[bookmark: _GoBack]Supplementary Figure 2.  Details of willow microsatellite markers, including primer sequences, best chromosomal BLASTN hit (in the Populus trichocarpa v 3.0 genome), and genic or non-genic location.
	Marker
	Forward primer (5'→3')
	Reverse primer (5'→3')
	Chromosome
	Genic/Intergenic

	SB1092
	AACTGAAACAGGAGCAACATC
	AGAGATGGGATACAGGAGAAG
	I
	I

	SB331
	TGTTTGTTTGGGAGTATGTTG
	TGAATCCTATCATTTGGCAAC
	I
	G

	SB430
	CACCCTCATAACAAAAATGGC
	CAAATCAGAAAAGAAGTTAAC
	I
	G

	SB955
	ACCACTCTCCAAATCCCTTAC
	ATATTTTAACAAGCCACGCTC
	I
	G

	SB288
	AGGCTTCACTGTCTCCTCTAG
	TCATCACAGCATCTTATCAGG
	II
	G

	SB522b
	CTGGAGTGAGAATGGTGTATC
	GTGGACTAACGGATCTATCAC
	II
	G

	SB1048
	AGTGCTTGTCATTTTCCATAC
	ATGTTCTTATTCCCCCTCTTC
	III
	I

	SB1395
	TTTATATCTTGCTGCCCTGAC
	GATGACCCTCTAGCCATGATC
	III
	G

	SB1172
	AGGACATTCATAACACACACA
	CTGAAGCCATCTTCTCAAGGA
	IV
	G

	SB1357
	TATAGCTGTGGAGAGTCGGGT
	AGTCCCTAGCAAAATGACCAG
	IV
	G

	SB293
	TGATTGGGCTAAAGATGAAGC
	AACTCAGCAACCACCAGAAAC
	IV
	G

	SB617
	GCCTCTCCATAACCCAAAAAC
	TAGAAAATGATCTGACGATGG     
	IV
	G

	SB405
	TGACAACGCCATTCACATGAC
	TTCCTTTCTTCATCAGTAGCC
	V
	I

	SB896
	CTGATTACAAGATGAAGGTGG
	CAAATTGTATGTATGTGCGGT
	V
	G

	SB1185
	TGAGGTCATGGTTGAGTTATG
	ATGGTGCCTGCAATCTTTAAC
	VI
	G

	SB1324
	CTCAAGTTTACCAAAGATTGC
	AGCTTACACGCACTCAAATAC
	VI
	G

	SB868
	TCAGGTTTGTTTTTGCTTCTC
	GGACCCAGTAACCCATCAAGC
	VI
	G

	SB389
	CCTTGGCTACAATAACTTCAC
	GGTCATCCAAATACGCAAAAG
	VII
	G

	SB392
	AGTGAGCGCTTTGGGTGATAA
	GCGCTAACGAGACTTGGAAAT
	VII
	G

	SB984
	ACAATCACACTTCGCATATCA
	GGATGGAAAGATTCAAGGATT
	VII
	G

	SB355
	TTCATTTTCATCTCGAAGCAC
	ATTTAGTGCGGATCTTTCAAC
	VIII
	G

	SB1366
	TCAATACATCCATCCTAGAGG
	ATCCCTTTTCACATTCACCTG
	VIII
	G

	SB354
	TGTCTTTGTGTAACGACTCTG
	ATCCATATAGCTGATCCCAAC
	IX
	G

	SB194
	TGTGAGATAAGATTTGTCGGT
	CCATAAATAAAAAACGTGAAC
	IX
	G

	SB38
	CCACTTGAGGAGTGTAAGGAT
	CTTAAATGTAAAACTGAATCT
	IX
	G

	SB1196
	ATTCTCCGTCACCATAACCAC
	GATGCTATCGAAGGGATGAAC
	IX
	G

	SB367
	CCAAGAACTAATTTCCCAGCC
	AGTGTATTCATGTGGTTTAGC
	X
	G

	SB488
	AGCGCAAAGAGAATCGACAAC
	TAAGTGTTCCAAGAAGTTGCC
	X
	G

	SB1464
	TTTTCGCTACTTCATACCAGA
	ACCACACAACCAAACAATAAG
	X
	G

	SB1501
	CAAAAACGCACCCTATTCTTCC
	CCAGAGTCCCCTTGAACACAC
	X
	G

	SB1148
	TAGGATGTTTCTGAGGCTTTC
	AGACTTGCTAGAGACTTGGCC
	XI
	G

	SB291b
	AACATGTGCACTCTTTGCATG
	GTTTGGTTTATCATTGCTTCC
	XIII
	G

	SB784
	GCACAGATAAAAAATTGGTTG
	ATATGACTAGGAGGATGTGTT
	XIII
	I

	SB349
	TTGCTATTTATGGGTTGGTCG
	TCACACCTTCGTTTTAACTTC
	XIV
	G

	SB1097
	CTCCACCTTGTCGGTCTTTGA
	ATTCTGTAGGAGGCACAGGAGA
	XV
	G

	SB565
	GAAAATATAATGCCCAGGAAG
	ACAGAACACAGCGACATGAAC
	XVI
	I

	SB800
	AAAGCTCACCGGAATGATGAA
	TTGATCCAGCCAAATTAAAGAGTG
	XVIII
	G

	SB442b
	TGCATGTGTAGTATCTGCGTCT
	GACTGAAGTGGAATGGAGATTTG
	XIX
	G



