	Table S1. One hundred SSRs primer pairs tested on Elymus, Pseudoroegneria, and  Pascopyrum species. The polymorphism information content (PIC) was calculated for each SSR markers as 1 - Σpij2 where pij is the frequency of the jth allele of ith marker (Weir, 1990).

	SSR Marker name
	Rice chrom. Location
	Repeat motif in library
	Primer sequences (5'-3')
	Size range (bp)
	Total # of bands
	Average number of bands per plant
	PIC

	
	
	
	
	
	
	Pseudoroegneria spicata
	Elymus lanceolatus
	Elymus canadenis
	Elymus Virginicus
	Elymus repens
	Elymus trachycaulus 
	Pascopiron smithii
	

	Elymus 0016
	1
	(AAT)4
	F: AAGTGCAGCGCTTTCATTTATTTC
R: TGCTTTGCTTTGCTGTATTTACCA
	400-415
	4
	1
	3
	2
	2
	2
	2
	3
	0.43

	Elymus 0096
	1
	(GTT)4
	F: CCAGTGCCAGTGAAAGAAGTACAA
R: CACCTCCTACATCATTGCCCTTAC
	151-158
	2
	0
	1
	2
	1
	2
	1
	0
	0.82

	Elymus 0116
	1
	(AT)7
	F: TGAATGAAATTTCTCCCATCTCGT
R: GGCTGTGAATGCTAGAAGATACGG
	151-174
	5
	1
	2
	3
	1
	2
	2
	3
	0.67

	Elymus 0217
	1
	(TTG)10
	F: TAACTTTGAATCGGCGTTAGGAAG
R: CACACAAACTTCCACCAACCTACA
	92-152
	5
	0
	1
	1
	1
	0
	1
	0
	0.95

	Elymus 0300
	1
	(GCT)7
	F: TTCATCCATCCAATTCTAGCACAA
R: GAAGGAGAAGATGGAATCCTTGAA
	162-188
	5
	1
	1
	1
	1
	1
	1
	0
	0.88

	Elymus 0308
	1
	(TCC)4
	F: GAACGTCACATTACCTCAAGGGAG
R: AATCAGTTATGCGACCTGGACAAT
	263-270
	2
	2
	2
	1
	2
	1
	1
	1
	0.67

	Elymus 0345
	1
	(CGG)5
	F: CTTCCGGTTCGTAAGGGGATCT
R: GAGTAGAGCTGGGAGAGGGAATTG
	137-141
	2
	1
	0
	0
	1
	1
	0
	0
	0.98

	Elymus 0401
	1
	(TGC)4
	F: CAGGTCAGTCTTCTTCCTGTGTCC
R: AGGACCCTGCGTAAAATAATCCAG
	169-187
	3
	1
	1
	1
	1
	2
	0
	1
	0.91

	Elymus 0449
	1
	(TTC)4
	F: GGTCAAGAAATTCGTCAATGGAAA
R: CAGGTTCGTTTCCCTCTTCTTGTA
	155
	1
	0
	0
	0
	0
	1
	0
	0
	1.00

	Elymus 0525
	1
	(TTC)4
	F: CATGAGTTTGTGCTCTTGCTGTCT
R: TGGGTCAATAACACATAGCAGTGG
	170-176
	3
	3
	3
	2
	3
	2
	3
	3
	0.39

	Elymus 0538
	1
	(TCT)5
	F: AGTTTTCACTCGAGGACAGATTGG
R: CCATGAAGTGAATCAAATCTGCAA
	121-141
	7
	0
	3
	2
	4
	1
	3
	0
	0.83

	Elymus 0669
