Up 3wkvsundiff (background allpeak)

Total Target Sequences = 8562, Total Background Sequences = 84141

m Target % of # % of
RankIMotif Name P-  |log P- q-valye _ |sequences Targets  |Background|Background
value|pvalue (Benjamini) with Motif Sequences|Sequences [Sequences
with Motif |with Motif |with Motif
AA RUNX1(Runt)/Jurkat-RUNX1-ChIP- te- | . .
1 é A ACC AC A C Seq(GSE29180)/Homer 94 |>186e402/0-0000  [42320  |49.43%  [32301.6  (38.39%
73 A\vV/aw
l I I ( ; Foxo1(Forkhead)/RAW-Foxo1-ChlIP- 1e- |- o o
2 QT A Seq(Fan_et_al.)/Homer 79 |1.826e+02 0.0000 4786.0 55.90% 384461 45.69%
A DLX1(Homeobox)/BasalGanglia-DIx1- le- |- o o,
3 SFA Ai l A I IA ChIP-seq(GSE124936)/Homer 78 |1.8096+02[0:0000 (33000 |38.55% 244456 129.05%
T ! I RUNX-AML(Runt)/CD4-+-Polll-ChIP- 1e- |- o o
4 EQT T Seq(Barski_et_al)Homer 75 |1 741040200000 [33120  [38.69% 247015  |29.36%
A NeuroG2(bHLH)/Fibroblast-NeuroG2- le- |- o o
5 QC ATQT ! ! ChIP-Seq(GSE75910)/Homer 75 |17330,02/0-0000  [4181.0  |48.84% 328266  (39.02%
Smad3(MAD)/NPC-Smad3-ChlIP- 1e- |- o o
6 i A TQTAg Seq(GSE36673)/Homer 74 |17190402/0-0000  [6206.0  [72.49%  |53116.4  (63.13%
AT 'I-I-I' '] NFAT(RHD)/Jurkat-NFATC1-ChlP- te- |- . .
7 T< CC A cS Seq(Jolma,_et_al.)/Homer 75 |1.6730402/0-0000  [2699.0  [3153%  |19341.8  |22.99%
A T T TCF4(bHLH)/SHSY5Y-TCF4-ChlIP- te- | . )
8 A Seq(GSE96915)Homer 71 |1 6560402/0-0000  [4159.0  |48.58% 328027  (38.99%
e C
Twist2(bHLH)/Myoblast-Twist2.Ty1-ChIP- [1e- |- o o
9 gc ATQT CQA Seq(GSE127998)Homer 68 |15820,020-0000  [44440  |51.91% [35719.6  (42.45%
A BHLHA15(bHLH)/NIH3T3-BHLHB8.HA-  [le- |- % %
° EQQCATQT L ChIP-Seq(GSE119782)/Homer 68 [1.574e+02[00000  [3863.0  145.12% 130197.8  135.89%
A ! ERG(ETS)/VCaP-ERG-ChIP- 1e- |- o o
11 SFC A A AA A Seq(GSE14097)/Homer 68 |15700402/0-0000  [4370.0  [51.05% [35037.7  |41.64%
A A AAS RUNX2(Runt)/PCa-RUNX2-ChIP- te- | . .
12 2 = Seq(GSE33889)/Homer 68 |1.5680:02/0-0000  [3644.0  |4257%  [28161.3  (33.47%
TAC Atoh1 (bHLH)/Cerebellum-Atoh1-ChIP-  |1e- |-
13 C ATgT SF$ Seq(GSE22111)Homer 64 |14750,02/0-0000  [3226.0  [37.68% 245202  [29.14%
T
AA A T Tcf21(bHLH)/ArterySmoothMuscle-Tcf21- [1e- |- o o
14 A L ChIP-Seq(GSE61369)/Homer 63 |1.466e+02(0-0000  12939.0  134.33% 1219315  126.07%
'I"II ! | Mef2b(MADS)/HEK293-Mef2b.V5-ChIP-  [1e- |-
15 -.—QI A (A‘ 0.0000  |2436.0  [28.45% [17552.8  [20.86%
AV 1A Ag AXLE Seq(GSE67450)/Homer 61 |1.419e+02
C Nanog(Homeobox)/mES-Nanog-ChlIP- le- |- o o
16 A ggﬁ A I ! AA Seq(GSE11724)Homer 60 |1.3996,02/0-0000  [6855.0  [80.07%  |60873.4  |72.35%




