aggacccgATCCCTAACAATTTCCCTCCT 58. 63
67 NSX150 * gSSR LG7 scaffold_38 744154 A enmentine haploid v.0.9 (CTGTGAGCT) n F9GCC ctagt at t aggacgccGTAACATCACTTCTTGTCTCAC 57.23
68 NSX153 * gSSR LG7 scaffold_41 1092766 C enentine haploid v.0.9 (ATGATG) n F9GAC ctagt at caggacgacACTGTGEOGTACCTTTGAG 60. 10
69 NSX156 * gSSR LGs scaffold_42 1003587 O enentine haploid v.0.9 (TTCCT) n( TAT) n(TCT) n F9GCC  ctagt at t aggacgcc CAGGTAGGTGGCTTTAAGG 57.58
70 NSX160 * gSSR L& scaffold_49 892879 A enmentine haploid v.0.9 (CACCAG) n F9GIC ctagt at gaggacgt c CATCGTAATGAGGCAGIGG 58. 46
71 NSX162 * gSSR LG scaffold_52 782149 C enmentine haploid v.0.9 (cca)n F9TAC ctagt at caggact ac GTGGTGCAGACAATTTACAG 57.47
72 NSX165 * gSSR L& scaffold_57 147000 C enmentine haploid v.0.9 (AT)n, (AGA) n F9GAC ctagt at caggacgacGITGI TCTTGTATGAAGGGTACAG 59. 82
73 NSX169 * gSSR LG scaffol d_66 148208 C enmentine haploid v.0.9 (aag)n F9COG  ctagt at t aggacccgGACACGTAGCTCTATCTATATCTTC 58. 27
74 NSX170 * gSSR L&+ scaffol d_66 1144777 C enentine haploid v.0.9 (caa)n F9AGG ctagt at t aggacaggAGAGAATGATCCATCCTOGT 58. 09
75 NSX175 gSSR LGL scaffold_64 685430 G ementine haploid v.0.9 ( AAGA) n( AAT) n F9COG ctagt at t aggacccgGAGCTTACTAATAGGATACGCTG 58.51
76 NSX186 gSSR L& scaffold_117 291624 C enmentine haploid v.0.9 (CTAT)n(TC) n F9GCC ctagt at t aggacgccACACTTTGAGAGTTTCTTCAGAC 59. 06
77 NSX187 * gSSR L& scaffold_117 543666 C ementine haploid v.0.9 (CAN F9COG  ctagt at t aggacccgGAATACCCAAATCGTCTTCCTC 59.03
78  SRPE02 * gSSR LG8  AB573149 25365 Nakano et al (2012) (acaac)n F9GTC  ct agt at gaggacgt ¢ TATACATAACAAACCOGCTGC 59. 14
79  SRPEO3 gSSR LGL AB573149 41640 Nakano et al (2012) (tca)n F9OCG  ct agt at t aggacccgTAGOOGCTTTCTAATTTTCOG 59. 42
80  SRPEO5 * gSSR LGL AB573149 206845 Nakano et al (2012) (ttgaa)n F9OCG  ct agt at t aggacccgATTAAAACCGOGTGAAAGT TG 58. 69
81 TSRA101 * gSSR LGL Scaffold_1 3013751 C enentine v1.0 (CTTT)n F9GAC  ctagt at caggacgac CAATGATGAAAGGCAAGGT TCTG 60. 88
82 TSRA103 * 9SSR LG Scaffold_1 3278744 O enentine v1.0 (AAAG N F9GCC  ctagt at t aggacgcc TGGAGATGCTCTAACTTAACATGG 60. 67
83 TSRA107 gSSR L&+  Scaffold_6 2823329 C enentine v1.0 (TGAAGA) n FO9GAC  ctagt at caggacgac GGATTTAGAGAAAGTAGAGCAACCA 60. 87
84 TSRA108 gSSR L&  Scaffold_4 16259231 d enentine v1.0 (CTT)n FOGTC  ctagt at gaggacgt cTCAACTTGTTCACGACTTTCAC 59.82
85 TSRA109 gSSR L&+  Scaffold_4 19243690 O enentine v1.0 (ATT)n F9GCC  ctagt at t aggacgccGCAAGAGT CAAACCAATTAGAC 58. 06
86 TSRA110 * gSSR L&+  Scaffold_4 24967051 O enentine v1.0 (CTTTTTT) n F9CCG  ctagt at t aggacccgGT TACACTGTCAAAGCCACTG 59. 88
87 TSRA117 * gSSR -- Scaf fol d_5 26579999 d enentine v1.0 (TTOn FO9GCC  ctagt at t aggacgcc TTTACCATGT TCAAGCAGATATCAC 59.94
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gt ttctt CAAACACTGTAAACATGCAGC

gt ttctt CAAACACTGTAAACATGCAGC
gtttct TAATCTTCGTGCTAATGTGAC
gtttct TGTTTTGITTTTACTGCTTGG
gtttctt CTAGCGAAGGTTTGICTTTC
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gt t t GAGTATACGCCGCCAGTTT

