A B
Total reads Uniquely mapped reads _Té: 2500
RNA-seq rep1 79,194,691 64,681,702 §§00C
RNA-seq rep2 54,082,514 45,553,463 §&15og
GRO-seq rep1 12,100,905 9,668,768 %‘%
H3K27ac rep1 33,742,444 22,370,579 § E
H3K4me3 rep1 26,910,110 20,311,735 %
ChlIP input rep1 41,081,491 9,540,599 © 0 4000
Genes ranked by H3K27ac signal
c 100 kb
GRO-seq 18 ATV .LMJM.J.IlL.m..”LAumW“.m‘_MH. ) Lo Lo
Hakames % |1 L o . T
H3K27ac 38 . vh.m,ll.._u.uﬂ_uuLﬂmuLme.ml.JLalLLA,JllJLn._.A...L.‘..A u al
46
ST ST T 7N S
r2 0 L L. [11 .,]llul.l” .]. “| hlill el |I M
28
tako7ac |™ 20 whalblulbbd AR ol Rk il o bkl s MG
(Cortex) [r2 29‘: bl ARk, o Rl Sl ko b UL
H3K4me1 r 0 .jmm MLMMMMXML _Wﬂuw
(Cortex) |2 4% “J‘l_’li i ] “ i i " ‘ | } i N Ii“ i m Ui
t HH——HHHH—H— IR I_—’H—H—I
Ank3 Dnmt3a
10
GRO-seq g P (Y T I ..J.Iu.l.uh.u.J,.,mml.unl.u.u,m.u.uu.......|Lu.u.,,.mu.. . bttt F——
H3kame3 '] N |
H3K27ac 39 . ‘ . | |
46 Y FUPUPRDVRURI NPV EPRIY WA TR PRI Y PRI TR | PU W . PRI TS FTTON N 1 . "
mRNA-seq r 0 H | ’ ‘ HJ | 1 | “\ ’luJ ‘ WIHHJHI\ ‘ “
r2 6%
- R P A 11
H3K27ac || 0 ol i i Ak
(Cortex) Ir2 38 L L i b i h
PR EPY WO TN BT SO N TIPTOV P TIPIP TP ONIITN MO AT PP /PUPUNETY S PPV S, (W] n L
Izngftm(T r j‘é J.u..L.LlhiLuu‘.la PO IR T RSTRTRIUON VORI RO ulmummmmm“
X
ore r2 0 MIAAIML.LLHLAMAA.JJL..LA>..L .Lunlud...lul.l..‘mhunlk.‘,.‘.‘.km.in ol ondibion i it 1 skl
I 1t +——HH—HH I—HHH-IW—!—“—‘_‘
Gphn Cdki5
D
&z _
o . & %L + .« T
T BHagpeegm == 1 B Eeemes - o o B0 ]
E I - Y
< : oSS 8
nZEc 05| L 205 +
o | € T
g g |
© ®
= o g o

8000 12,000

Scr siRNA Scr siRNA Scr siRNA Scr siRNA Scr siRNA
(n=6) (n=10)(n=6) (n=8) (n=6)(n=8) (n=6) (n=8) (n=6)(n=8)

Kmt2c Cdki5 Gphn Ank3 Dnmt3a

Scr siRNA Scr siRNA Scr siRNA Scr siRNA Scr siRNA
(n=7) (n=7) (1=7) (n=T) (n=7)(n=7) (n=7) (n=7) (n=7)(n=7)

Kdméb Cdkl5 Gphn Ank3 Dnmt3a

Supplemental Figure S7. BELD genes in Neuro 2a cells. (A) Mapping statistics of sequencing data sets generated from Neuro 2a cells. (B)
Ranking of genes by their gene body H3K27ac signals (edgeR RPMs) and the identification of the cutoff for BELD genes in Neuro 2a cells. (C)
Browser representations of the sequencing profiles in the Neuro 2a cells for two BELD genes (Ank3 and Dnmt3a) and two non-BELD genes (Gphn
and Cdkl5). (D) Boxplots of the expression changes of two BELD genes and two non-BELD genes in response to Kmt2c (left) and Kdm6b (right)
known-down in Neuro 2a cells. Each black dot represents an individual experiment.



