	Supplemental Table 2. Profile of clones selected for enrichment by high RT/AG ratios. Shown are the top 50 selected clones with significant BLASTx criteria as described in the Materials and Methods. 

	Clone ID
	Genotypea
	Ratio:

RT/RMI
	Ratio:

RT/AG
	Accession

No.
	Description
	E-value

	C083
	S. h
	6.06c
	8.48
	AAT69659
	Oligosaccharyl transferase STT3 protein
	3e-60

	S094
	S. p
	
	4.22
	XP_483366
	Oligouridylate binding protein
	2e-91

	S036
	S. h
	
	3.38
	BAB19862
	Monosaccharide transporter
	5e-34

	S125
	S. p
	
	3.31
	BAD09504
	AER
	3e-70

	C321
	S. p
	1.95
	3.16
	AAK29515
	Ribulose-1,5-bisphosphate carboxylase large subunit
	0.0

	C250
	S. p
	1.78
	2.99
	BAC79829
	Unknown protein
	e-169

	C382
	S. h & pb
	1.90
	2.85
	CAA50662
	Lipid transfer protein
	8e-37

	C133
	S. h
	2.29
	2.80
	AAP54355
	Thioredoxin-like U5 small ribonucleoprotein particle protein
	3e-79

	S105
	S. p
	
	2.68
	AAP55041
	Nucleic acid binding protein
	e-116

	C363
	S. h
	2.07
	2.68
	AAS72364
	SF16 protein
	2e-24

	S143
	S. p
	
	2.68
	CAA51078
	B2 protein
	1e-58

	C091
	S. h
	
	2.66
	BAA36276
	Farnesyl diphosphate synthase
	1e-16

	S139
	S. p
	
	2.63
	NP_568361
	Transcription regulator NOT2/NOT3/NOT5 family protein
	6e-70

	C087
	S. h
	2.70
	2.59
	AAO61674
	AKIN gamma
	4e-86

	C310
	S. p
	1.93
	2.57
	BAB21153
	GDSL-motif lipase/hydrolase-like protein
	e-109

	C136
	S. h
	2.64
	2.56
	CAC83720
	Cathepsin B-like cysteine proteinase
	1e-68

	S132
	S. p
	
	2.54
	AAT85074
	Hypothetical protein
	4e-40

	S109
	S. p
	
	2.54
	BAD35707
	Lipase class 3-like
	8e-38

	C015
	S. h
	
	2.53
	AAF76207
	Lipoxygenase
	2e-13

	C135
	S. h
	1.84
	2.53
	CAA60634
	Cysteine proteinase inhibitor
	7e-57

	C313
	S. p
	2.01
	2.53
	AAM94319
	Stripe rust resistance protein Yr10
	6e-31

	S121
	S. p
	
	2.52
	BAC79539
	Serine/threonine Kinase
	4e-58

	C354
	S. p
	1.82
	2.52
	AAP03417
	ABA-responsive protein
	6e-95

	S118
	S. p
	
	2.49
	NP_187305
	BAP28-related
	3e-32

	S108
	S. p
	
	2.48
	AAS88839
	Methionine S-methyltransferase
	e-171

	S130
	S. p
	
	2.43
	BAA92999
	Unnamed protein product
	e-128

	C130
	S. h
	2.10
	2.42
	BAA34247
	GPI-anchored protein
	4e-40

	S016
	S. h
	
	2.39
	AAL31692
	RNA binding protein
	2e-34

	C344
	S. h
	1.84
	2.39
	CAD56220
	Ribosomal protein RL5
	6e-34

	C103
	S. h
	
	2.39
	AAD44810
	6,7-dimethyl-8-ribityllumazine synthase
	4e-56

	C359
	S. p
	
	2.38
	CAA69075
	S-adenosylmethionine decarboxylase
	0.0

	S134
	S. p
	
	2.37
	AAM60860
	4-methyl-5(b-hydroxyethyl)-thiazole monophosphate biosynthesis protein
	3e-33

	C110
	S. h
	1.86
	2.35
	CAA39438
	Ribosomal protein S11
	9e-71

	S127
	S. p
	
	2.35
	NP_195974
	Exocyst subunit EXO70 family protein
	9e-71

	C122
	S. h
	
	2.34
	CAA06492
	Annexin
	3e-14

	C358
	S. p
	1.80
	2.32
	AAL38886
	Lysine and histidine specific transporter protein
	0.0

	S107
	S. p
	
	2.32
	AAL31038
	Phosphatase subunit
	3e-89

	C361
	S. h
	
	2.27
	P12653
	Glutathione S-transferase I
	1e-35

	C243
	S. p
	
	2.27
	AAT38003
	Nuclear RNA binding protein
	1e-64

	S145
	S. p
	
	2.27
	AAP86645
	Peroxisomal membrane protein
	2e-28

	S133
	S. p
	
	2.27
	BAD30858
	Thioredoxin family-like protein
	e-113

	S104
	S. p
	
	2.26
	AAN59956
	Actin
	e-147

	S106
	S. p
	
	2.25
	BAD27610
	Vacuolar proton-ATPase
	e-151

	S122
	S. p
	
	2.25
	AAP20836
	Unknown protein
	1e-54

	C384
	S. h & p
	
	2.23
	AAA85440
	Cytochrome P-450
	0.0

	C240
	S. p
	
	2.21
	AAK59682
	Unknown protein
	2e-50

	C245
	S. p
	
	2.20
	AAN65439
	Unknown protein
	4e-39

	C386
	S. p
	
	2.17
	AAC05717
	Alpha tubulin 1
	0.0

	S099
	S. p
	
	2.17
	BAB90366
	Amino acid transport protein
	2e-61

	C253
	S. p
	
	2.16
	CAA33364
	Dehydrin
	3e-18

	aS. h, Sorghum halepense; S. p, Sorghum propinquum.    bSequences were assembled with clones came from both libraries.     cClones selected for enrichment relative to RMI were subsequently selected for enrichment relative to AG (Suppl. Table 1).
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