gttt CGGACATCAGCTTTCATTC

gt t t AGGTAACTTTAGGTGTGAGG

gt TTATGATTCCCGCCCAATAT

gt t t GGCAGAGGATACTTGGATA

gttt AGTATTCCTGACACTGATGA

gt t t CGTGGATCTAAGT GGGAAGTAT

gttt ATTTCTTAATTACAGT TAACAGGG
gttt GTGGCTGECTTTGACATAA

gt t t AAAGCTCTAGCACTCTCACC

gt t t At TAAAACAAGCAGTGATCCG
gTTTTATTGTGACGTGGAAACG
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gttt ATGAGAGGCTTCTAATCTTGG

gt t t CTTGGAGT GACGAATGGAGA
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gttt CATAAGCTTGCGTGTTGTGT!

gt t t GTGGTTGATAGATTGAGAGG

gttt AATAGTAGGGATTCAGATTCAC
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gtttctt AACCTGTGAAAGTTAATGTGG
gttt cTTTCCAATTTCATCTCCCAAG
gtttctt ACGAGATGTCACACTTTTTG
gtttctt AAMACACTTACAAGATCCACC

gt t t ct TGCAATCCCATAATAGCAAAG
gttt ct TGTAGTATCAAAAGACCCTCC
gttt ctt AAGCTCAAAAGAAGAGTCAAG
gttt cTTCTGGGCTTACTCTCAATC

gt ttctt GAACAACAGTATGAGGTGAAG
gtttctt ACTCGTGGGACTCATGACTC
gtttctt GTTGTGTTATTACGTACTTTGCATTT
gtttctt AAAGACTCGAAATGCTGACCTT
gtttctt TTTATATTGTGTCT TATGBQQ:CATIT
gt ttctt GCTCATTAAACAACATGCCT!
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gtttctt GGCAATCCAATACCTGCTT
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gtttctt TGGCTGCATTGCTTTAAGTTAGAG
gtttctt GGTTCTGATGCTGCTTTGTTA
gtttctt TGGTCTGATGGATTCTGATTGT

gt ttctt TGTGATTAGTAAATAAATCCAAGAGAC
gtttctt GTTCAATACTATCTTGGTCCACAG
gt ttctt GCAATAGGAAGGCTGAGGA
gtttctt GGAGTTTGACAGTTTGAACCA
gtttctt GTTATGCGGAGGTGGTGAG
gtttctt CTATTACTTCCATCTGCCACC
gtttctt TTTGTTTGTCTGTTGECTTGTC
gtttctt GCTGCTGTTGATTGACACAT
gtttctt GAAAGATTAGATGCGGAACCA
gtttctt ATTGTAAGGCGAATTGGATGG
gtttctt TTACCAAGACTTGTTTAAGGAATC
gtttctt CAGGTGGTTCATGATGITGTAG
gtttctt AAGAGTGTTACATTTCGACGG
gtttctt AGGCCACTAATTTTTGTAGEG
gtttctt CTAGATATGGCGTGGAAACTC
gtttctt AATTGTCACGGCAGATTATCTC
gtttctt TGTTGTCTACGT TAATCAGACGG
gtttctt TTTGAGAACCCAGCACTATACC
gt ttctt CTCAGCAGATCCAGAAGGT

gttt ctt CATCCATATAGAAACCGTCAAACC
gt ttctt CGTGACAAATCTCCGACTCC
gtttctt TTTCGAACATCAAACTCAATTTGG
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(ata)n

(ttttte)n(tg)n
CCATGTTTAACTAAAGAGAGAATCTGT GTCGATCAACCA/ ¢
AC/ AAAACC

A ACT

A/ ACAAGCAAT

AGTT/ AGTTAGACAATGTT

CAAGAAG CAAG

TACGAGITATTA/ TA

GCA/ GCACACATCACA

TTAATACTGGTAAT/ TT

AATTGGATT/ AATTGGATTTAAGGATTGGATT
AAAGTGCAA/ *

C/ TQ/ CCTCTC CTCTOOCTCTC,

TCTCOCTCTCA A

(cac)n
(gaa)n
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(atg)n
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(ca[ct])n
(aag)n
(ttc)n(tac)
(ct)n
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(cga)n
(atggga)n
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(ggt)n
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(att)n
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(atc)n

