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Figure S2
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Figure S3
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Sig GO terms of DE gene-BP

G0:0007049 cell cycle 214 genes
G0:0006259 DNA metabolic process 157 genes
G0:0000278 mitotic cell cycle 132 genes
G0:0044238primary metabolic process 940 genes
G0:0044237cellular metabolic process 913 genes
G0:0006725 cellular aromatic compound metabolic process 607 aoenes
G0:0008152 metabolic process 1039 genes
G0:0006139 nucleobase-containing compound metabolic process 588 genes
G0:0006807 nitrogen compound metabolic process . 641 genes
G0:0034641 cellular nitrogen compound metabolic process 612 genes
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DNA replication - Mus musculus 17 genes

Cell cycle - Mus musculus
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One carbon pool by folate - Mus) musculus 8 genes
Selenocompound metabolism - Mus musculus 7genes
Glycine, serine and threonine metabolism - Mus musculus 6 genes
Cysteine and methionine metabolism - Mus musculus 11 genes
Nucleotide excision repair - Mus musculus 11
Cyanoamino acid metabolism - Mus musculus . genels

0o 2 4 6 8
Enrichment SCORE (-log10(P value)

S3B S3C
day (+2) day (-2)
slincRAD slincRAD Enriched RNA purified by CHIRP
WT KD-8 WT KD-8 2 = 0DD probe
Ccnal = © 4] = EVEN probe
Ccnb 3.12 TN
Cend 2.89 EP3
Ccne2 %% e X
Ccnl2 : S o
Ccent2 2.23 Lqu) ‘§ 2
Cdk1(cdc2) 2.00 28,
o I s
Cdk9 1.56 €3,
cdk13 [ 1.34 ESS
Cdkla 1.11 > & o Q~2~
Cdc25b 089 g £ 5
Cdknla (p21) : NN
Cdkn1b(p27) 0.45 ° °
Cdknlc(p57) 0.22
Cdkn2b(p15) 0.00

Cdkn2c¢(p18)
Cdkn2d(p19)



Figure S4
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