	1
	(TGT)4
	F: CATCTCACGGCAAGTAAATGAACA
R: TGCGAGATGGGGTACAATTTTTAT
	120-166
	10
	0
	2
	2
	2
	0
	1
	1
	0.54

	Elymus 0683
	1
	(CCAT)4
	F: AGAGCTGAAACGCTACAGGGTAGA
R: CTACCTTCGGTCACCTGTCAAACT
	170-182
	3
	1
	1
	1
	1
	2
	1
	2
	0.94

	Elymus 0691
	1
	(TGG)4
	F: TATGTCCAAGTCCGCTGGTTCTAT
R: CTGGAATGGAATTTGATCCAGAAC
	194-207
	4
	3
	2
	2
	3
	2
	3
	1
	0.47

	Elymus 0703
	1
	(TCC)4
	F: TCGAAATACACCAACAAGCAAAGA
R: TGCTTTCCAGATCATCATTTACCA
	314
	1
	0
	0
	1
	1
	0
	1
	0
	0.28

	Elymus 0840
	2
	(TGC)6
	F: GTCAGCCCCGTGTAGTCTATGAAG
R: GAGAACAACACAGATCGAAGGGTT
	116-132
	8
	4
	2
	3
	4
	3
	3
	2
	0.96

	Elymus 0993
	2
	(CGG)4
	F: AGACCACCCAAACCCACAAAAC
R: GAACCGACCCTGGAGAAGGAT
	97-119
	4
	1
	1
	1
	2
	0
	2
	1
	0.50

	Elymus 1144
	2
	(GAGA)4
	F: GAGCGAGCAACATTAACTCACTTG
R: GTTCTCCTTGACCTTGCCGTT
	147-163
	5
	0
	2
	2
	2
	2
	2
	0
	0.82

	Elymus 1154
	2
	(CGCCTC)4
	F: GCCGCTTCTTCTCTCGCTCT
R: GACGCCCTTCTCGTTGATGTAGTA
	212-233
	5
	0
	2
	2
	1
	0
	2
	2
	0.76

	Elymus 1197
	2
	(ACAC)4
	F: ATGGCCGTAACCCTTTACCTGTAT
R: TTTCAAAGCCTTTCCAAGTGAATC
	186-198
	5
	2
	1
	1
	1
	1
	2
	1
	0.93

	Elymus 1361
	2
	(CCG)6
	F: GGACGGACCTAGGGTTTTGCT
R: GTTGTACCTGATGGTGTTGTCGGT
	277-299
	4
	1
	2
	1
	2
	1
	2
	2
	0.81

	Elymus 1369
	2
	(AAGAGC)4
	F: GACTCGTACTGCCTTGTCCTGTC
R: ACGCCTTCATCTTTCTCTTCCTCT
	131-149
	3
	1
	1
	1
	1
	1
	3
	0
	0.55

	Elymus 1382
	2
	(GT)7
	F: GAATCTGCGGAAGGAACTGTATGT
R: GAGTTCATAACCAACCGACAGAGG
	136-149
	3
	0
	1
	1
	1
	2
	2
	1
	0.78

	Elymus 1396
	2
	(CTGCT)4
	F: ATAACACTAAAACAAACGCCGCCT
R: GGGAGAACCAAGATAAAACAAGCC
	107-125
	7
	4
	3
	3
	3
	0
	3
	2
	0.60

	Elymus 1403
	2
	(AAG)4
	F: GTCCAAGATGAAGATTGATGGGAG
R: TTAGGCAATGGGAATCAGTCAGTT
	149-156
	3
	3
	2
	2
	2
	2
	3
	2
	0.54

	Elymus 1419
	2
	(GAA)4
	F: GAACAGGTTGTAGGTCAGGAGGAA
R: GTCGTACATCACATCGTCTTCTGG
	123-132
	4
	0
	4
	4
	4
	3
	4
	3
	0.39

	Elymus 1420
	2
	(GCTGT)4
	F: GGATAGACCCATGAGCTGACTGAT
R: CTTTCTCCACAAGTTGAACACAACA
	94-168
	4
	0
	4
	1
	1
	0
	2
	1
	-0.23