(age)n

(aca)n

(aga)n

(att)n

(aca)n

(aag)n

(caa)n

(aca)n

n(gac)n

ct agt at t aggacccgTTGAGACACTCCACTATAACATT
ct agt at t aggacgcc TAACACCACCTTCAATTCCCA
ct agt at t aggacgccAACAGTCCGACTAATTCATCC
ct agt at t aggacccgGCTTTAGAGCTCAGICCCA

ct agt at t aggacgccAGCAAATTAATTAAACACGGCT
ct agt at t aggacgcc CTCCOGCAATTATACGAGAG

ct agt at caggact ac GAACTTTCAAATGACAGCCGA
ct agt at t aggacgccTTGGAGAATTGTAAACAGACAAA
ct agt at t aggacgccAAAGACTAGTGGCAGTCCAG

ct agt at caggact ac GAGATCCTCCATAAGCATAACA
ct agt at t aggacgccTCAAGTCTCAACAAACCTTCGT
ct agt at gaggacgt cCGATTCCTGCAAATGAGGTA
ctagt at caggacgacGACTTI’GAAATTAC‘ATTmCAAGAA
ct agt at gaggacgt cAACGCT TGAATGCCTGCT

ctagtatt aggacgccAGAAATmAAGI’AATTG\GI’G AT

ct agt at caggact acTTTCCAACACATATTCTCAACTCA
ct agt at caggact CCTCTTGTTCCACATTTCTT

ct agt at t aggacgcc TCTTTGAGCAATCTCATGTCTC
ct agt at t aggacccgTGOCTACTTAAGGAAGAATCAG
ct agt at caggact ac GCAAATATGTGGCTTAAGCCT

ct agt at t aggacagg TGGCGTTCAATCATCATAACAG
ct agt at caggacgacGITTGTGTTTATACTTCCTGTG
ct agt at caggact ac ATGCCACCAAACCAAATATCC
ct agt at caggact ac CTTACAAGCCTCTTCACTACAG
ct agt at gaggacgt c CCTAATGACTTCATGACCCT

ct agt at caggacgac TCGTOGTAATTTCCOCAACCT

ct agt at caggact cc TGTCOCTTTCATCATCGITA

ct agt at caggacgac TATTACGCATCAAGCATCACGA
ctagt at gaggacgt cTTTAGCACGTGITTGITCTG

ct agt at caggacgac TTTCGCTCACTACTTGACTG

ct agt at caggacgac TACTTGGTAGACCAAGAACAG
ct agt at gaggacgt cAGGCTATCTCTAATCCATTGCT
ct agt at gaggacgt c CAGTAATGGAGAAGTTGTTCCT
ct agt at gaggacgt c TACCTATTTCTTCTTGTTCCC
ct agt at gaggacgt cGTTATTTCAAGATTAGGTGTCAG
ct agt at caggact acAATATTCCAGCAGACAGACAG
ct agt at t aggacgcc CATCATTGCATCAGCATCAC

ct agt at caggacgac TTOGGTCCAATCATAGCATC

ct agt at caggact cc ATATTTACGCAAAGTGGAAGT

ct agt at gaggacgt c CATATTTACGCAAAGT GGAAGT
ct agt at caggacgac TGCTGCTAGGACTACTCTC

ct agt at t aggacccgGTAATOGT CCOGATCAAGGAG
ct agt at gaggacgt c GTAATOGT CCOGATCAAGGAG
ct agt at caggact ac COCATACTTGAAACCAAACC

ct agt at gaggacgt cGCTGTTACAACATTGTTTGG

ct agt at t aggacgccATGCTACTCATCACCTATTCTT
ct agt at caggact acTTTATCAATAACTCTGCTACCC
ct agt at t aggacaggCGT TGACTCTCAAGAGATCTG
ct agt at t aggacaggCCAACTCATCATCGTCATCTC

ct agt at caggacgac ACTCTOCCACTGTTTATGACTG
ct agt at gaggacgt c CTCCTCAGCAAGAGATCAC

ct agt at caggact ac CACTGAAATTATTCACAATCGAG
ct agt at caggacgac ATATTCATTACCTCGCAGTGT
ctagt att aggacaggCCTCTTCCTTCTACTTCTA

ct agt at caggact ccACTCCTTTAAATTATTCTCTGCT
ct agt at t aggacaggACTCTCCCACTGTTTATGACTG
ct agt at caggact acACTCCTTTAAATTATTCTCTGCT
ct agt at t aggacccgACTCCTTTAAATTATTCTCTGCT
ct agt at t aggacccgCACATCCTAACTCTCCCACT

ct agt at caggact acATTCATTGGOGGTGTATT

ct agt at caggact cc TGACTCAAGTGATGAAGAGG

ct agt at caggacgac TTCAATGTCTTCTTCAACAAAG
ct agt at gaggacgt c AGAGACAAATCAACCGAC

ct agt at t aggacagg TTATGGAGGTATGAATCAG

ct agt at caggact cc TTAGAGATGTGAGTGACTGA

ct agt at t aggacaggACGGOCATATTCACTCTAAA

ct agt at caggacgac TGAGCAAAGGGT GAAGGAG

ct agt at t aggacgcc CTCTAACCACTCTCATATCCC
ct agt at t aggacccgAGAGATGGCTTTGAATAAACTGA
ct agt at t aggacaggACTCGTCGTAGAATCATTAGTG
ct agt at caggacgac TGAACCAACT TACACGCAC

ct agt at gaggacgt c CTAACCCAGATGCTCTAACTC
ct agt at t aggacagg TTAAGAGCAAGTCGTGG

ct agt at t aggacaggTCTCAATCCACAATCTCTCTC
ct agt at t aggacccgTTCAAACCGCAAATATCGAG

