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Figure S2
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Figure S3
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Figure S4
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Figure S5
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Table S1

Table S1 – primer sequences

	Primers for Affymetrix array validation

	Primer
	Fw sequence
	Rev sequence

	MET
	GCAGGTTGTGGTTTCTCGAT
	TGCAGGACTGGAAATGTCTG

	CDK6
	GCCTATGGGAAGGTGTTCAA
	TGACACTGTGCACACATCAAA

	GMNN
	CGCGTCCTACTTTGACAGC
	GCGGACAGCTCATTTTCTCT

	MYC
	GAGGCTATTCTGCCCATTTG
	CACCGAGTCGTAGTCGAGGT

	HDAC1
	CGAATCCGCATGACTCATAA
	TCTCTGCATCTGCTTGCTGT

	Mutagenesis primers

	MET
	TGATTCTTCTAAGAATTAGATACTTGTGACTCCCTATACCTGCAGCTG
	CAGCTGCAGGTATAGGGAGTCACAAGTATCTAATTCTTAGAAGAATCA

	CCNE2
	TAGCCAATTCACAAGTTAGACTCCCATTCTGATTTTAAAACTT
	AAGTTTTAAAATCAGAATGGGAGTCTAACTTGTGAATTGGCTA

	HDAC1
	CCTCAAGTGAGCCAAGAAAGACTCCCTGCCCTC
	AGAGGGCAGGGAGTCTTTCTTGGCTCACTTGAGG

	SIRT1
	CACCCAGCTAGGACCATTAGACCCAGAGAAAAAAATCGTA
	TACGATTTTTTTCTCTGGGTCTAATGGTCCTAGCTGGGTG

	GMNN
	TTTGACTGTTGAGAATTTTAGTCCCGAAGTTTACCTCCACTAGT
	ACTAGTGGAGGTAAACTTCGGGACTAAAATTCTCAACAGTCAAA


Table S2

[image: image6.png]Symbol Entrez Gene Name Location Type Fold Change q-value

TK1 thymidine kinase 1, soluble Cytoplasm kinase -1.301 0.078
TSEN15 tRNA splicing endonuclease 15 homolog (S. cerevisiae) Nucleus other -1.104 0.016
CALB1 calbindin 1, 28kDa Cytoplasm other -0.948 0.034
CCNE2 cyclin E2 Nucleus other -0.936 0.031
CDK4 cyclin-dependent kinase 4 Nucleus kinase -0.926 0.021
LRRC40 leucine rich repeat containing 40 Nucleus other -0.886 0.061
CDK6 cyclin-dependent kinase 6 Nucleus kinase -0.878 0.064
GMNN geminin, DNA replication inhibitor Nucleus other -0.869 0.041
FOSL1 FOS-like antigen 1 Nucleus transcription regulator -0.835 0.014
TPD52 tumor protein D52 Cytoplasm other -0.829 0.025
EFHD2 EF-hand domain family, member D2 Unknown other -0.825 0.025
FAM120A0S family with sequence similarity 120A opposite strand Unknown other -0.818 0.031
ARHGAP1 Rho GTPase activating protein 1 Cytoplasm other -0.793 0.050
MCM3 minichromosome maintenance complex component 3 Nucleus enzyme -0.783 0.041
MET met proto-oncogene (hepatocyte growth factor receptor) Plasma Membrane kinase -0.767 0.030
DNAJCY DnaJ (Hsp40) homolog, subfamily C, member 9 Unknown other -0.764 0.035
ITGA6 integrin, alpha 6 Plasma Membrane other -0.759 0.041
UPP1 uridine phosphorylase 1 Cytoplasm enzyme -0.755 0.021
NAGPA N-acetylglucosamine-1-phosphodiester alpha-N-acetylglucosaminidase Cytoplasm enzyme -0.745 0.022
DDX6 DEAD (Asp-Glu-Ala-Asp) box polypeptide 6 Nucleus enzyme -0.709 0.084
CTDSPL CTD (carboxy-terminal domain, RNA polymerase Il, polypeptide A) small phosphatase-like Nucleus other -0.708 0.046
JPH1 junctophilin 1 Plasma Membrane other -0.697 0.034
TTL tubulin tyrosine ligase Cytoplasm enzyme -0.692 0.027
AREG amphiregulin Extracellular Space growth factor -0.690 0.068
DTL denticleless homolog (Drosophila) Nucleus other -0.681 0.031
STK39 serine threonine kinase 39 (STE20/SPS1 homolog, yeast) Nucleus kinase -0.680 0.082

MYB v-myb myeloblastosis viral oncogene homolog (avian) Nucleus transcription regulator -0.677 0.018




