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sequence score mismatches locus

CGTCAGGCTCTGCTGCGCCTCGG 0.6 3MMs [3:11:13] chr3:-99566330
CGGGGGGCCCTGGTGCGCCTGGE 0.5 4MMs [4:5:9:11] chrl5:-11125782
TTGCAGGCCCGGCTGCGCCTGGGE 0.4 4MMs [1:2:9:13] chrl2:+11477384
TGTCAGGCTCTGCTGCGCCTGGG 0.3 4MMs [1:3:11:13] chr3:+99518274
CGGCAGCCACGGGTCCGCCTCGG 0.3 3MMs [7:9:15] chr9:-908349

GGGCAGGATCGCGTGCGCATTGG 0.3 4MMs [1:8:12:19] chr4:+3876999

GGGCTGTCTCGGGTGGGCCTGGE 0.2 4MMs [1:5:7:16] chr5:+57943847
CTGCAGGCTCCCGTGCTCCTGAG 0.2 4MMs [2:11:12:17] chr3:-17761948
GGGCAGGGCCGGGTGAGCCTCAG 0.2 4MMs [1:8:9:16] chr8:+7479787

AGGCAGGACCGGGTGTGCCTTGG 0.2 4MMs [1:8:9:16] chrl:-34513890
CCGGAGGCTCCGGTGAGCCTCAG 0.1 4MMs [2:4:11:16] chrZ:+19851342
CTGCAGGCACGGCTGCACCTCGG 0.1 4MMs [2:9:13:17] chr24:-174268¢6
CGGCGGGCGGGGEGTGTGCCTAGG 0.1 4MMs [5:9:10:16] chr2:+85697950
AGGGAGGCTCGGGTGGGCCCGGG 0.1 4MMs [l:4:16:20] chr2:+4115166870
CGGCGTGCTGGGEGCGCGECCTAGG 0.1 4MMs [5:6:10:14] chr21:+671425

CTGCAGGCTGGGGTGCAGCTTGG 0.1 4MMs [2:10:17:18] chr7:+29178289
CAGCAGGCTCTGGTGCACATGGG 0.1 4MMs [2:11:17:19] chr9:-22780280
CTGCAGCCTCGAGTGAGCCTCAG 0.1 4MMs [2:7:12:16] chr5:+44604323
CGGCAGGCAGCGGAGCGCCTCGG 0.1 4MMs [G9:10:11:14] chrlg:+544905¢6
CTGCAGGCTCAGGAGCCCCTTGG 0.1 4MMs [2:11:14:17] chr23:-3037645
GGGCAGGCTTGGGAGAGCCTGGG 0.0 4MMs [1:10:14:16] chr27:+143584¢
CTGCAGTCTCGGGTGGGACTTAG 0.0 4MMs [2:7:16:18] chr4:+86154512
CGGCATCCTCGGGCCCGCCTGGG 0.0 4MMs [©:7:14:15] chr4:-1601108

CGCCAGGCCCGGGAGAGCCTGAG 0.0 4MMs [3:9:14:16] chrl:-34110060
CGGCAGGCTGGGGTGTGACCAAG 0.0 4MMs [10:16:18:20] chrg8:-21181895
CGGCATGCTCAGGTGTGTCTGAG 0.0 4MMs [6:11:16:18] chrZ:+55687786
CGGCAGGCTCGGCTGTCCGTGGG 0.0 4MMs [13:16:17:19] chrll:-1192610
CGGCAGGCTCGGATTCAGCTCGG 0.0 4MMs [13:15:17:18] chr23:+5009064
CGGCAGGCCCGGGAGCGGGTAAG 0.0 4MMs [9:14:18:19] chrZ:+9069318
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Positions in chromosome 21 (6.86 Mbp)

[ 29 peaks in chromosome 21, which were identified by iChIP-Seq (Step 3 in Figure 2)