	Elymus 1425
	2
	(AGAG)4
	F: ATCCTGAGGTTGCTATGGAAATCA
R: ACATGCACAAAACCAATGACAATC
	391-422
	7
	1
	2
	2
	1
	0
	0
	2
	0.86

	Elymus 1426
	2
	(TCAA)7
	F: CTGGAGTAGGTTCTGGCTGGAAT
R: TAGGAGATGAGGAGGCATGTCTTT
	180-213
	7
	1
	1
	2
	2
	2
	1
	1
	0.95

	Elymus 1428
	3
	(CTG)4
	F: ATTCGTCCACTTCCAACAGCAG
R: TATCGTAGACTTGGAAGGTGGGAA
	106-115
	2
	0
	1
	1
	1
	0
	1
	1
	0.86

	Elymus 1465
	3
	(TGCA)5
	F: CAGTGTCTCTACTGGCCATCCTTT
R: ATGTATGTACACCGACGACCCAG
	111-118
	2
	0
	2
	2
	2
	1
	2
	2
	0.40

	Elymus 1468
	3
	(GTT)4
	F: TAGCAATAAGTTGCTGCTGCTGTT
R: CCACCTCTAAATTAATCACCACGAA
	88-109
	7
	2
	3
	2
	2
	2
	4
	3
	0.60

	Elymus 1665
	3
	(AAT)4
	F: ATGTGATGAATGAGCTAGCAGGTG
R: CACGCTAAAGCATGAGTTTTGAGA
	261-288
	6
	1
	2
	2
	2
	1
	2
	3
	0.55

	Elymus 1675
	3
	(CA)7
	F: CAGTTAAAATGCTTGTCCAAATGC
R: CCATGATTGTTCTGTCAAGAAACG
	132-140
	2
	1
	0
	0
	1
	1
	0
	1
	0.97

	Elymus 1680
	3
	(AGC)4
	F: ACAAGCAGTTGAGATCAGAAAGGG
R: TGTACATGCAACCACCACACATAG
	180-205
	8
	2
	1
	1
	2
	3
	1
	2
	0.90

	Elymus 1685
	3
	(TATA)5
	F: GTTCTTCCTTGGCCAATTTAGCTT
R: TGGAAATTAAAGCAGAACGCATTT
	85
	1
	1
	0
	0
	1
	0
	0
	0
	0.98

	Elymus 1707
	3
	(AGC)4
	F: CTGGAGAAGAAGGACTCTCTGTGC
R: GACGAAGAACATTATTTGATGGGC
	183-190
	2
	2
	2
	2
	0
	0
	2
	2
	0.61

	Elymus 1795
	3
	(AAG)6
	F: CCGATGGTGAGAAGAAGAAAAAGA
R: AAGTCCCAAAACTTTCAGACGATG
	176-249
	6
	1
	2
	3
	2
	3
	3
	3
	0.64

	Elymus 1957
	3
	(ATG)4
	F: GCAACTCTTTAAGCTGCTGCTACC
R: TTCCAAGACAACAGAGACCACAAA
	171
	1
	1
	1
	1
	1
	1
	1
	1
	0.57

	Elymus 2075
	3
	(TATC)4
	F: GTGCTTCTGGGTGTTTGAGATACA
R: ATCTAAGTTCCAGCCACCACTCAG
	181-191
	6
	4
	3
	2
	3
	3
	3
	4
	0.21

	Elymus 2176
	3
	(CCTC)4
	F: TGCACCTAGGAGATCAAAATCAGA
R: TTAACGCTTGTTGCATGTTTGTTT
	138
	1
	0
	0
	1
	1
	0
	0
	0
	0.98

	Elymus 2202
	3
	(GGT)4
	F: CTGCATTGCTAATCCAGTTTGATG 
R: CGGAAATAAAATTACAGCAGGCAC
	103-128
	6
	2
	2
	2
	2
	2
	4
	2
	0.18

	Elymus 2204
	3
	(CT)10
	F: CCGCGGTTTAATTACACAAAATAA 
R: AGATGAACGAATGAACCAAGGAAT
	92-115
	5
	0
	1
	2
	0
	0
	1
	0
	0.99

	Elymus 2347
	4
	(CCT)6
	F: CTCATCTTCTCGTCCACTCCAAAC 
R: GATGAAGGTGTCGTTGAAGGATG
	280-294
	2
	1
	2
	2
	2
	1
	2
	2
	0.21

	Elymus 2387
	4
	(TG)10
	F: CGTCCTAAAAAGTGGGTGAGACAG 
R: ATGAATCAACATCCACGACTCTCC
	147-166
	10
	1
	3
	3
	4
	4
	4
	3
	0.68

	Elymus 2553
	4
	(CCA)4
	F: TCCCCATTACAGTAGAGGATTCCA 
R: CAACGCTACAGCCTGAATTAAACA
	173
	1
	0
	0
	0
	0
	0
	0
	0
	1.00

	Elymus 2594
	4
	(TCT)8
	F: AAATGTCAACGACGAAAAAGGAAA 
R: ATGTAGCCTTGAGAACACTGGTCC
	172-196
	8
	1
	3
	2
	2
	3
	4
	3
	0.27

	Elymus 2615
