Supplementary Table S2 Primer information for qRT-PCR amplication

	Gene symbol
	Accession number
	Primer sequence

(5’ to 3’)
	Amplicon length (bp)

	18S
	AY265350.1
	F: CCCACGGAATCGAGAAAGAG

R: TTGACGGAAGGGCACCA
	122

	ACTB
	AF054837
	F: GGACTTCGAGCAGGAGATGG

R: AGGAAGGAGGGCTGGAAGAG
	138

	ALDOA
	AY359812
	F: GAACCAACGGCGAGACAA

R: ATGATGGCGAGGGAGGAG
	142

	B2M
	NM_213978
	F: TTCACACCGCTCCAGTAG

R: CCAGATACATAGCAGTTCAGG
	166

	BANF1
	AK236683
	F: CACCATGTCACCTTTTTTGGAA

R: ACCAGGAATTCACTCAGAAAAGCT
	107

	CLN3
	NM_001113051.1
	F: CTTCCTGCCCAGCATCTACC

R: TGGCAAATTCCCGATGCTCA
	128

	DAK
	AK237051
	F: CCTGCCCAGCTACTCTCCAA

R: CATAGAGTGCCCCGGATGA
	73

	DPH3
	AK233502
	F: GCTATCAGCAAGAAATTGAATCCA

R: CAGAGCGCTTCTTCTCCTACTTTAA
	100

	EIF3K
	XM_003127119.3
	F: CGTCCGCAAATTTATCTGCCA

R: ATGCTCTCCTCCTGGCTACA
	177

	GAPDH
	NM_001206359.1
	F: ATCCTGGGCTACACTGAGGA

R: TGTCGTACCAGGAAATGAGCT
	130

	GTF2H3
	AK240475
	F: CATGCGAGACAGCCTTTAAGATT

R: AGCTCTACATGATGGAGAAAAAATT
	110

	HPRT1
	DQ178126
	F: CCGAGGATTTGGAAAAGGT

R: CTATTTCTGTTCAGTGCTTTGATGT
	181

	NUBP1
	AK233504
	F: ACTGGAGGGAGAACAGGTTCAC

R: TCAGGACTGCTGAGCAAGAAAC
	105

	NSUN5
	AK236125
	F: CCCCGGGTTCCCATGT

R: GATCTTCCCTTGGTTCTTGAGAA
	90

	PGK1
	NM_001099932
	F: AGATAACGAACAACCAGAGG

R: TGTCAGGCATAGGGATACC
	126

	POLR2G
	XM_005660782.1
	F: CTCAAGTCAACAAGGTCGGAC

R: GTCCCAACAATCTTCAGGCG
	181

	PPIA
	NM_214353
	F: CACAAACGGTTCCCAGTTTT

R: TGTCCACAGTCAGCAATGGT
	171

	PRR3
	AK240011
	F: GCTGCCTCCTGGATCCTCTT

R: CTCAGGAACCAGGGCGATAC
	113

	UXT
	XM_003135055
	F: TGCTGGACCATCGTGACAAG

R: AACCATATCCAAGGGCCACG
	186

	RPL13A
	DQ178127
	F: AGTTAAAGTACCTGGCCTTCCT

R: TGGCCTCTCTTGGTCTTG
	136

	RPL4
	DQ845176
	F: AGGAGGCTGTTCTGCTTCTG

R: TCCAGGGATGTTTCTGAAGG
	185

	RPLP0
	DQ316319
	F: ATGCTGCTGGCCAATAAGGT

R: CAATGGTGCCCCTGGAGATT
	157

	RPS18
	NM_213940.1
	F: GCGATTAAGGGTGTAGGACG

R: GACCTGGCTGTACTTCCCAT
	74

	SDHA
	DQ178128
	F: GAACCGAAGATGGCAAGA

R: CAGGAGATCCAAGGCAAA
	191

	SSU72
	AK240431
	F: AACTCTACACGCAGAATGGCATT

R: TCAGGTCAAACAGGTCTTTGCA
	102

	TBP
	DQ178129
	F: GATGGACGTTCGGTTTAGG

R: AGCAGCACAGTACGAGCAA
	124

	TIMM17B
	AY609805
	F: GAATCCGGCACCGATTGAG

R: GCGAAGCTACCTCCAATCTGA
	73

	TOP2B
	NM_001258386.1
	F: AAGGGCGAGAGGTCAATGAT

R: ACATCTTCTCGTTCTTGCGC
	115

	TUBA
	DQ084489.1
	F: ACACTAATCTGAACCGCCTTATTA

R: TCTCAGCAGAGATGACAGGG
	169

	YWHAZ
	DQ178130
	F: ATGCAACCAACACATCCTATC

R: GCATTATTAGCGTGCTGTCTT
	178

	VPS4A
	AK239378
	F: AGAGCAAGGGCAGTGATAGTGA

R: CGGCACCCATCAGCTGTT
	79


