Table S1. Sensitivity to PARPi following siRNA silencing in U20S cells.

(see methods). Highlighted values are sensitive to PARPI treatment (p<0.05, SI>0.1)).

PARRPI sensitivity was determined by calculating the viability ratio (treated/untreated) and
the sensitivity index (SI) for each siRNA. P values were determined by comparison to the non-targeting control using an unpaired, two-tailed t-test. Sl-sensitivity index

Eztrez ID Gene Symbol Oligo Name Oligo Sequence Mean Log Ratio p Value Mean SI
29882 ANAPC2 Hs_ANAPC2_6 CTCACTGGATCGTATCTACAA 0.0715 0.0417 -0.0496
29882 ANAPC2 Hs_ANAPC2_5 AAGGTTCTTCTACCGCATCTA 0.2397 0.0014 -0.2096
51433 ANAPC5 Hs_ANAPC5_6 ACCCTTGATAAACCATCTCTA
51433 ANAPC5 Hs_ANAPC5_8 AGGAACGATTTCCGCCTAATA -0.0373 0.4558 0.0251
51433 ANAPC5 Hs_ANAPC5_7 CAGAATCAAACTGATGGCTGA 0.0435 0.5755 0.0000
51433 ANAPC5 Hs_ANAPC5_4 AGCGGTTGTATTACAAGCTCA 0.0485 0.0313 -0.0475