ct agt at t aggacgcc TTCTTGTTTACGAGTTCATGC
ct agt at caggact ac TTAGTGTTGTAGCATTCTCT

ct agt at t aggacccgTGTTGTGTAAGATGCAAGTG

ct agt at caggact ccACATTAGAAGAGGCATTTCC

ct agt at caggacgacATCTGCTTTAATTATGTTCTGT
ct agt at caggacgacAATCOGAGT TCOCAGAAGA

ct agt at gaggacgt c CCTTAATCGGAACAAATCATCGG
ct agt at caggact ac GCCAACTTGTGTAATCTTCT

ct agt at t aggacgccACCAGTACAGT TATTTAATCCC
ct agt at gaggacgt cATCTTCTTACATCTTCOGCAC

ct agt at t aggacaggCAATGGCGGGAACAAAGTC

ct agt at gaggacgt c GCAGTTTCAGGAATTTCAACAC
ct agt at caggacgac GTTCCTCTTGTTTGACACTTACC
ct agt at caggact ac GTTGGTAAAGGAGACACTG

ct agt at caggacgac CATCACCACCAAAACAACGAC
ct agt at t aggacccgACCAAAAGCAAAAGCCATTCC
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gtttctt TGGTGAAGCGGTTGTTAAA
gtttctt GGCAAACTATTAGACCTCCGT
gtttctt TATCTCCAAGACTCCAACCT
gtttctt ACTGCCTGTTAATGAACCCT
gtttctt CTCTGAAATGTGCTCTGCC
gtttctt AGTTGCCGGTAATTTCTTGG
gtttctt CACATGTTCATTCTAGCCATCA
gtttctt TOCGAGTTTCATGCATAAAGACA
gtttctt TACAATGATTTGAAGCCTGCTC
gtttctt GAGACAATGTAACCTTTACCGA
gtttctt GAATGTGGAAAGGCGTTCTTA
gtttctt GGTGECTGGTGAGGTATGTA

gtttctt TCCAATTTACAGTTTCTTACATTACAA

gtttctt TTGTCGCAGTCGCATTTCTTT

gt ttctt ATCCACAAATTACCCTACATCCT
gtttctt CTTTGAAGAAGTACCGACAATATTA
gt t t ACATCAACCTGTAAGCAAG

gtttctt CAGGATTAGGGCTATTGCTG
gtttctt GGAGGTTCTTTATCTTTCTTGG
gtttctt CAGGTCTCTTCATCATCCAC
gt t TCCTCATCATTCTCCCATCG
gtttctt GAAGATCAGAAGAGTGATTGAG
gttt CTAATTTCCGACACTTTCCCTG
gtttctt AACATCCTACTACAGATCAGCA
gt t t CGATACTCGCATATCTTGCC

gttt CTATCTATCTGTCTATAGCCGTC
gt t t CCACCAGCATCACTATCAAA
gtttctt CTAATCCGACATTGGTAGTGAG
gtttctt COGTTGGATTATCAGATGGEG
gttt GGCTTTATGTCCGATTCTG
gtttctt GAAGGCAGAAACTTGTTCCT
gttt GCCATTGCTGITCATTTACTC
gttt ct TGGCAAACAATGCTATTCCT

gt t t AACAGTGAAATTGTACGGA
gtttctt ATAGAGCCAACATCAATTCCC
gtttctt AATTTGCTTGTTCTCGGAGG
gtttctt AGTTCTACATCATAACCTGCC
gttt cTTGEGCTTTCCTTGTTCTTC

gt t t ATTATTCCCATCAATCTCAAATG
gttt ct TATTATTCCCATCAATCTCAAATG
gt t t CATTTGAGCAAAGGGTGAAGG
gttt ctt GOGGACTTGGTAAGTAACGA
gtttctt GOGGACTTGGTAAGTAACGA
gtttctt AGCAGCATGACTTAATCCA

gt t t ACAGTCOGCAGCATTACAC

gttt CTTGGCGGCTTTAGAATTG

gt t t ACGGOCATATTCACTCTAAA

gt t t CTTCACAGTCCGCAGCATTA
gtttctt GCTTAATATTCATTACCTCGCAG
gtttctt AGTACAAGTTGCCTTTGOGT
gttt ctt GOGGGTACTGATAGTACTG
gtttctt ATGTCGAAACAGTTGAAGTC
gt t t GCCAACTCATCATCGTCAT

gttt ATCCGTAAACTTCTCTTCGT

gt t t COGAACAAATACAATGAATCTG
gtttctt GCCTTTGOGTTCAACTGATAA
gt ttctt COCGAACAAATACAATGAATCTG
gt t t GAATCCGAACAAATACAATGAA
gtttctt GCCTTTGOGTTCAACTGATA
gt t t CTCCCTCCAAATTAGATAACAG
gttt ACTGTCTTGGTCTTTGECT

