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	SAS
	Sequence
	Annotation* and access number
	e-value and identity*

	SCVPLB1020G05.g
	TGGCAACACTACGGCACTCC
GCTGCGAGCGAACCAGAGTAA
	putative α-L-arabinofuranosidase family AFW64720.1 Zea mays
	8e-147 98%

	SCEQRT2100C04.g
	GACGACAACGACGCCCAAAT
CACACGCCGCTTTTTGTTTTGTT
	galactoside 2-α-L-fucosyltransferase-like XP_003560930.1 Brachypodium. distachyon
	7e-77 63%

	SCEQHR1082B01.g
	CCTCCAGCGGAATCGTCTTG
GAGTTCGTGCCCATCTTCTTCG
	β-glucosidase isozyme 2 precursor AAL14713.1 Oryza sativa 
	0.0 81%

	SCVPRZ2042G03.g
	ACGCCGAGTTCTGCTTCCAG
GAAGGTAAACCAGTTCTTCACCCTGTC
	non-cyanogenic β-glucosidase ACL52625.1 Zea mays 
	0.0 96%

	SCCCCL7002A04.g
	TGGCGTTTCTCGGGATGTG
TGGCTTGGCACCTACAGCAC
	EREB-like protein NP_001060280.1 Oryza sativa 
	2e-34 46%

	SCVPRT2076E10.g
	GCCAAGGCCAAGCTCAACTTC
CGTCGCTGCTCTGGAGTATGTG
	putative AP2/EREBP transcription factor superfamily protein DAA62131.1 Zea mays 
	2e-48 73%

	SCJLLR1054A06.g
	CGAAACGCAACGCAACGCATA
GACAAGGACGCCAGGTTCCA
		 1-aminocyclopropane-1-carboxylate oxidase 1 NP_001149427.1 Zea mays
	6e-180 86%

	SCAGLR2011D02.g
	TCGCAGGACTTCTCGCACAA
GTGGAACTCATGGGGTGGTGA
		respiratory burst oxidase, putative, expressed ABA99453.1 Oryza sativa
	0.0 87%

	SCSGHR1069F04.b
	ATATCCTCTTCCTTCATGCCAATGGG
TTCCAGTTCGTGCCGTTCG
		putative cytochrome P450 superfamily protein ACN31524.1 Zea mays
	5e-47 77%

	SCEQRT1025C04.g
	GCGTGATCGTGTCGTTCTACTCC
CGAGCAGTCCTTGCCCCA
		putative cytochrome P450 superfamily protein ACR38435.1 Zea mays
	4e-100 99%

	SCEQRT1024C07.g
	CGTCATCGCCGAGAACCAGT
ACGTGCTGTCCCCGAAGGT
	proton translocating pyrophosphatase CAF18416.1 Oryza sativa
	5e-145 95%

	SCSFSD1065B09.g
	GCATGGGACAACGCCAAGA
TCCGATGGTGTCTCCGATCA
		pyrophosphate-energized vacuolar membrane proton pump NP_001152459.1 Zea mays
	5e-85 98%

	SCCCLR2001E08.g
	TCCCACCAGTGTCCAGTGC
CCTGCTCCTCGCTGAAGACG
	non-symbiotic hemoglobin 001104966.1 Zea mays
	1e-105 93%

	SCEPRT2043B01.g
	ATGGTGGGCGGGAGATCA
GTGTTGTCGTTGTGAGTAGAGGCTACA
	β-expansin 3 AAK56126.1 Zea mays
	2e-37 69%

	SCEQRT2026A06.g
	CTGCTGCCGTCGTTCTGC
CGCTATCATCGTGCCCTCGT
	ATEXPB4, putative XP_002527539.1 Ricinus communis 
	5e-40 68%

	SCEQRT1025C04.g
	CGCCCCACGAGTTCTTCATC
ACCTCAACCACGCCATCACC
	cysteine protease 1 AFW67600.1 Zea mays
	5e-69 91%

	SCCCLB1004G05.g
	TCGCAGCAGGAGATCGTGTC; TGAGGGAGAACTCGGGGATG
	NP_001151790.1 Zea mays 
	4e-98 95% 

	SCCCLR2003G10.g
	CCTTCCCAGCCAAGCATCAC; GCGGTCGCGGTAGATTAGATAGATG
	ACR34539.1 Zea mays 
	3e-25 73% 

	SCCCLB1023F09.g
	TCCCGCCCCACTTAGATTCC; CCCCTTTCGCTGGTCTCCTC
	DAA62884.1 Zea mays 
	0.0 95% 

	SCCCCL4002B07.g
	GGCTGTGCAACCCTTCCAAA; GTGGTGGGATGGACGAGGATT
	NP_001146913.1 Zea mays 
	2e-77 85% 

	SCAGLR2011B02.g
	TGGCGCTGTCCATTCCAGT; CATCTCCCGCAACAGAAGCATAC
	AA58010.1 Zea mays 
	9e-163 80% 

	SCRLLR1059G12.g
	GTTGTGACGGGCGGTTCTTG; GCGGTGTTGAGATGGGAGGA
	MYB DNA-binding domain superfamily NP_001131480.1 Zea mays 
	2e-154 81% 

