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Supplementary Materials and Methods


1. Sequencing coverage and quality statistics of transcriptomic data

Transcriptomic analysis was carried out using single-end sequencing, prepared with the TruSeq library prep kit and sequenced using the NovaSeq6000 SP Flowcell 100 cycles kit (Illumina, Inc.), targeting Mus musculus (Ensembl GRCm38.82). RNA sequencing was performed on the Illumina NovaSeq 6000 instrument at the VIB Nucleomics Core (www.nucleomics.be). The VIB Nucleomics Core also handled the reads pre-processing, which included quality trimming (FastX 0.0.14, HannonLab), adapter trimming (cutadapt 1.15) [1], quality filtering (FastX 0.0.14 and the ShortRead 1.40.0 package) [2] and contaminants removal (bowtie 2.3.3.1). Subsequently, the pre-processed reads were aligned to the Mus_musculus.Ensembl.GRCm.38.82 reference genome using STAR 2.5.2b [3] in combination with the SAMtools 1.5 Bioconductor package [4]. The expression levels of genes overlapped by reads were calculated using the EDASeq package [5], with normalization performed within and between samples. Differential gene expression analysis was conducted by fitting a negative binomial generalized linear model with the edgeR 3.24.3 package [6]. The resulting p-values were adjusted for multiple tests using the Benjamini-Hochberg method to control the false discovery rate (FDR).


Supplementary Table 1 (S1) - Sequencing Coverage and Quality Statistics of the transcriptomic data.

a The pre-processed reads were aligned to the reference genome of Mus_musculus.Ensembl.GRCm.38.82.



	Sample ID 

	Total number of sequenced reads 

	Total number of uniquely mapped reads (%)a

	RNA integrity number (RIN) 
	Ratio of all reads aligned to rRNA regions to total uniquely mapped reads (rRNA rate) 
	Ratio of exon-mapped reads to total uniquely mapped reads (Expression Profile Efficiency) (%)
	Total number of detected transcripts with reads ≥1

	CTR1@L002 
	19,883,627 
	19,651,437 (99.19) 
	8,9
	31	
	16130614 (89.03) 
	22689	

	CTR2@L002 
	16,621,714
	16,437,329 (99.22)
	9,2
	379
	14167644 (93.98)
	11988

	CTR4@L002 
	26,287,493
	25,999,562 (99.27)
	8,8
	48
	22109856 (91.74)
	22896

	CTR5@L002 
	25,314,103
	24,994,807 (99.13)
	8,8
	17
	20436947 (89.34)
	26840

	MC1@L002
	17,832,083
	17,640,448 (99.27)
	7,1
	32
	14652466 (93.5)
	18694

	MC2@L002 
	22,657,407
	22,422,060 (99.32)
	8,7
	67
	18621680 (92.03)
	22564

	MC3@L002 
	17,242,538
	17,076,283 (99.35)
	8,5
	173
	14407684 (94.18)
	17165

	MC4@L002 
	21,512,944
	21,263,604 (99.21)
	8,7
	18
	17493089 (89.72)
	24781

	MC5@L002 
	17,430,978
	17,190,929 (99.01)
	8,5
	83
	13912651 (88.4)
	18977	

	MC6@L002 
	16,361,215
	16,149,937 (99.10)
	7,6
	55	
	13078095 (90.12)
	17616

	TS1@L002
	15,366,061
	15,173,900 (99.14)
	8,9
	196
	12767431 (92.37)
	15152

	TS2@L002 
	17,617,589
	17,396,855 (99.13)
	8,6
	100
	14430910 (90.42)
	18232

	TS3@L002 
	21,856,239 
	21,583,069 (99.11)
	8,5
	26
	17386086 (89.05)
	25131

	TS5@L002 
	16,383,516
	16,174,622 (99.09)
	9,1
	28
	13176676 (89.55)
	17426	

	TS6@L002 
	15,881,097
	15,590,997 (98.54)
	8,8
	100
	12889655 (92.29)
	14338
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