	4
	(AG)6
	F: TTGACCAGAGATGACAAAGTGAGG 
R: GAATTGCACCATTCATCAAGAAAA
	242-311
	7
	1
	0
	0
	1
	2
	1
	1
	0.96

	Elymus 2644
	4
	(TGAA)4
	F: GAATGGAGCTCCGCTTTAAGATTT 
R: GCTCCAAACACGGTATAACTCCAC
	157-168
	3
	2
	2
	2
	3
	2
	3
	2
	0.28

	Elymus 2676
	4
	(CAG)6
	F: AATTCGAAAGCTGTGGACTTGTCT 
R: CAATTTTGCTCTCAAGAGAACCGT
	175-240
	11
	3
	2
	3
	2
	4
	3
	3
	0.49

	Elymus 2693
	4
	(GTC)6
	F: CTGCTGTTACTTGGATCATCCTCA 
R: GATGTTCTCCTCTGCTCGCATATT
	197-191
	3
	0
	1
	0
	0
	1
	0
	2
	0.97

	Elymus 2695
	4
	(ACC)5
	F: AGAGATTAGCGAGATACGGGGTCT 
R: CGCATCATCATATAGGAAACCACA
	150-205
	9
	4
	3
	3
	4
	4
	2
	5
	0.21

	Elymus 2698
	5
	(TTA)4
	F: CAAAGCATGTGTAGGCAGTCTTGT 
R: TAACAATGATCAGTTGATCGGACC
	162-189
	6
	2
	3
	3
	2
	2
	2
	3
	0.45

	Elymus 2702
	5
	(TGGTGA)4
	F: GAACCAGGAAGGCTCAGAAGAAAT 
R: TGGTGTTCTAAGAAGTTCCCAAGC
	176-206
	9
	3
	2
	2
	2
	3
	2
	2
	0.14

	Elymus 2711
	5
	(AGC)4
	F: AGACTATGATTGCAATGTTCTGCG 
R: GCTCTCAGTCACTTACGCCATACA
	174-181
	3
	1
	1
	1
	1
	1
	2
	2
	0.27

	Elymus 2715
	5
	(T)20
	F: AGAAGAAAGGAAACACGACACGAC 
R: TGAATCAAAAATCATCAAACACATTG
	188
	1
	0
	1
	1
	1
	1
	1
	1
	0.63

	Elymus 2807
	5
	(AGA)4
	F: CCCAAGAAGCAAAAGTGAAGTTGA 
R: ATAATTGCTGTAAAACGGCAGGAA
	153-169
	7
	1
	3
	1
	2
	1
	2
	2
	0.81

	Elymus 2808
	5
	(TTG)4
	F: TTTCATATCCGATACCCAGAAAGC 
R: GGGCGACAAGGGTACTACTAACAA
	190
	1
	1
	0
	0
	0
	1
	0
	0
	0.99

	Elymus 2968
	5
	(GAT)4
	F: GAACTTCAAACCCTTCTGTTGTGG 
R: GTTTCCATCTTCATCCATTTCGTC
	246-250
	2
	2
	2
	2
	2
	2
	2
	2
	-1.00

	Elymus 3028
	5
	(GTT)5
	F: TAGCACCCCCATTAGTCTTGTGTT 
R: CGACGAGGCTAAACTGTTAAATCG
	165
	1
	1
	1
	1
	1
	1
	1
	1
	0.43

	Elymus 3050
	5
	(GGT)5
	F: AGCACAACAGGAACCTACAACTCG 
R: ACAATGTTGATCTTGGAACTGCCT
	339-255
	3
	0
	0
	0
	1
	2
	0
	0
	0.99

	Elymus 3163
	5
	(TA)10
	F: GTCTTCGACTACGGCAAGCTG 
R: AGGGTCTTTGAAAAGCACCTTGTA
	153-204
	10
	6
	6
	5
	8
	5
	7
	5
	-1.16

	Elymus 3165
	5
	(GCT)4
	F: CTCTAAAATCTGAAATCGGCAAGC 
R: TCATCGACAAGAAATTCTCCACAA
	304
	1
	0
	1
	1
	1
	1
	1
	1
	0.67

	Elymus 3190
	5
	(CTT)6
	F: GTTTGTCCCATTCATTCCTCATTT 
R: AGCCTTTTCTTTCTTTCCTTGGTG
	135-141
	4
	1
	1
	2
	2
	0
	1
	1
	0.88

	Elymus 3207
	6
	(GCT)4
	F: GTACAAGATCGCCAACTCGAAGAT 
R: CCTACAGGAAAAGGACTCGTGACT
	113-128
	6
	3
	3
	4
	5
	3
	4
	4
	0.21

	Elymus 3249
	6
	(TGA)4
	F: GAAGAGTGCGAGAGCTTCTTCAAC 
R: GTAAACCAAGAAACAGCATGAGGG
	405-447
	3
	1
	1
	1
	1
	1
	1
	1
	0.55

	Elymus 3264
	6
	(CTTT)4
	F: TGGACTGCTTTGGGACATAATAGG 
R: CTGAATCATAGCCACCCTGAAAAC
	149-177
	11
	2
	4
	4
	5
	1
	1
	3
	0.68

