Table S1

Haplotype sequence soja landrace | cultivar
H1 ACCEEECAACCTTATGCACCCEACCEECCCCTCETTTATA Df36=0 of118=0 Yam=o.00 |
H2 ECTEGECCAACCACACECACCCEACCEECTCCTTCGTTTAARA s6=02 | af118=0 0 10e=0
Ha GCTGGECCAACCACACECACCCGACCEECCCLTTICETTTARAR 1/46=002 |  8/118=0 0/102=0
[ GLCEAGCAACCTTATGCACCCGACCEGLLCCTERTTTATA Df4E=0 1/118-0.0. [
[ GCLEGGLAATCTCATGCACCTGACCGGCCCCTTCGTTTAAAA 2/46-004 | QM18-0 02020 |
HE GCCGEGGCAALLTTCTGLACCLGALCEGLLLLTEETTTATA [ =] 1/118-0.0. 01020 |
H? GCCEGECAACCTTATGAACCCEALCLEGCCCCTCETITATA
Ha GLCEEGCAACCTTATECACCCEACCEGCCCCTCGTTARAA 0f85-0 91180 17102-0.01
H1D GCLEEGECAALETTATECACCCEACCEGECECTEGTTTTATA D/46=0 &/100=0.06
H11 GCCHEEGCAACCTIATECACCCEACCEGCCCCITCETTTATA [ s-0s | dhmw-om
H12 ECCEGECAALLTTATGCACCCEACCGECCCEITCETTTTATA 0/46=0 F118=006 | 2/100-0.00
H13 GLEEEGCAACCTTACGCACCCEACCEECCCCTCRTTITATR 0/46=0 1/118=001 0100=0
H14 ECCEGELAACCTEATECGELCEALCEECLLETTCETTARAA 146=000 |  6f118=0 L=
H15 ECLEGECAACCTCATGCACCCEGACCEECCCCTCETTTATA 0/4E-0 1/118=0.01 0/102=0
H1b GCCEEGCAACCTCATECACCCEACCEBGCCCCTCETTTTATA N_ﬁ=ﬂ 1/1153=0.01 0/100=0
H17 GLCE66CAACCTCATECACCCEACCEECCCCTCEITTAAAA Me-00e | amsg 010
H1B GCCE6GCAACCTCATSCACCCEACCEGCCCCITCETTITATA 45D 1/118-0.01 0/102-0
H19 ECCE8B8ECAACCTCATECACCCGACCEBECCCTTICGTTAAAA 46002 | 91180 0/102-0
H20 GLCEEECAACCTCATGCACCCEACCEECCCOITCEITTTATA aE=g ar1s-g 17102-0.01
H21 GCCEGEGCAACCTCATECACCEGACCEGLCCCTITCEITTAAAS G007 | aMmse [l o]
H22 ECCEEECAACCTCACGCACCCEACCEECCCLTICGTTTATA OfsE=0 3118=001 | 1/100=0.01
HZ3 ECCEEGCAACCTCACGCACCCEALCEGCCLOTTCEITTITATA [ 1/118-001 0fI0-0
H24 GLCEGGCAACCATATGCACCCEALCEGLCCLTCETTTATA Df46=0 118=001 | 1/100=0.01
HZ5 GLCEGGLAACCATATECACCCEACCGGLCCOTTEGTTTATA Df46=0 2H18=002 | 1/100=0.01
H25 ECCGGECAACCATATGCACCCGACCGEECCCOITCETTTAATA D/46=0 1/118=001 0/102=0
H2? GCCEEGCAACCATACECACCCEACCEGLECCTTCGTTTATA 0/4E=0 1/118=0.01 0/102=0
H28 GLCEGGLAACCATACGLACCCGACCGECCCEITCGTTTAATA (=] 1/118-0.01 0020 |
H29 GECCEGECAACCACATECECCCEACCEGCCCCITCETTARAR 146002 | of118-0 0/102-0
H30 BECCGGECARCCACATECACCCEACCEECLLLTEETTTATA Of4E=0 10 | 1400-n0
H31 GELEEECAACCACATECACCCEACCEGCCCCTCETTTTATA Va0 | afns-o 1{1=0.01
H32 ECCEEGECAACCACATECACCCEACCGE CCCCTTCEITTTATA [ af11%-0 1/10-0.01
H33 GCCEGGCAACCACATGCACCCEACCEELCELTITCETTTAATA [ ] 1/118=001 0=
H34 GLCEGECARCCACATECACCCEACCEELCCOITCEITTARAR se=002 |  o/118=0 0102=0
H35 ECCEGECAACCACACECACCCEACCGECCCCTTCEITTIATA Df36=0 =0 | ofaees |
H36 ECCEGGLAACCACACGCACCCGACCEGCCLCTTCGTTTAATA [ 2/118=0.02 0102=0
H37 GCCEGEAAACCTTATGCACCCGALCEECCCCTCGTTTATA Df46=0 1/118-001 | 1/100=0.01 |
H3g El:l:sEGA&AI:I:T(:ATGl:nccteacl:sal:l:l:cr'rca‘lﬁ'rn'm o] 1/118-0.01 o0d=n |