v SeLAATTA DUoneobey BasalCaraia DO 16 | a0 posso  paasn [serez i
18 ATI-%QQQAAQ gs;ggs;ggw:;gEBPb-Ch|P- i [ 5700,09|00000  [28750  [27.74%  [17103.1  |20.33%
19 ET CCAAQ gg(ﬂigﬂgﬂgﬂzgfhﬁﬁ'“F"Ch'P' 1 |\ 5740,02/00000  [47550  |s554%  [39209.3  |46.71%
o (S LANTIAS e o) U O N YN Y W
21 AQQATRT 11 e L3085 Homar 1o | 3400.02/00000  [47020 54929 (388505 |46.17%
= |[ETANTI AR MASCAGATCE
23 IE TCTxQ gemqaé‘ézs('\é'?ga)g)s/ﬂﬂ]’;?zc“'P' ;? '1'331e+02 0.0000  |4151.0  [48.49% [33560.0  [39.89%
24 I I AAQ ;”;g{gé'gég*;%ﬂ;?’;‘fg'oh'P' 1 [ 550000200000 [25020  [29.23% 183307  |21.79%
25 I A QQQ% giet’(;lé?g%‘;?%’)‘/)ﬁmﬁe”'Pim'Ch'P' 1 [ ap10s0p]00000  [68760  [80.32% (613049  |72.86%
26 (E%C$ TCT o 2;"3%2?&3’4‘233;%“2?5’4'0“'P' 00 [ pgges0ol00000  |41840  |48.87%  [340027  |40.41%
o -N PN
27 AACQ AA I gzc\;(ggg)z/ﬂf;ﬁg‘nf;\“c“”" e [ p500,00l00000  [38250  |a468% [30679.3  [36.46%
28 SFAEI A A.ITL ggf((c':gE‘ggg’gj))/ﬁgﬂ:ocytes'D'X3‘Ch'P' i [ pa10002]00000  [18060  [ot.10%  [12471.0  |14.82%
29 QQ AI I IIAA gg;?é"é'\é%g\g%iﬁgfh"" B |\ o410s0ol00000  |42620  |49.78%  [34879.1  |41.45%
30 ;;TA ATIA ggéfgégzg‘;;’;%)ﬁfr"m&1'Ch'P‘ 0o |1 2300,02|00000  |4957.0  [57.90%  |41675.0  |49.53%
31 ;QQ AI I I Tihg gg:fé(sHE"f%g%%)Cﬁo%X::'Ch'P' oo [ 5300,02000000  |44370  [s1.83% |aee03.1  [43.50%
o AAA?%IAATQQEA SO NGRS 1 | o000 (@720 (0472 fznon7  fer 1%
33 CA QI ggggg@ﬂ@g’gjﬂfgé}cmp' ;g | 9266402|0:0000  [3466.0  |40.49%  [27370.6  [32.53%
34 AE%IIQC;%§ gig((%gség%ggg/ﬂg‘éf' iy [ 210040500000 [3201.0  [38.44%  [25760.0 |30.62%
s \(ATTTCCTGds