gt t TGATGGGAATAAGCTCTGT

gt t t AAGCACAACAATCTTCCTC

gttt GGCTCATTCCCATATTCCC

gt t t GATACAACCAACCGAGTTC
gtttcct TTATCAATAACTCTGCTACC
gt t t CAACCGT TCAAGAAAGCAT
gtttctt GCTGTCAAGTCATTTGGAG
gtttctt AATGGAGGGAGTGCCTATG

gt ttctt GCCAACTCATCATCGTCAT
gtttctt ACTGAGTGAATTGCGAACA
gtttctt ATATCTGTCGAGATTTCCTCC
gttt AAATCTTTGTTTCTGAGGACCC
gtttctt GAGAAAGTATCAGTTGTGTCG
gtttctt AATTGAGGCATTGATTGCTG
gtttctt AATATGTTCGTTGACTTGACG
gttt GATGAATCGATCTTGCTTTAGT
gttt CCTATGGGCACTTAGTCCTG

gt t t GTCAAAGCATCCCATCAAA

gt t t AGTGCATTAACATTCCACCA

gt ttctt GAAACACCTTGACCTATATGCT
gtttctt AAGACACAGCCAGATCTTCC
gttt ctt CAACAGAGAACCCGAAGAAT
gtttctt ACTCGTTTATTGGTTGCTG
gtttctt CTCTCAGCTATACGATCCGA
gtttctt CATCAGCTGAATCATTCCCA
gt ttctt GAATCCAAGACCAAGAGCC
gtttctt CAGAACTTGGTGTTGGTGG
gtttctt GGGTCCTCAATCATTATGG