H3g GccssGnnnccrcncacacccsnccsscccchCGTnumA 146-002 | oms-0 | o0 |
H4D GI:I:GGGnancucacacncccsnccsecccnrccr'r'r'mnn /46-0 1/118-0.01 0020 |
Hal GCLEGGAAACCATATGLACCCGALLGECCCCTCRTITAAA D/4E=0 0118-0 1/100-0.01
Ha2 ECCGGEARMACCATACECACCCEACCGECCCOTTCETTTTATA D/4E=0 0f118-0 1/102-0.01
H43 GCCEEEAARCCACALGCACCEGACTGEECCLTTCETTTARAR 146=000 |  f118=0 L=
Ha4 GCCEGGRAAACCACACGCACCCEALCEECCECTTCEITTTATA D/46=0 1/118=0101 L=
Hi5 GCCEGEGAAACCACACGCACCCEACCEGCCLOTTCEITTAATA nfse- afs-a 1 =001
H46 ECLEGECCEALCACACTCACCCGACCEECCEETTCGITTARAA SME=011 |  af118=0 0100=0
HaZ GCCEECCGACCACACTEACCCEALLEELEELTTCGITTATAA 0/46=0 J118=001 | 1/100-0.01
HiB BCCEGLCEACCACACTCACCCBACCEGCCCCTTCATTTAARA 2446004 |  @MM18-0 0/102-0
H49 ECCGELLAACCACACTCACCCGACCGECCCCTTCETTATAAAA 0/45=D 1/118=0.01 0/102=0
H50 GCCEGCCARCCACACECACTCBACCAGCCCLTTCGITTAARA Me-00e | amisg 010
H51 BCCEGLCARCCACACECACCCEACCGACCCOTTCETTTAAAA 146-002 | o118 0/102-0
H52 BCCEGCCAACCACACSCACCCGACCEBCCCOTTCOTTTAAAR =002 | amisp 0/102-0
H53 ECCEECAAMACCTTATGCACCCEACCEGLCCOTITCEITITATA [ 1/118-001 0=
H54 GCCGGCAAACCACATSCACCCEACCGGLCCCITCEITTAATA aE=g 1/118-0.01 [l o]
H55 ECCEGCAMACCACATGCACCCGALCEECCCLTTCETTTAAAA 146=002 |  0/118=0 0/100=0
H56 EACAGCAAACCACACECACCCEACCEECCECTTCGITTARAA 007 | o/1s-o ofI0e-0
H57 GACGGGLAACCACACECACCCEACCEELCCCTTCETTTAATA [ 3/118-003 0fI0-0
H58 GACGGGAAACCTTACECACCCEBACCEGCCCETTCGTTTARAA 0/46=0 0/118=0 1£102=0.01
H59 GACEEGAARCCTCATGCACCLGACCEGELECTITCETTTAATA D 46=0 1/118=0.01 0103-0
H&D GACGEGAMCCATATECACCCGACCGGLCCCTCGTTTAATA 0f4E=0 1/118=0.01 0/102=0
HElL GACGEGAAACCACATGLACCCEACCEGCCCCTTCGITITATA 0f45=0 8/118~=0 1/103=0.01
HE62 GACGGGAAACCALACGCACCCEACCGECCCCTTCETTTAATA /E-D of118-a 1/100-0.01
HE63 GACGECCAACCACACGCACCCEACCGECCCOITCETTTAATA OME=D 1/118-001 0/102-0
HE64 EACGGCCARCCACACGCACCCEACCEGCCCOITCETTTARAA 146002 |  af11s-n 0/102-0
HES GACGECAATCCACACGCACCCEACCEETECCTTCETTTAAAR afa5=009 | 1/118=001 [
HE6 EACGGCAATCCACACE CACCCGACCEECCCLTTCETTTAAAA 25008 |  ofmis-o 0A=0
HEZ GACEECAAACTACACECACCCEATCEECCLLTTCETTARAA [ ] 3/118=001 0102=0
HEB GACGGCAARCTACACECACCCEACCEGCCCCITEEITTARAA D60 -0z | gfae-0.08 |
HE9 GACGGLAAALCTTATECACCCEACCGSCCCCTCETITATA DF46=0 1/118-0.01 [T
HA GACGECAAACCTTACGCACCCGACCEECCCITICETTTAAAA Of46=0 1/118-0.01 o020 |
H71 GACGGCAARCCACACGLACCCAACCEELLLLTITCGITTAAARA Df46=0 1/118-0.01 G020 |
H72 Enceacnnnccncncscncccssccnsccccrrl:en'rnann 146-002 | 0/118-0 0/102=0
H73 G&l:GGcHHACCHC&CGl:l.CCCGM:I:EGTI:CCITI:FI’TT&&AA m SQJ_H _II&
H74 GACEGCAAACCACACGCACCCEACCEECLCLTTACGTTTAAAA 146002 | afmis-a 0/102-0
H7S EACGGCAMACCACACGLACCCEACCESCCCOITTETTTARAA D/46=0 1218001 | 1/me-am
H76 EACGGCAMACCACACGLACCCEACCESCCCOITCRITTAATA D/4E-0 1/118-001 0/102-0




