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Supplementary Figure 10. ChIP-seq analysis of ZFP541 in the testis 
(a)Venn diagram representing the overlap of ZFP541-bound sites (6135 sites) from two independent ZFP541 ChIP-seq 
data sets using two different antibodies.
(b)Heat map of the common ZFP541 binding sites (6135 sites) of two independent ZFP541 ChIP-seq at the positions 
-2.0 kb upstream to +2.0 kb downstream relative to the TSS. Average distributions of ZFP541-binding peak for two 
independent ZFP541 ChIP-seq are shown on the bottom.
(c)Genomic view of ZFP541 ChIP-seq (duplicates using two different anti-ZFP541antibodies, Ab-1 and Ab-2) and input 
DNA data over representative gene loci. Genomic coordinates were obtained from RefSeq. To specify testis specific 
TSS, RNA-seq of the 5’ capped end of the mRNA (CAGE) in P10.5 testis are shown (Li et al., 2013).
(d)Enrichment of H3K27me3 (left) and H3K27Ac (right) levels on the whole ZFP541-bound sites (6135 sites/5923 
nearest genes) during spermatogenesis are shown by box-whisker plot (25th and 75th percentiles quantile with 
median : Whiskers indicate the minimum and max values. Bounds of box indicate lower and upper quartiles. The center 
bar indicates the median). Thy-SG: Thy+ spermatogonia, cKIT-SG: cKIT+ spermatogonia, PS: pachytene 
spermatocytes, RS: round spermatid. *** p < 2.2 x 10 -16 (two sided Wilcoxon rank sum test). ChIP-seq data of 
H3K27me3 and H3K27Ac are derived from previous studies 4, 5. N = 2 biologically independent samples.  
(e) Distribution of ZFP541 ChIP-seq peaks on the chromosomes. Proportion (%) of the chromosome which were 
assigned with ZFP541 ChIP-seq peaks are shown with p-values. p-values are calculated using one-sided binomial test. 
Note that ZFP541 ChIP-seq peaks were excluded from the Y chromosome, and were less presented in the X 
chromosome.
(f) Pachytene and diplotene spermatocyte nuclei were immunostained for SYCP3 and ZFP541. The XY body is 
encircled by dashed lines. Independent germ cells (at least N=2) for each stage were examined in a single experiment. 
Scale bar: 5 μm.
(g) Heat map of SCML2 levels6 on the ZFP541-target genes that are within +/- 2kb of TSS (4,689 genes). SCML2 
levels are shown on the genomic regions between TSS and TES. Color key is shown. Average distributions of SCML2 
are shown (upper).
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