	cDNA Library
	Total number of raw reads
	Total number of clean reads
	Overall alignment rate to rRNA[%]
	Total number of reads
	Overall alignment rate to Genome [%]
	Total alignments
	Successfully assigned alignments[%]

	Glu_1
	28981256
	28655902
	0.44
	28547898
	97.73
	28849810
	87.7

	Glu_2
	36852874
	36481312
	0.15
	36435392
	97.81
	36679068
	90.3

	Glu_3
	33045004
	32692704
	0.14
	32658682
	97.88
	32847073
	90.6

	Ceb_1
	38370048
	37731020
	3.10
	36770718
	97.77
	37619254
	80.2

	Ceb_2
	34767872
	34159856
	6.10
	32393202
	95.72
	33445019
	75.5

	Ceb_3
	31325198
	30514688
	5.89
	29039314
	95.44
	29940402
	76.0

	Xyn_1
	30446944
	29766644
	6.65
	28117722
	94.38
	28782401
	71.8

	Xyn_2
	30337330
	29567800
	4.62
	28464406
	95.25
	28966268
	76.8

	Xyn_3
	29571872
	29015972
	3.74
	28131946
	97.17
	28668820
	76.9

	Cel_1
	28370426
	27468006
	3.04
	26829696
	96.69
	27352187
	59.0

	Cel_2
	28266896
	27727896
	1.99
	27332236
	97.39
	27798414
	53.5

	Cel_3
	35107148
	34751170
	0.62
	34588662
	97.45
	35218199
	84.6

	CS_1
	39958722
	39727584
	2.54
	38956766
	93.94
	39615022
	78.4

	CS_2
	38003868
	37675996
	0.40
	37552572
	97.79
	38243246
	80.6

	CS_3
	37895636
	37551566
	0.82
	37308886
	97.08
	37795548
	84.0


[bookmark: _GoBack]
Table S1. Summary of RNA-Seq data of R. papyrosolvens DSM2782