gt t t CAATGGGTGTCCCACTATCTC

gt t t GGGCTGAGAGAAGTTGTAGT TG
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179  TSRF116 * EST/ cDNA LG3 DC895047 EST/ cDNA (aac)n(gac)n F9GCC  ctagt at t aggacgccAGGCCAAGAACTGACAAATCC 60.87 gttt gttt ATCCATTTGGTGCCTACCATC 60. 87 174 56/ 30
180 TSRF120 EST/ cDNA L& CX295530 EST/ cDNA (aag)n F9GTC  ctagt at gaggacgt c AGATCGAGAGAGGGGAGAAAC 60.65 gttt gttt ATTCCCTGTCGCAGTAATAGC 60. 65 197 60/ 32
181 TSRF124 * EST/ cDNA LGl EY705148 EST/ cDNA (agg)n FO9AGG  ctagt at t aggacaggATGAGGT TACAGCCAAACCAG 61.05 gttt gttt CTGTACTTGGAGCTGAAGGTG 61. 05 235 60/ 32
182  TSRF136 * EST/ cDNA LG  FC877062 EST/ cDNA (aca)n F9AGG ctagt at t aggacagg TGT TACCACTCCTCCAACCAC 60.99 gttt gt t t GOGGGTGATATAAACAGGAGG 60. 99 213 56/ 32
183 TSRF138 * EST/ cDNA -- DY272315 EST/ cDNA (aca)n(ata)n F9GTC  ctagt at gaggacgt cACGAGTGTTGAAACTGTGTCC 60.78 gttt gt t t ATATCCCGCAATCAGACGATG 60. 78 177 60/ 32
184 TSRF144 * EST/ cDNA L& DN618162 EST/ cDNA (acc)n FO9TAC ctagt at caggact ac ACAGATGTAGCAGCTCGAAAG 60.99 gttt gttt AAACTTCTCTTCGTGTTCCGC 60. 99 222 60/ 32
185 TSRF157 * EST/ cDNA LG DY262980 EST/ cDNA (agc)n FOTAC ctagt at caggact acGTTGTGTGAGAGT TACAATGC 61.20 gtttctt gtttctt CAAGGCTGGTGGTATCAGATG 61. 20 293 56/ 32
186  TSRF160 * EST/ cDNA -- EY683407 EST/ cDNA (agc)n F9CCG  ctagt at t aggacccgTCAGAAAGAACATCATGGECOG 61.05 gtttctt gtttctt GAGCTGAACATTTTGCCAAGG 61. 05 214 54/ 32
187 TSRF161 * EST/ cDNA LG EY651421 EST/ cDNA (agc)n F9GAC ctagt at caggacgac GCTTGAAATGGCAACAAGACC 60.44 gtttctt gtttctt GECAACAATCTTTCCCAAGTC 60. 44 253 56/ 32
188 TSRF162 * EST/ cDNA LG DY296684 EST/ cDNA (agec)n FOTAC ctagt at caggact ac TTCAGTTTCAAAGGAGGCCAG 61.06 gtttctt gtttctt CACTTTCCCCACTTCCTCATC 61. 06 190 58/ 32
189 TSRF164 * EST/ cDNA -- DY265747 EST/ cDNA (agccaa)n F9GCC  ctagt at t aggacgcc TTAGATACACAAGGGCCATGC 61.12 gtttctt gtttctt GEBGACTTGITCGGTTATCCAG 61.12 229 54/ 32
190 TSRF167 * EST/ cDNA -- EY863111 EST/ cDNA (att)n F9GCC  ctagt at t aggacgcc GCTGCTGAATGAGTAAATCACG 61.48 gtttct gtttct TOGACGAAAAACCAAGCTCC 61. 48 175 58/ 32
191 TSRF169 * EST/ cDNA L&® FC913104 EST/ cDNA (ata)n F9GAC ctagt at caggacgac GTGTAACAGCGAGT TCATTG 60.84 gtttctt gtttcttAGATTAAAAATGGGCGITGCG 60. 84 310 56/ 32
192 TSRF172 EST/ cDNA LG4 DY297851 EST/ cDNA (ata)n FOAGG ctagt at t aggacaggCTGATAACGCTTCCAACAAC 60.91 gtttctt gtttctt GOGGTGECACAAGATAAATTC 60. 91 268 56/ 32
193 TSRF184 * EST/ cDNA LGL EY884078 EST/ cDNA (atc)n F9CCG  ctagt at t aggacccgATGEGCTCTTATACCTGGGAG 61.04 gtttctt gtttctt ATCATCATCGTCATCAGCGAC 61.04 258 56/ 34
194  TSRF187 * EST/ cDNA -- EY650146 EST/ cDNA (atc)n F9GIC  ctagt at gaggacgt c TAACGGAGGAGAACAGGAG 61.12 gtttctt gtttctt CAGTCGTTGATGGT TAGGACC 61.12 237 62/ 32
195 TSRF191 *x EST/ cDNA LG CF507794 EST/ cDNA (atg)n F9GAC ctagt at caggacgac GTTTGCTTCTTTCACCACCAC 61.72 gtttctt gtttctt AGACGCACATCAAATCGAAGG 61.72 187 54/ 32
196  TSRF192 * EST/ cDNA LG  CX672882 EST/ cDNA (atg)n FOTAC ctagt at caggact ac AGCGGAAGAAGCGAAGAATAG 61.19 gtttctt gtttctt GCTCCTTATCOGTTCTCCAAC 61.19 179 56/ 32
197 TSRF194 * EST/ cDNA -- CX637983 EST/ cDNA (atg)n FO9TAC ctagt at caggact ac GATGGTGGATACGACTATGC 61.47 gtttctt gtttctt AGTTTATTCATGCAGCCGGAG 61. 47 172 58/ 34
198 TSRF195 * EST/ cDNA LG FC927104 EST/ cDNA (atgaaa)n FO9AGG ctagt at t aggacaggATGGGAGT TGATGCTCAGATG 61.19 gtttctt gtttctt CTCTTCCGATGTCCCACAATC 61.19 167 58/ 32
199 TSRF198 * EST/ cDNA LG EY849742 EST/ cDNA (atgggg)n F9GAC ctagt at caggacgac TGGCAATGCAACAACAACTTC 61.00 gtttctt gtttctt AGAAAGGAGGAAGCAATGGTG 61. 00 167 56/ 32