	Elymus 3384
	6
	(GCA)4
	F: AGCTCCTGATAGAAAGAGCCATCA 
R: GGCTGCTGGAACTGAAGACAGTA
	167-179
	2
	1
	1
	1
	2
	2
	1
	1
	0.60

	Elymus 3534
	6
	(CAAT)4
	F: GAATTATCATCGTCGTCGTCCC 
R: GAAGATCTGCATCTCCGCTCC
	119-139
	3
	0
	2
	1
	1
	1
	1
	1
	0.88

	Elymus 3545
	6
	(AGA)4
	F: CAGCACTAGTATCCACCTCCACCT 
R: TGTTACAGCCTCTTCAGGCTCTTC
	175-197
	9
	3
	5
	4
	4
	3
	4
	5
	0.61

	Elymus 3592
	6
	(CGT)4
	F: TGTTGACAAAAGCAGTTGAAGGG 
R: GATTTGACCATGGACTGCTTCAC
	182-200
	4
	2
	2
	2
	2
	2
	2
	2
	0.16

	Elymus 3610
	6
	(C)15
	F: GAACGAGCACTTCAACAAGAAGAT
R:TCTCAACATAGGTTACAATCAAAGAAA
	156-200
	2
	0
	2
	2
	2
	2
	2
	2
	0.26

	Elymus 3625
	6
	(GAC)4
	F: ACTCCTCTCAGGATATGGACGATG 
R: TGCTACAAACACAGGAACAGGAAG
	127-139
	3
	1
	3
	2
	2
	2
	1
	2
	0.27

	Elymus 3636
	7
	(TGA)4
	F: AAAATTAGAAGGCCAGTGCCTGTT 
R: TCACCAGTCATACTTGGACCCTTT
	178-191
	5
	0
	2
	2
	1
	2
	1
	1
	0.84

	Elymus 3695
	7
	(CGC)6
	F: GGAGAACCCTAGAAGCCGCAG 
R: AACTTGCGGAACGTCCTCTTCTT
	218-238
	5
	2
	2
	3
	4
	3
	2
	3
	0.52

	Elymus 3824
	7
	(CGCAGC)4
	F: TCTTTCTTTCTGTCAGTCACACCG 
R: TAAAGCTCCTATTCCGAATCACCA
	503
	1
	0
	1
	0
	0
	1
	1
	1
	0.92

	Elymus 3830
	7
	(CTT)5
	F: TACTCCCAGGCAAAGCAGTAAGAG 
R: TTCAGACACATCCGAGCAGATAAA
	196
	1
	1
	0
	1
	1
	0
	1
	1
	0.82

	Elymus 3869
	7
	(TGC)8
	F: GAAGATTGGCCTTCATGTTACTGC 
R: CTGGTGCTGGTCTGTACCAAAAG
	169-188
	4
	2
	3
	2
	2
	2
	2
	2
	0.39

	Elymus 3958
	7
	(TCC)4
	F: CTGCCACTCTTCCTCTTCCTCTT 
R: CTCTTCTTTGAGGAGTTGAAGGCA
	151-167
	2
	1
	1
	1
	1
	0
	1
	2
	0.67

	Elymus 3972
	7
	(CA)6
	F: TTACTTTGCAGCCTGTGGTCATAA 
R: CTAGGAATCGACAAGGCTGACCTA
	140-148
	3
	3
	3
	3
	3
	2
	3
	2
	0.30

	Elymus 3994
	7
	(AAG)4
	F: ATGTGATGAAAGCTGCTATTGACG 
R: TCTTCTTCTCGGTTCCAGTTTCAG
	268-280
	5
	2
	3
	3
	3
	4
	3
	3
	0.28

	Elymus 3995
	7
	(CGC)7
	F: CTCTAGGGTTTTGGGATTTTAGCC 
R: GTTGTGGAGGTCGGAGAAGGT
	105-114
	2
	1
	1
	1
	1
	1
	1
	2
	0.56

	Elymus 4021
	7
	(TAC)5
	F: TTCAAACCACAAGAGGAGAAGGAC 
R: TGGTGGTGGTAGTATTGGTTGTTG
	153-198
	11
	1
	3
	3
	3
	1
	2
	3
	0.74

	Elymus 4025
