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Supplemental Figure 1. Copy number analysis for G06A, GSLC 0514 and GSLC 1110 canine glioma cell lines.
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Supplemental Figure 2. Integrative Genomics Viewer (IGV) coverage and sequence alignment tracks of Chromosome 1 in the GSLC 0514 canine cell line displaying a deletion between base 28,809,718 and 527,795,402.
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Supplementary Table 1. Reduced representation bisulfite sequencing reads, conversion efficiency, and CpG coverage for each sample following normoxia and hypoxia.
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Supplemental Figure 3. Gene Ontology Molecular Function annotation for differentially methylated genes across cell lines.
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	Gene
	Sequence-F (5’ to 3’)
	Sequence-R (3’ to 5’)

	KCNN3
	TGGTTATGGGGACATGGTGC
	ATGGGGTAGGGAAGGAGGTG

	STK32C
	GACGACAAGGAGGACGTGAACT
	TGGCGATGTTGAAGTCGGTC

	ARHGEF28
	ATCTCCAGGACAGAGTCGCT
	TTCTTGGTACACGGAGGTGC

	FOXN3
	GAGATACAAGCAGTGCCCCC
	GAACTCGTAGTGGTCGTCGG

	HDAC4
	GTGTGGGCTTCAACGTCAAC
	CTGGGCCTCTACCAGAGAGT

	ALDH9A1
	AAAGGAGCAGGGTGCTAAAG
	GGCTGACGTTGTAGTTGTTAATG

	HT2RC
	ATGCACCTCTGCGCTATCTC
	ACGCTTTCCGTTCGTTGTTG

	TCF7L2
	AAACCCACCTCCACACTTAC
	TGACTGTTGGCGTGACTATG

	ARID5B
	AGTGTGGGTACGTCGAAAGG
	CTGCTGATCTGCTCTGCACT

	CABLES1
	CCTTTGGAGCCCGGAGAAAT
	TTAGCTTTCCCTTGAGGGCG

	CLOCK
	AGCAAGAAGGGATAGCGAATG
	CCTGAGTGGAGGTAGGCTAATA

	KDM4B
	CAGGAGCGACAGAAAGAAGAA
	AGTCTGTAGGGACTGGCTATAA

	TMBIM4
	GACGACTTCAACTATGGCAGC
	AACCCAAAGATCCAAGGGCA

	NOX5
	CCTGAGGAAGAGGAAATGGAAG
	CAGAGAGGTTGTGGTCTGAATAG

	FLNA2
	CGGTCACAGTGTCAATCGGA
	AGAGCCGTCACTTGGAAAGG

	TGF-B3
	AGCCTCAGTCTTCGGGATCT
	CCGACTCGGTGTTTTCCTGA

	ENO1
	GATGGACGGGACAGAGAATAAA
	CCCTGATGAAGGACTTGTAGAG

	RFN6
	CTCGGTTGGGAAGAGATGGG
	GCGTCGAAAGGTGTTCAACC

	ND1
	CCCTCCCAATACCCTACCCA
	GTCGAAGGGGGCTCGATTAG


Supplementary Table 3. Primer sets were designed using NCBI primer design https://www.ncbi.nlm.nih.gov/tools/primer-blast/index.cgi).
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Sample 2 G06 25300965 55.9% 98.8% 99.1% 7499035 9X
Sample 3 G06 35402479 55.2% 98.7% 99.1% 8313970 11X
Sample 4 0514 29587314 55.4% 98.6% 99.0% 8917201 9X
Sample 5 0514 Normoxia 21235645 51.1% 98.7% 99.2% 6364513 X
Sample 6 0514 36405241 55.5% 98.8% 99.1% 9145283 11X
Sample 7 1110 29851576 55.4% 98.8% 99.2% 7707511 10X
Sample 8 1110 29650987 54.7% 98.8% 99.2% 7835688 9X
Sample 9 1110 41950456 53.0% 98.5% 99.0% 8191688 12X
Sample 10 G06 35215440 55.0% 98.8% 99.0% 8308059 11X
Sample 11 G06 39549807 53.6% 98.5% 98.8% 8102955 11X
Sample 12 G06 38869353 54.5% 98.5% 99.0% 8746761 11X
Sample 13 0514 41463601 53.6% 98.4% 98.9% 9308779 10X
Sample 14 0514 Hypoxia 42921029 54.3% 98.3% 98.7% 10031253 11X
Sample 15 0514 38981762 55.0% 98.8% 99.2% 8655544 11X
Sample 16 1110 45849974 53.0% 98.6% 99.0% 8284214 12X
Sample 17 1110 35325280 55.1% 98.7% 99.1% 8735858 10X
Sample 18 1110 37193260 55.9% 98.8% 99.1% 8883884 11X
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