	SCCCLR2003C07.g
	GACAGCTTCCAGACGCACGA; GTGCCAATGCCGTTGTTCCT
	NAC23 NAC type transcription factor, partial 
AFT82716.1 Z. mays 
	2e-132 87% 

	SCEQRT2025H02.g
	TGTACCGGCATTGCATCCTG; AACCGGCGAGGTGGTACAAA
	 putative α-galactosidase NP_001060639.1 
Oryza sativa
	0.0 80% 

	SCJLRT1020A08.g
	GCTCGACGTCGTTGACCAGT; GGTGGAACCCGAAAGACCAG
	putative high pI α-glucosidase NP_001058347.1 Oryza sativa 
	0.0 91% 

	SCQSRT1034D03.g
	GGAACGCTGCTACCCTTGGA; GGCCAAGACGCGAACTGTCT
	 putative alpha-L-arabinofuranosidase family protein ACN27961.1 Zea mays 
	0.0 95% 

	SCEQRT1029E06.g
	CCTGCTAGCGTTGGGGAGAG; AGTCACCATGGAGGCCCAAG
	exoglucanase precursor DAA51348.1 Zea mays 
	1e-67 90% 

	SCCCRT1002G03.g
	GCCACGGCATCACAATCAGA; ACGTACCAGCCGCCTTTCAA
	putative O-Glycosyl hydrolase superfamily protein  DAA36709.1 Zea mays 
	0.0 94% 

	SCVPRT2075H10.g
	CCGGGGAGGCAGTACTTGAG; GATCTGGGGAAGCACGGCTA
	α-expansin 13 precursor NP_001131904.1 Zea mays 
	1e-62 100% 

	SCAGRT2038D08.g
	GCACCAAGCTCCTCCCTGAA; GCCGGGTTACCACTTCCAGA
	putative pectinacetylesterase precursor NP_001045062.1 Oryza sativa 
	2e-138 72% 

	SCEPFL3083G08.g
	GTTGCCGGTCATCCAGAACA; GCGGCTTTGTCAGGGACATT
	 polygalacturonase, putative, expressed NP_001048813.1 Oryza sativa 
	4e-170 89% 

	SCJLFL1054H05.g
	TGCTCATCGCCAAGTCGTTC; GCGTGCGCCTTGTACTCGT
	endoglucanase 1 precursor NP_001151458.1 Zea mays 
	1e-127 92% 

	SCACSB1036D01.g
	TGGGCAACAAGGAGATGCAG; ACGCCGTCGATGTACCACAC
	xyloglucan endotransglucosylase/hydrolase 26 NP_001151075.1 Zea mays 
	4e-87 90% 


	SCJLFL1054H05.g
	TGCTCATCGCCAAGTCGTTC; GCGTGCGCCTTGTACTCGT
	endoglucanase 1 precursor NP_001151458.1 Zea. mays 
	1e-127 92% 

	SCJFRZ2009G01.g
	GCGAGTGCCTCACCTTTGAC; TCTTAGGTCCCCTCAGCAGAAC
	60S ribosomal protein L18-2-like Setaria italica XP_004984437.2
	1e-131 97% 

	SCBGLR1002D06.g
	CAGGTCCTGCTGGTGAGGAT
CACCTCCAGCATATGGACTATCAG
	ubiquitin-conjugating enzyme E2-17 kDa-like Zea mays XP_008674887.1
	3e-123 96%

	SCCCRZ1002H03.g
	CCTCAGAGCCAATCCTTTTCC
ATAACCGCATCAGGTCTCCAAG
	putative tubulin alpha-3 chain Miscanthus sinensis AFC88824.1
	0.0 100

	SCCCLR1072A03.g
	CCCTGTGCTGCTCACTGAAG
GTCTCGAACATAATCTGGGTCATCT
	ATP synthase subunit O, mitochondrial Setaria italica XP_004953645.1
	1e-142 94%

	SCCCLR1069D05.g
	CCAGTTCCATTGTCACAAACAAG
TCTCCGGAATCCGTAGCAAA
	actin-7-like Setaria italica XP_004978759.1
	0.0 99%

	SCCCST2001G02.g
	CCGGTCCTTTAAACCAACTCAGT; CCCTCTGGTGTACCTCCATTTG
	polyubiquitin containing 7 ubiquitin monomers Zea mays NP_001147027.1
	4e-117 100%


1 According to similarity observed from alignments on BLASTX (http://blast.ncbi.nlm.nih.gov)