648 BMI1 Hs_PCGF4_1 TTGGATCGGAAAGTAAACAAA -0.0702 0.2935 0.0006
648 BMI1 Hs_PCGF4_3 CAGAGTTCGACCTACTTGTAA 0.1313 0.1403 -0.0465
672 BRCA1_15 Hs_BRCA1_15 ACCATACAGCTTCATAAATAA
9577 BRE Hs BRE_2 CCGCCTCATGTTTGAATACCA
9577 BRE Hs_BRE_3 AAGGTGCAGTACGTGATTCAA -0.0225 0.8281 -0.0336
83990 BRIP1 Hs_BRIP1_2 AAGATAAACAGTCCACTTCAA
83990 BRIP1 Hs_BRIP1_1 TAGCATGGCAACAATCTCTTA -0.0529 0.2757 0.0544
7862 BRPF1 Hs_BRPF1_3 AAGGGAGACGATCAAGGTTCA
7862 BRPF1 Hs_BRPF1_2 CCGAAAGGTCTACAAGAGTTA
55143 CDCA8 Hs_CDCA8_3 CTGGTACCTACTTTCAATAAA
55143 CDCA8 Hs_CDCA8_2 ACGAAAGGTAATACAGGTAGA
9744 CENTB1 Hs_CENTB1_2 ACGGGCCAGCAACGCATTTAA
9744 CENTB1 Hs_CENTB1_1 CACCGTGAGCCTGAACCACAA
1111 CHEK1 Hs_CHEK1_7 AACTGAAGAAGCAGTCGCAGT
1111 CHEK1 Hs_CHEK1_7 AACTGAAGAAGCAGTCGCAGT
111 CHEK1 Hs_CHEK1_8 CCCGCACAGGTCTTTCCTTAT
11200 CHEK2 Hs_CHEK2_9 ACGCCGTCCTTTGAATAACAA
11200 CHEK2 Hs_CHEK2_10 AGGACTGTCTTATAAAGATTA
23122 CLASP2 Hs_CLASP2_3 AAGAAGCAGTATTAACATCAA
23122 CLASP2 Hs_CLASP2_1 CTGGTTTAAGATACTGCTTTA
152330 CNTN4 Hs_CNTN4_2 CACATCTGTCATTGAAACAAA
152330 CNTN4 Hs_CNTN4_1 CAGTTGGAAATCAGACATCAA
22818 COPZ1 Hs_COPZ1_1 AGCGATTTAAATTGTATTGAA
22818 COPZ1 Hs_COPZ1_2 TTGGCTGTGGATGAAATTGTA
9077 DIRAS3 Hs_ARHI_2 ACAGCTTATTGACTTAATAAA
9077 DIRAS3 Hs_ARHI_1 CAGAGAATTCAAATTGTTAAA
1775 DNASE1L2 Hs_DNASE1L2_1 CCGGCAGATGTCTGCTCAATA
1775 DNASE1L2 Hs_DNASE1L2_2 TCCAGTGGAGGTGACCCTCAA
2074 ERCC6 Hs_ERCC6_2 ATGGATGGTACCACTACAATA
2074 ERCC6 Hs_ERCC6_5 CAGAGCGTTTAGAAAGTGAAA
161829 EXDLA1 Hs_MGC33637_2 AAGAAGTATAATTTCTGATTA
161829 EXDLA1 Hs_MGC33637_1 TCAGATGATACTAGAAGACAA
55120 FANCL Hs_FANCL_1 CAGAATTGCATTAGGTAATAA
55120 FANCL Hs_FANCL_5 CACTCTCAAGTTGAAGGCAAA
6468 FBXW4 Hs_SHFM3_2 TGGGAAGATTGGCATTCATAA
6468 FBXW4 Hs_SHFM3_1 CAGCACCTTCACTGTCAAGTA
56776 FMN2 Hs_FMN2_7 CTGATACTATCTCAAAGACGA
56776 FMN2 Hs_FMN2_6 CCAGCGCTGTTTCAAGCCCTA
26130 GAPVD1 Hs_DKFZP434C212_1 TTGATTGAATTTGAACTTAAA
26130 GAPVD1 Hs_DKFZP434C212_2 AAGCAATTAATTTACAAGATA
26354 GNL3 Hs_GNL3_3 CAGCATTATCAATAGCTTAAA
26354 GNL3 Hs_GNL3_2 AAAGCTGGTACTTATATTAAA . :
51512 GTSE1 Hs_GTSE1_7 CAAGTTCTAAGCCGAACCAAA 0.0472 0.1436 -0.0590
51512 GTSE1 Hs_GTSE1_6 TTCGGACCCTTTGGACATAAA 0.1038 0.0983 -0.0814
9555 H2AFY Hs_H2AFY_1 AAGGCTTTGGTTTCCAGTTTA
9555 H2AFY Hs_H2AFY_6 ATGCTGCGGTACATCAAGAAA -0.0138 0.8269 0.0289
9555 H2AFY Hs_H2AFY_2 CTGGCTGTGGCCAATGATGAA
9555 H2AFY Hs_H2AFY_3 CAAGTTTGTGATCCACTGTAA
57520 HECW2 Hs_HECW2_1 AAGCGGGATTTCGAAGCCAAA
57520 HECW2 Hs_HECW2_2 ACGGTCTACTATCATCAGTAA
8924 HERC2 Hs_HERC2_3 CCAGAGGATATTTAAACCAAA
8924 HERC2 Hs_HERC2_2 CGGGATGATCATGAAGAGTTA
221613 HIST1H2AA Hs_HIST1H2AA_3 CAGGCAATGCGTCTCGCGATA
221613 HIST1H2AA Hs_HIST1H2AA_2 CTGCTTCGTAAGGGAAACTAT
221613 HIST1H2AA Hs_HIST1H2AA_1 AAGCCCAAAGCAAGTAACTTA
221613 HIST1H2AA Hs_HIST1H2AA 5 TTAGAGTATCTCACAGCAGAA
3305 HSPA1L Hs_HSPA1L_1 CTGGATGCTGAGAAATATAAA -0.2210 0.0535
3305 HSPA1L Hs_HSPA1L_5 TCTGATCGGCAGGAAATTTAA
3305 HSPA1L Hs_HSPA1L_2 ATCAGTAAATTTGTTCGTAAA
3305 HSPA1L Hs_HSPA1L_8 AAAGAATGCCTTAGAATCCTA
3306 HSPA2 Hs_HSPA2_3 TAGAAGCTTGGAAACAGTAAA
3306 HSPA2 Hs_HSPA2_2 ATGCATAAATGCAAATGTAAA
3576 L8 Hs_IL8 5 AAGAGGGCTGAGAATTCATAA
3576 L8 Hs_IL8_6 ATCAGTGAAGATGCCAGTGAA
3659 IRF1 Hs_IRF1_1 CAGCCGAGATGCTAAGAGCAA
3659 IRF1 Hs_IRF1_2 AGCGCCTTGGTATGACTTAAA
51438 MAGEC2 Hs_MAGEC2_1 CAGGGTAGTGTGGTATTGTAA
51438 MAGEC2 Hs_MAGEC2_2 TAGCTTCAGAGTGTTAATTTA
23389 MED13L Hs_THRAP2_5 ATGGCTTAAATGGGACGCTAA
23389 MED13L Hs_THRAP2_6 CAGCCTATTGATACCACCTAA
284382 MGC33407 Hs_MGC33407_1 CAGGAATTTCTCCGTATGGAT
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Fig S1. USP11 silencing does not alter cell proliferation. U20S cells were analyzed for
DNA content by flow cytometry 72h after transfection with non-targeting, USP11_6, or
USP11_10 siRNAs.
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