	Supplemental Table 1. Profile of clones selected for enrichment by high RT/RMI ratios, Shown are the top 50 selected clones with BLASTx criteria as described in the Material and Methods. 

	Clone ID
	Genotypea
	Ratio:

RT/RMI
	Ratio:

RT/AG
	Accession

No.
	Description
	E-value

	C083
	S. h
	6.66
	8.48c
	AAT69659
	Oligosaccharyl transferase STT3 protein
	3e-60

	S196
	S. p
	3.30
	
	NP_564139
	F-box family protein
	2e-85

	C376
	S. h & pb
	2.87
	
	AAP54884
	Unknown protein
	4e-45

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

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

	S191
	S. p
	2.63
	
	AAO63266
	Legumin-like protein
	e-117

	C181
	S. h
	2.62
	2.00
	AAK67148
	Silencing group B protein
	3e-28

	C182
	S. h
	2.60
	
	AAO41118
	Serine/threonine kinase
	2e-91

	C367
	S. p
	2.59
	2.02
	AAM61694
	Stress related protein
	3e-45

	C342
	S. h
	2.42
	2.01
	AAP53285
	Hypothetical protein
	4e-11

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

	C267
	S. p
	2.28
	
	BAD15683
	Unknown protein
	1e-45

	S155
	S. p
	2.27
	
	AAL07118
	Unknown protein
	e-131

	S195
	S. p
	2.26
	
	CAB65536
	Proline-rich protein
	6e-85

	C171
	S. h
	2.22
	
	CAD45180
	Mitogen-activated protein kinase kinase
	4e-76

	S182
	S. p
	2.19
	
	AAQ62585
	Spermine/spermidine synthase
	4e-79

	S200
	S. p
	2.18
	
	AAO42302
	CMP-sialic acid transporter
	4e-40

	S205
	S. p
	2.18
	
	B84530
	C-terminal zinc-finger
	3e-33

	C294
	S. p
	2.14
	
	NP_198046
	Exonuclease family protein
	9e-44

	S160
	S. p
	2.12
	
	AF63202
	Poly(A)-binding protein
	6e-85

	S051
	S. h
	2.11
	
	BAD25059
	BRAP2-like protein
	4e-14

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

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

	C298
	S. p
	2.06
	
	NP_194194
	Zinc finger (DHHC type) family protein
	e-112

	C168
	S. h
	2.06
	1.90
	CAA67922
	Ubiquitin-like protein
	1e-37

	S193
	S. p
	2.03
	
	BAA89423
	Allyl alcohol dehydrogenase
	1e-48

	S154
	S. p
	2.02
	
	NP_851125
	Meprin and TRAF homology domain-containing protein / MATH domain-containing  protein
	5e-83

	C257
	S. p
	2.01
	1.85
	BAB17624
	26S proteasome regulatory particle triple-A ATPase subunit
	e-148

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

	C322
	S. p
	2.00
	1.87
	CAA09323
	Alpha amylase
	0.0  

	S166
	S. p
	2.00
	
	BAC83515
	Succinate dehydrogenase flavoprotein alpha subunit
	e-126

	C331
	S. h
	1.97
	1.84
	AAK49119
	Cyanogenic beta-glucosidase dhurrinase-2
	e-113

	S214
	S. p
	1.96
	
	AAT44179
	Regulator of chromosome condensation protein
	2e-67

	C215
	S. h & p
	1.97
	
	BAD38095
	Lecithin diacylglycerol cholesterol acyltransferase
	e-147

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

	S218
	S. p
	1.93
	
	CAD39295
	OSJNBa0073l13.12
	7e-27

	C160
	S. h
	1.93
	
	NP_568167
	NC domain-containing protein
	1e-20

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

	C175
	S. h
	1.92
	
	BAD27718
	Mature anther-specific protein LAT61
	6e-21

	C324
	S. p
	1.92
	
	S59853
	DNA-binding protein Dof3
	8e-33

	C197
	S. h
	1.92
	
	BAB86424
	P0003d09.18
	1e-34

	C194
	S. h
	1.91
	
	AAL60033
	Unknown protein
	7e-41

	S157
	S. p
	1.90
	
	NP_175441
	Protein kinase family protein
	4e-52

	C157
	S. h
	1.90
	
	AAT01385
	Unknown protein
	8e-14

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

	C293
	S. p
	1.90
	
	AAC05590
	S-adenosyl-L-methionine synthetase
	0.0

	C274
	S. p
	1.89
	
	Q40680
	Elongation factor eEF-1 beta
	4e-79

	S158
	S. p
	1.89
	
	AAT07655
	Arginyl-tRNA synthetase
	1e-71

	S163
	S. p
	1.89
	
	AAK98709
	Gamma-adaptin 1
	e-163

	C297
	S. p
	1.89
	
	BAA19553
	Protein cdc2 kinase
	e-156

	aS. h, Sorghum halepense; S. p, Sorghum propinquum.    bSequences were assembled with clones from both libraries.    cclones selected for enrichment relative to RMI were subsequently selected for enrichment relative to AG tissue (Suppl. Table 2).  
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