	7
	(TGC)4
	F: TGGATTTGCTAGTTCCTCTTCTGG 
R: TTTGGACGCAAGAGAAGCAAAC
	178-185
	2
	0
	1
	1
	0
	0
	0
	1
	0.94

	Elymus 4035
	7
	(TC)16
	F: CTCGTCATGCTTCAACTCATTTGT 
R: TTGAAACAATGACAGCAACAGAGA
	129-157
	4
	0
	1
	2
	1
	0
	1
	1
	0.95

	Elymus 4041
	7
	(GAA)4
	F: AAGCTTTCTTTGCTGACTACGCTG 
R: AATCCAGTCCAGACAAACACATGA
	296-308
	4
	1
	2
	1
	1
	1
	1
	1
	0.83

	Elymus 4218
	8
	(ATA)4
	F: GGAAGATGAGATTGACTGGGAAGA 
R: GGGAGAAAAATGTTATTTGGAGCC
	149-180
	4
	2
	2
	1
	1
	3
	1
	1
	0.66

	Elymus 4228
	8
	(GAGAA)4
	F: GCTAATCTCACCTTCGTCCGTTC 
R: GACTTCTGCATCTTGTTCGAAACC
	90-109
	4
	1
	2
	1
	1
	1
	1
	1
	0.74

	Elymus 4260
	8
	(CAT)5
	F: GTTCTTCAACTTCACCTTTCCAGC 
R: CACATCTGATTTGCCTTCAACAGT
	287-311
	8
	3
	4
	4
	4
	5
	3
	2
	-0.14

	Elymus 4300
	8
	(TTA)4
	F: ACCCAAGTAGCTTTGCTCTTTCCT 
R: GACCACACAAACGAAGTACGGAGT
	189-196
	3
	0
	3
	3
	0
	0
	3
	3
	0.64

	Elymus 4419
	9
	(AGTG)4
	F: AGGGTGACTTGTCTTTGGGTGTAA 
R: AGTCAGATGAAGGATGGCTGAAAC
	147-162
	3
	2
	1
	1
	1
	1
	1
	1
	0.83

	Elymus 4587
	9
	(TGT)5
	F: ACTTCGTCTCCACATACATCACCA 
R: TACTGTGCTTCCCAAAACAAAACC
	181-201
	4
	2
	1
	2
	2
	2
	2
	2
	0.52

	Elymus 4700
	10
	(CTG)4
	F: TAAGTAGAGCACCATGACCACCAC 
R: ACTCATCAATGTCTTTGGCATCC
	360
	1
	1
	1
	1
	1
	1
	1
	0
	0.72

	Elymus 5013
	11
	(AGC)6
	F: CGGAATGCTCTCGAATGAATAAAC 
R: ATACTTGCAAAGCACCACTGTTGA
	105-138
	3
	2
	2
	2
	2
	2
	2
	1
	0.43

	Elymus 5102
	11
	(GCG)4
	F: AGTGAGGAAAGGGAGAGAACTCCA 
R: CAGATGGGAAGAGATGGAACTTGA
	154-166
	2
	1
	1
	1
	1
	1
	1
	1
	0.76

	Elymus 5194
	11
	(GA)6
	F: CTAGGTTGAAGAAGCTCCTCGTTG 
R: ACTGTGAGGTATAAACTGCAGCCG
	182-192
	4
	2
	3
	2
	2
	1
	2
	2
	0.43

	Elymus 5249
	12
	(TGA)4
	F: TAGTCAGATGAATTTGGCCTTGCT 
R: ATTGGGCTGGACACAATTTAAGAA
	192-204
	8
	4
	3
	3
	4
	3
	4
	4
	0.63

	Elymus 5264
	12
	(GCT)4
	F: ATTGTTTGGGTACCGGTTTATGC 
R: GCCTGGGTACAGCTGAAACATTAG
	147-165
	7
	4
	4
	4
	4
	4
	4
	3
	0.28

	Elymus 5447
	12
	(CT)8
	F: TCCTCAAACTCCTCCTCTCTTCG 
R: GAGGTAAGTCTCGACATCCTCGAC
	164-198
	4
	1
	1
	1
	1
	2
	1
	1
	0.89


