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Supplementary Figure legends

Supplementary Figure 1. SETD8, EHMT1 and EHMT2 are required for

accumulation of ubiquitin conjugates and S3BP1 at DNA damage sites. (a and b)

Immunofluorescence analysis of U20S cells transfected with indicated siRNA

oligonucleotides, and co-immunostained with indicated antibodies at 2 h after exposure

to neocarzinostatin (NCS, 50 ng/ml for 15min). Knockdown efficiency of KMTs was

confirmed by realtime RT-PCR (more than 85% and 70%, for KMTs in a and MLL4, and

for MLL1-3, respectively). Scale bar, 10 pm.

Supplementary Figure 2. Depletion of SETDS8 perturbed the distribution of MDC1

(a and b) Immunofluorescence analysis of U20S cells transfected with (a) control,

SETDS-, EHMTI- or EHMT?2-targeting siRNAs, and (b) control or three SETDS§-targeting

siRNAs (SETDS siRNA-1 siRNA-2 and siRNA-3; see methods), and co-immunostained

with indicated antibodies at 2 h after exposure to neocarzinostatin (NCS, 50 ng/ml for

15min). Scale bar, 10 um.



Supplementary Figure 3. Knockdown of EHMT1 and EHMT?2 impaired

accumulation of ubiquitin conjugates, S3BP1 and RAP80 at DNA damage sites. (a -

¢) Immunoblotting analysis of whole-cell extracts from U20S (a), MCF7 (b) and TIG-3

(c) cells transfected with control, EHMT-targeting siRNAs (EHMTI siRNA-1 and

siRNA-2) or EHMT2-targeting siRNAs (EHMTI siRNA-1 siRNA-2 and siRNA-3; see

methods), using the indicated antibodies. (d and €) Immunofluorescence analysis of

U20S (d) and TIG-3 (e) cells transfected with indicated siRNA oligonucleotides, and

co-immunostained with indicated antibodies at 2 h after exposure to neocarzinostatin

(NCS, 50 ng/ml for 15min).
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