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Supplementary Fig. 1. MORC4 and MORC7 chromatin localization, related to Figure 1. a Pear-
son correlation of MORC4-FLAG, MORC7-FLAG and NRPE1 ChlP-seq. b Overlap between MORC4
and MORCY binding sites (top) (p = 1.474663e-104e, Hypergeometric test), enrichment of MORC4
and MORCY7 ChIP signals (RPKM sample/control) over MORC7 and MORC4 specific regions respec-
tively (bottom). ¢ Enrichment of CG (left panel), CHG (middle panel) and CHH (right panel) DNA
methylation over MORC?7 unique (blue), MORC7-NRPE1 common (red) and NRPE1 unique (orange)
peaks. d Screenshot of a representative locus of NRPE1 unique (left) and MORC?7 unique peak
(right). e Boxplot showing the distance of MORC7 unique, MORC7-NRPE1 common and NRPE1
unique peaks to the transcription start site (TSS) of the nearest gene. f Profile and heatmap of Pol Il
ChIP signals (RPKM sample/control) over MORC7 unique, MORC7-NRPE1 common and NRPE1
unique peaks. g Venn diagram showing regions that are upregulated in hex. Regions that have
MORC?7 bound within 1Kb (MORCY7 bound) are in light blue (n=128) and regions that are MORC7
un-bound are in dark blue (n=775). h DNA methylation over MORC?7 bound regions (left) and MORC7
unbound regions (right). i Expression (log2RPKM) over the MORC?7 bound (left) and MORC7 unbound
(right) regions in WT (blue), hex (red) and nrpe1 (yellow).