200 TSRF204 * EST/ cDNA LG  EY673751 EST/ cDNA (caa)n F9GCC  ctagt at t aggacgcc TCATCOGTGTTTTCCAAGCTC 61.13 gtttctt gtttctt GCTCTCAAACCCCAGATTCTC 61.13 207 56/ 30
201 TSRF208 * EST/ cDNA LGl EY776018 EST/ cDNA (caa)n F9GIC  ctagt at gaggacgt c CTCCAAACCAAAACCCTTC 61.19 gtttctt gtttctt GTGGGTATGAAGATTCCGGTG 61.19 214 62/ 32
202 TSRF211 * EST/ cDNA LG EY879492 EST/ cDNA (caacag)n F9GAC ctagt at caggacgac GAGTAGCAACAAAGCATGTC 60.93 gtttctt gtttctt AAACCCCTTTTAGCACCAGAG 60. 93 243 60/ 32
203 TSRF215 * EST/ cDNA LG CF507794 EST/ cDNA (cac)n FO9AGG ctagt at t aggacagg TTTACATGGATGAAGAGGECGG 61.72 gtttctt gtttctt AGACGCACATCAAATCGAAGG 61.72 247 60/ 32
204 TSRF218 * EST/ cDNA LGL Cv714512 EST/ cDNA (cag)n F9CCG  ctagt at t aggacccgTOGTCACCATCTTTCAACGTG 61.41 gtttctt gtttctt ATTTGAAGAACGGGTATGGEGEC 61.41 204 56/ 32
205 TSRF206 *x EST/ cDNA LG EY651421 EST/ cDNA (caa)n F9GAC  ctagt at caggacgac ATGAATAGAGGGACGTTCCTG 61.62 gtttc  gtttcTTGITGTCCCATCATCAAGCC 61.62 267 56/ 32
206  TSRF225 * EST/ cDNA L&A EY741460 EST/ cDNA (cag)n FOAGG ctagt at t aggacagg TTTCTTCCATCCGCAAACAAC 60.65 gtttct gtttct TOGCAGTAAGCCATAATCAGG 60. 65 151 54/ 32
207  TSRF229 * EST/ cDNA -- FC913104 EST/ cDNA (cag)n F9TAC ctagt at caggact ac AAAGATTCCCACAACGTCTCC 61.10 gtttctt gtttctt CAGCTTGTAACATGAACGCAC 61. 10 289 56/ 32
208 TSRF230 * EST/ cDNA LGS  CB293840 EST/ cDNA (cag)n F9GIC  ctagt at gaggacgt c GTAAGATCCTCTCAACAGCC 60.91 gtttctt gtttctt GAAMAGCTGTGTTGTGTTCACC 60. 91 230 60/ 32
209 TSRF234 *x EST/ cDNA LGS  CB293840 EST/ cDNA (cag)n F9CCG  ctagt at t aggacccgATAATGGGGGATGGCAGTTC 61.47 gtt gt t TCTTTGCTGCTGCTGATATGG 61. 47 203 60/ 32
210 TSRF237 * EST/ cDNA -- DC886823 EST/ cDNA (ctgcgg)n F9GIC ctagt at gaggacgt c ACCCGAATACCCACAAGAAAC 61.21 gtttctt gtttctt CTAATGEGCTTTGGGAGATGG 61.21 186 54/ 32
211 TSRF238 EST/ cDNA -- EY770405 EST/ cDNA (caggtt)n F9GCC  ctagt at t aggacgccATCGGCTTCCGTTGAAAAAG 60.85 gtttctt gtttctt GCACTTACAGECTCTTCTCTC 60. 85 183 54/ 32
212 TSRN\214 * EST/ cDNA L& DY271862 EST/ cDNA (can)n F9TCC  ctagt at caggact cc CGCCAACAAGAAGATAACAAGAC 60.62 gtttctt gtttctt TCTCTTTAACCCTACCTTGCTG 59. 94 145 60/ 32
213  TSRP06 * EST/ cDNA LG DY281841 EST/ cDNA (gaa)n F9GAC ctagt at caggacgac AACAGCACAAACACGCAAA 61.94 gtttctt gtttctt CAAGTACATGAACACGCAC 59. 40 208 60/ 32
214  TSRPO7 * EST/ cDNA L&  EY812469 EST/ cDNA (ag)n F9GTC  ctagt at gaggacgt cCATCACCAACTTATATTTGCTCAT 58.29 gtttctt gtttctt CGACCTATCATAGAAAGCACA 59. 63 161 60/ 32
B. SSR markers used in this study
# Mar ker Cert. Ref erence LG  Accession ID Tag Tagged forward priner tail Tail ed reverse primer Anp Program
215 G BE0246 * 1) LG ET089421 F9GCC ctagtattaggacgccATTTGAGTTGTGITGAGGT TG gtttctt gtttctt CGGTGACGAAGAGTATGATT 233 56/ 32
216 G BE0447 * 1) LG ET091388 F9CCG ct agt at t aggacccgCACAAAGAGAGTAACCCACAA gtttett glllcllmTCAAGAAGAG—\GAATGATG 326 56/ 32
217 G BE1644 * 1) LG ET097780 F9GCC ct agt at t aggacgcc ACAGAAGAGGAGCCATTATTT gtttett gtttctt CAGAGAGAACCCGAAGAA( 383 56/ 32
218 G BE2165 * 1) LG ET102021 F9GTC ct agt at gaggacgt cAATCCACTCTCAAACACCAG gtttctt glllcllAACTmAATAACTAC(‘ATTC 286 56/ 32
219 G BE2227 * 1) LG ET100673 F9TAC ct agt at caggact ac AGAACCAAGTCACCTCACAG gtttett gtttctt AGAGAAGGATAGGGATGGAA 176 54/32
220 G BE4265 * 1) L& ET106965 F9AGG  ctagt at t aggacaggCACACTGCTAAACCGACAC gtttctt gttt ct t ATACTCAACACGACACGAGAA 254 56/ 32
221  CXo004 * 2) LG CK933007 F9CCG ct agt at t aggacccgAAACCCCACTTCACAGCAAC gttt gt t t GAAAGCGAGCCTTTGATGTC 276 56/ 30