B 11 peaks in chromosome 21, which were confirmed by in vitro enChIP-Seq (Figure 3D)
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LexA BE

caccgcagccactgcagcccceccagceccggcectecgggcatcagtecgeccttegect
ccttctctcggeccgtgacacgcagcgcggggaggggtaacggggceccgcecgcagggyg
tcccecececcecgecgeccgcagggcaaagtcacgttecgecctcgecggecggggagcecggag
aaggggaagtgggcggcaggcgggggcggccgggcecgcggecgggectgegggtgtce
ggcgggcccaaggcgggtccggtccacgecggcggcggagttggtgecteggecagge
tcgggtgecgecctggggacatcctgtgatgctgcagecgcacaggacatgatctcac
acggcgaggggctccgcggcttcttaatcatttcacggttecttcagagge
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100 kb target region
Chr11 ! ! 1
IRC11-1 IRC11-2 IRC11-3 e
A < A atg a{g
12 23 4 5 6 Cas9/sgRNA  Cas9/sgRNA

|

Target site Target sequence (PAM) sgRNA plasmids
1 GAAAGGCCTGGACCGAGTTGGG 5’ #54 :
1-2 CACAGCGAGGGGGACGTGAGAGG 5’ #37
2 ACCTTGCTATAGATGGTTGIGG 4.4k 3 #26
3 ACAGTTCAGATGCAACCCGAGG 10k 5’ #32
4 CCTGGCTACGGACTTTGTCAGG 10k 3’ #10
5 GCAGTTAATCGCATGCCTTIGG 2.5k 5’ #27
6 ACTGTAATAAAGCGTTTAATGG 3 #29
Ao — A
A - A WT
¢ Plasmid sets
o e A
——  ———— Clone1ook 5'#54 + 3' #29

YT/ Clne 100k IRCIL3 25k5 427+ 329

VN VN
T Clone 100k IRCIL2 10k 5'#32 + 10k 3 #10
_\&/f_ Clone 100k_IRC11-1 5 #37 + 4.4k 3’ #26

A — A

A - A WT

¢ Plasmid sets
v - A Clone IRC11-1 5 #37 + 4.4k 3 #26
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100 kb

Chr 11
IRC11-1 IRC11-2 IRC11-3
VN — o
P A wT
st Clone 100k

| .

<<.

Clone 100k_IRC11-3

—H‘\,\/.ﬁ.— Clone 100k_IRC11-2
_."f.\l"\/!_ Clone 100k _IRC11-1
y— A Clone IRC11-1
PCR1 > e e
PCR6 >:< —>< PCR4 < PCR2
PCR7 > &—>-1<PCR5 —><-PCR3
100k_IRC11
M WT 100k 3 2 1 IRC11-1H,0 PCR1: N-F and C-R
PCR2: C-F and C-R
1- PCR3: 2.5k-F and C-R
0.7 - Primer sets | PCR4: 10k-in-F and 10k-in-R
05- - PCR5: 10k-F and 10k-R
0.3- PCR6: N-F and N-R
.. PCRI PCR7: N-F and 4.4k-R2
(kbp)
100k_IRC11 100k_IRC11 100k_IRC11
M  WT 100k 3 2 1 IrRC11-1 H,0 WT 100k 3 2 1 IRC11-1 H,0 M  WT 100k 3 2 1 IRC11-1 H,0O
1- 1- 1-
0.7 - . 0.7 - - P T———
o 05- ¥r " oL G -
0.3- 0.3- 0.3-
0.1- PCR6 0.1- PCR4 01- PCR2
(kbp) (kbp) (kbp)
100k_IRC11 100k_IRC11 100k_IRC11
M WT 100k 3 2 1 IRC11-1H,0 WT 100k 3 2 1 IRC11-1H,0 M WT 100k 3 2 1 IRCl11-1H,0
1- 1- 1-
b 0.7 -
0.7 - 0.7 -
05 - 05 05-
0.3 -
0.3 - 0.3-
01- S pope o1-l¢ PCR3
(opy 1. PCRT (ko) (kbp)

M: DNA ladder marker
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