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Hussmann et al Figure S6
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log, fold changes in individual repair outcomes
at Cas12a target site in indicated cell type
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. ATM x3 XRCC5 x3 NUDT1 x2 DCLRE1C x3| POLQ x3 POLL x2
Cas12a outcome categories: LIG4 x3 | XRCC6 x3 CHD6 x1 53BP1 x3 RAD17 x3
unedited NHEJ1 x2 H2AFX x3 INOS8OE x1 PAXIP1 x2 ATRIP x2
deletion spanning both nicks RAD50 x3 SNW1 x1 RNF8 x2 HUS1 x2
deletion spanning only PAM-distal nick PRKDC x3  RgBpgx3 SUMO2 x1 ENDOV x1 | EWSR1 x1 Cas9 outcome categories:
- deletion spanning only PAM-proximal nick TOPBP1 x3 XRCC4 x1 HELQ x1 unedited
— insertion ) MRE11 x2 deletion on only PAM-distal side
insertion with deletion NBN x2 HNRNPA1 x2 deletion on only PAM-proximal side
capture of genomic sequence at break MDC1 x1 deletion consistent with either side

bidirectional deletion
insertion
capture of genomic sequence at break

log, fold changes in individual repair outcomes
at Cas9 target site 1 in indicated cell type

cell type: K562 cell type: HelLa cell type: RPE1 cell type: K562 cell type: HelLa cell type: RPE1
2 .
s
0 T
Fr
-2 i)
o<
-4 wo
o
_6 o
2 .
‘ s
! 0 o %o * ?,é,"‘:l
248 0 8 £
) ry
-4 —o o - n=
5
-6 T T T 1
-6 -4 -2 0 2 -6 4 -2 0 2 -6 -4 -2 0 2
CRISPRI sgRNA: CRISPRI sgRNA: CRISPRi sgRNA: CRISPRi sgRNA: CRISPRi sgRNA: CRISPRI sgRNA:
POLQ_1 POLQ_1 POLQ_1 POLQ_1 POLQ_1 POLQ_1



