Supplementary Table 1: Summary of sequence data generated from RNAseq using Tophat software mapping to mouse mouse mm-9 assembly
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	Sample
	Reads
	% unique
	% distinct
	Mapped Locations
	Mapped Reads
	% mapped

	WTr-1
	34,357,529
	41.87%
	49.04%
	35,997,510
	31,786,793
	92.52%

	WTr-2
	30,999,478
	33.75%
	41.37%
	33,262,549
	28,449,542
	91.77%

	SMAr-1
	41,748,401
	30.16%
	35.87%
	43,528,428
	38,283,253
	91.70%

	SMAr-1
	21,470,905
	30.39%
	35.85%
	22,914,228
	19,621,061
	91.38%

	WTv-1
	30,955,646
	30.49%
	36.12%
	32,642,295
	28,069,777
	90.68%

	WTv-2
	37,346,743
	30.87%
	37.72%
	39,710,943
	34,628,676
	92.72%

	SMAv-1
	32,994,286
	30.33%
	36.52%
	34,826,958
	29,566,950
	89.61%

	SMAv-2
	32,525,361
	32.46%
	38.87%
	36,360,051
	29,445,476
	90.53%
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