S3 Table. Information of SSR markers near fourteen loci identified by association mapping

Maker BARCSOYSSR Sequence Product Physical Position Physical Position
Primer Sequences Locus

Name ID size(bp) (assembly v1.1) (assembly v2.0)
Forward AATCCAAAATCCTGTCGTGC 52,438,759 53,323,483

1-1536 Barcsoyssr_1_1536 217 gSC1
Reverse CATTCACACAAGCTGCAACA 52,438,784 53,323,508
Forward TCTTAAGATTTGCCCCGTTG 52,316,259 53,203,363

1-1528 Barcsoyssr_1_ 1528 270 gSC1
Reverse GGCTTTTACAAAATATTGAAGTTTGA 52,316,312 53,203,416
Forward TTGGATCATGTCAATTTCTTTTT 52,530,918 53,415,809

1-1544 Barcsoyssr_1_1544 239 gSC1
Reverse AAAAGTTGGACCAAACGGGT 52,530,949 53,415,840
Forward ATGCCGCTTCTCATTCAGAT 52,632,975 53,517,849

1-1546 Barcsoyssr_1_1546 210 gSC1
Reverse TTGATGATTTAGGTTACGGTGC 52,633,016 53,517,890
Forward TCAAAACAATAATTTTCGAGGAA 18,713,522 -

6-998 Barcsoyssr_6_998 288 gSsc2
Reverse TGTAATTATTTTGAGTCGAAGGAAG 18,713,575 -
Forward GGATGAGTTTGATAAACATGAATGA 19,653,852 19,858,118

6_1032 Barcsoyssr_6_1032 273 gsc2
Reverse TTATTTGGAGCCCTCCCCT 19,653,932 19,858,198
Forward GCGGGATCCACCATGTAATATGTG 20,018,845 20,218,992

Satt557 Barcsoyssr_6_1041 207 gsc2
Reverse GCGCACTAACCCTTTATTGAA 20,018,907 20,219,054
Forward GCGTTAAGGTTGGCAGGGTGGAAGTG 42,876,591 42,822,341

Satt308 Barcsoyssr_7_1556 170 gSC3
Reverse GCGCAGCTTTATACAAAAATCAACAA 42,876,656 42,822,406
Forward TGTCCATCAGGCGTCAGTAA 42,805,187 42,750,937

7-1552 Barcsoyssr_7_1552 231 gSC3
Reverse CGTGGAGATCAAAGTTGGGT 42,805,237 42,750,987
Forward GCGGAAACCCATCTAGAATATGAAAAACA 42,916,026 42,861,774

Sat_276 Barcsoyssr_7_1561 272 gSC3
Reverse GCGTTCTTCTCGAGGTGAGATACAATC 42,916,087 42,861,835
Forward TGTCACCATTTCAATCCTAATCA 4,726,529 4,732,715

8-248 Barcsoyssr_8 248 289 qSCc4

Reverse CTCCCATTCAACATCAGCAG 4,726,596 4,732,782
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