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Table S6. Gene set annotation enrichment analysis results from a list of probes with a -log10 false-
discovery rate (FDR) > 2 obtained from the ANOVA. Go Term highlight in yellow belongs to highest
cluster enrichment score.

Category Term RT Count % P-Value Benjamini

INTERPRO Glutathione S-transferase, RT 10 3.8 0.0000000150 0.0000067000
N-terminal

INTERPRO Glutathione S-transferase, RT 10 3.8 0.0000001200 0.0000280000
C-terminal-like

INTERPRO Glutathione S-transferase, RT 9 3.4 0.0000001300 0.0000200000
C-terminal

INTERPRO Thioredoxin-like fold RT 10 3.8 0.0001100000 0.0130000000

UP_KEYWORDS Transferase RT 29 10.9 0.0001800000 0.0190000000

GOTERM_MF_DIRECT transferase activity RT 9 3.4 0.0015000000 0.1700000000

UP_KEYWORDS Chromosome RT 8 3 0.0018000000 0.0940000000

INTERPRO NAD(P)-binding domain RT 12 4.5 0.0019000000 0.1600000000

SMART H3 RT 5 1.9 0.0020000000 0.1700000000

INTERPRO Histone core RT 7 2.6 0.0020000000 0.1400000000

INTERPRO Histone H3 RT 5 1.9 0.0021000000 0.1300000000

UP_KEYWORDS Nucleus RT 16 6 0.0027000000 0.0910000000

COG_ONTOLOGY Posttranslational RT 10 3.8 0.0029000000 0.0490000000
modification, protein
turnover, chaperones

INTERPRO Peptidase S1, trypsin RT 11 4.1 0.0045000000 0.2300000000
family, active site

GOTERM_MF_DIRECT NAD binding RT 4 1.5 0.0046000000 0.2500000000

KEGG_PATHWAY Carbon metabolism RT 8 3 0.0049000000 0.2700000000

INTERPRO Histone-fold RT 8 3 0.0052000000 0.2300000000

INTERPRO Peptidase S1A, RT 13 4.9 0.0110000000 0.4000000000
chymotrypsin-type

UP_KEYWORDS Disulfide bond RT 15 5.6 0.0200000000 0.4200000000

GOTERM_CC_DIRECT  mitochondrial inner RT 4 1.5 0.0210000000 0.5400000000
membrane

UP_KEYWORDS Ligase RT 8 3 0.0260000000 0.4400000000

SMART S_TK_X RT 3 1.1 0.0280000000 0.7300000000

GOTERM_MF_DIRECT NADP binding RT 3 1.1 0.0280000000 0.6800000000

GOTERM_CC_DIRECT nucleosome RT 7 2.6 0.0290000000 0.4200000000

UP_KEYWORDS Ribosomal protein RT 10 3.8 0.0320000000 0.4400000000

INTERPRO Polynucleotide kinase 3 RT 2 0.8 0.0340000000 0.7600000000
phosphatase

INTERPRO Isocitrate and RT 2 0.8 0.0340000000 0.7600000000
isopropylmalate
dehydrogenases family

INTERPRO Isocitrate dehydrogenase RT 2 0.8  0.0340000000 0.7600000000

NAD-dependent
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