222 CXoo1o0 2) LGl BQ23170 FOTAC ct agt at caggact ac AACCGAAGATGGAGGGAACT gtttett gtttctt ACATTCATGGOCACATCTCA 228 58/ 32
223  CX0035 * 2) LG CD575772 F9GTC ct agt at gaggacgt c CCATTAACGAGAAAACCAAACA gtttett gtttctt CAAAAAGGGGT TGCAAAGAA 189 56/ 34
224  CX2004 * 2) L& CF653229 F9CCG ct agt at t aggacccgAAACCGCCGAAACTTTTACA gtttcett gtttctt GGAATCCCAAAGAAAGTTGG 202 56/ 32
225 CX2018 2) L& CF507198 F9GTC ct agt at gaggacgt cAAGAGATCGAAAGAGCAAGAGA gtttc gttt cTTTGAGATTGATGTGAGCCG 179 56/ 32
226 CX2021 2) L& CK739933 FOTAC ct agt at caggact acAAGGTCATGTCTTTAGCACTTTGA gtttett gtttctt CAAGTTGCCAATTCAGGAGG 147 58/ 32
227  CX2040 * 2) LG  CK932713 F9CCG ct agt at t aggacccgACAGCCTCCCCACTTTCTTT gtttett gtttctt GATTAGTTTTTGCTTCGCOCG 112 56/ 32
228 CX3001 * 2) LG CM13029 F9GAC ct agt at caggacgac AAAAACAATGAATGGAGGCG gttt gt t t GAGACTCAACCCAAGA( 432 56/ 32
229  CX3040 2) L&® CN190783 F9TCC ct agt at caggact ccAAGCGATGCAACAGATACCC gtttctt gtttctt CAGCAGCAACAAGTCCTTCA 308 60/ 32
230  CX4005 * 2) LG3  CK938465 FOAGG ct agt at t aggacaggACACACCAAACTTTGCCCTC gtttct gttt ct TGAAAATGGATGTGCGGTAA 372 54/ 34
231  Cx4008 2) LG4 CK933430 F9GAC ct agt at caggacgac ACCTCACTCACCCACACTCC gtttct gtttct TGAGGCTAGCGACTGGTTTT 394 58/ 32
232 CX4040 2) L& CF834831 FOTAC ct agt at caggact ac CGAAAGAGGCAAGAATACCG gtttctt gtttctt GCACTTCTCATGACCCAAAAA 368 56/ 32
233  CX5022 *x 2) LG CD574077 FOTAC ct agt at caggact ac CTCTCGATCCACTGCAAACA gtttcett gt ttctt AGCCAGCCAAAGCAATCTAA 255 56/ 32
234  CX5039 * 2) LG CF833361 FOAGG ct agt at t aggacaggTCGGCAATAATTTCATTTTATTCA gtttct gttt ct TOGATGAATTCGGAGGAATC 443 56/ 32
235 CX6024 * 2) LG (95505 FOAGG ct agt at t aggacaggCAGGCTGCTGCTTCTTCTTC gtttct gtttct TCTCGCGATTGTTGAGITTG 203 56/ 32
236 CX6035 * 2) LG7  CD573989 F9GTC ct agt at gaggacgt c CTTGCCAGGGTCTCAGTCTC gtttett gtttctt CTCGGCATCAGGTTTACCAT 258 56/ 32
237  CX6037 * 2) LG/ DR909803 FOTAC ct agt at caggact ac GAAGGGGACTATGGCAACAA gtttct gtttct TGGTCTTCACCCTCTCCATC 177 58/ 32
238 CX6F21 * 2) LGL DN621499 F9GAC ct agt at caggacgac CTACAAGT TCCCCAGTTATCCCG gtttett gtttctt ACTTGACCCGCTCTAGGAGTGAC 163 58/ 32
239 CX6F32 2) LG CF506971 FOTAC ct agt at caggact acACCCTCTCTTAGTGGGCAGTCTTT gttt gt t t ACAAAGAAAGGGATTGTGACGGTA 166 56/ 32
240 FO2 * 3) LG  BQ23425 FOTAC ct agt at caggact ac AACAGTGTAGCATCGCACTTTCAC gtttcett gtttctt GATACAAGGGACTTGCCCATCTC 178 56/ 32
241  FO3 *x 3) LG DR912164 F9GCC ct agt at t aggacgcc CGAGGATGACTCAAGTGATGAAGA gtttctt gtttctt CTTGGTCTTTGECTTTTTCTCAG 146 54/32
242 F16 *x 3) LG/  DR909803 F9GAC ct agt at caggacgac GTCTTCACCCTCTCCATCTTCATC gtttett gtttctt GGGACTATGGCAACAATAACTCCA 172 52/ 34
243  F21 3) LGL DN621499 F9GTC ct agt at gaggacgt c CTACAAGTTCCCCAGTTATCCCG gtttcett gtttctt ACTTGACCCGCTCTAGGAGTGAC 163 52/ 34
244  F40 * 3) LGr  CV716690 F9GCC ct agt at t aggacgcc TGTTTGT TACAAGGCAAGGCAAG gtttett gtttctt CTGCAGAGGAGCTTCCTTACTCAA 104 56/ 32
245  F50 * 3) LG4 CN183579 F9GAC ct agt at caggacgac AGGACGATTTCAGGTTCAGACTTG gtttett gttt ctt GAGCAAAAATCGAAGAGATCAAGC 165 54/ 34
246 F79 * 3) L& BQ24534 F9GCC ct agt at t aggacgcc GTGGCTGCAAGACTTCTTGTGTAG gtttctt gttt ctt ATAGATGTGGCAAGCAGAGCAAG 176 58/ 32
Cert: certified markers by error check with trio sets. *) certified and used for genetic analysis. **) certified, but rejected fromgenetic analysis due to overlap to other certified marker. No symbol: not certified due to error on certain trio.
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