36 2$CéIQLI gg&gg;‘%’:ﬁ?ﬁf&'ﬁh"" ;g | 1630.02/00000 (72940 [8520% (663360  [78.84%
37 gA A ACC AC A -y ggq"(‘é(SREUZ”g ?;f;cﬁgr‘” -Chip- :38 | 1580.000:0000  [3240.0  [37.85%  [25451.4  [30.25%
38 Cg—r AC AQ gg:?g';ﬂg;’;?ﬁ;'ﬂg::r"*R'Ch'P' i [ 1560.02]0:0000  [68360  [79.85% (613129  |72.87%
39 ITAH E ggg?ég"é%@g‘;}ﬁg%?XG'Ch'P' oo [ 1550,02]0.0000  [39620  [46.28% [32249.8  |38.33%
40 AACTAAI;I; Ag gg;ggg"éﬁgggg);)s/ﬁg"r;;‘?'EN1'Ch'P' o [\ 1340,02/00000  [4019.0  |46.95% (328555  [39.05%
41 XAQWCC gg’;ggg)s/gzgfmm%?m 13 | 0840.0/00000  [2949.0  [3445%  [220712  [27.30%
42 E Q A A gs(igzég%(g?zp)}g:;?gfac'CEBPb'Ch'P' :; | 083020200000 [28240  [27.45%  [17327.1  [20.50%
43 EI,: A.IIAC EZ’C%HS"%?‘ZZ%’;%_"\;%‘;?”'LhX3'Ch'P' 12‘ | 0750.0000000  [3616.0  [4224% (292038  [34.71%
44 ATTA% Ach&ﬁé e ggg&gﬂ%’ggg?ﬁfgg”“"S'Ch"" o [ 0720002000000 [20160  [2355% 146392 [17.40%
45 A A AQT A A AQl gii}ggggggg‘;;g;;fh'P- o [ o71es0200000  [709.0  lB28%  as201  lase%
4 TC I I I C ¢ I I I Q Eprotolon(GSES56ERHomer 26 [10680402P0000 (4080 la77e% 18121 |215%
xGGAAGTGAAAS
7 |SAMMRAAANVNSSSS gg&éggggg%gﬁﬁnpu.1-ChlP- 20 [0 0670,00/00000  [3597.0  |42.02% |oo0462  [34.52%
48 ACQ & A AA gl:féﬁé%)éHEi?ﬁoig\/‘LChlP- lg' | 063620200000 [3197.0  [37.34%  [25318.1  [30.09%
49 TgQICATrAA ;';g%';‘é’;”fgggg))/ﬁgg;S'Lng'VS'Ch'P' i [ 056040200000 [32640  [38.13%  [25959.7  |30.85%
50 Cgm Q_A C£ EEZZé';“é'?Z%é)/fﬂe?h'P lg | 0530,02/00000  [1989.0  [23.23%  [144485  [17.17%
51 |AA AC A A ggéz g(SHE’\gS;’O%')’/AH';‘zz:&Ch'P' 1S [0 0520,00/00000  |20280  [3420%  |228676  [27.18%
52 ‘;QA A AAI$ Sea(CSE rost tomer S [ o4ses0p]00000  [31510  [36.81% |e49312  |20.63%
53 éA! I I CQC C ggg{gg)é':?zg;ﬁfgﬂ;h”l 20 [ o4ses0pl00000  [38880  |45.42% |318715  [37.88%




EHF(ETS)/LoVo-EHF-ChIP- te- |- . .
54 A C A A £ Soq(GSE494027Home i | 0p30,02/00000  [35380  |41.33%  [286226  [34.02%
—rA AN
Lhx1(Homeobox)/EmbryoCarcinoma-Lhx1-[1e- |-
55 A A I I A A 0.0000  [2581.0  [30.15%  [19797.3  [23.53%
sSallt < ChlP-Seq(GSE70957)/Homer 44 [1.018e+02
C Lhx2(Homeobox)/HFSC-Lhx2-ChiP- te- |
56 l A AI I AA}: e Sirsnedinhe i 11 0150,00/00000  [25450  [29.73%  [194805  [23.15%
 ——
T IRF8(IRF)/BMDM-IRF8-ChlP- te- |- . .
57 AAAQQ AA AQ; Seq(GSE77884)/Homer 43 [1.000e+02/0000 12340 |14.41% 81321 19.67%
PN y_ Wic =<0 W=
Sox10(HMG)/SciaticNerve-Sox3-ChlP- 1e- |- o o
ks CQ | I I T;["gi Son(CAESE 33 iomer io |1 0070s00/00000  |4077.0  |47.62% (387996  [40.17%
IRF2(IRF)/Erythroblas-IRF2-ChlIP- te- | . .
59 AAAgQ AA_QE Soq(GSE36985) Homer 45 19.9480.01[00000  [5900  689% (31376  [3.73%
T MyoD(bHLH)/Myotube-MyoD-ChiP- te- |- s s
60 C A CI 9 Soo(OSE2 1014 Homer 15 lo8570,01/0:0000  [28700  [27.68% (179839  [21.37%
AA
IRF3(IRF)/BMDM-Irf3-ChiP- te- | . .
61 g | I l Qé; I I ! s; Seq{GSEE/343)Homer 20 |5 6350.04/00000  [1299.0  [15.17%  [87540  [10.40%
- . — N N
A g ; '[ ! A Nkx3.1(Homeobox)/LNCaP-Nkx3.1-ChiP- [te- |- R R
62 cA AC AC Soq{GSESBo0AHiomer 39 190076.04/00000  [5035.0  |58.81%  (43451.3  [51.64%
T T A ZNF416(Zf)/HEK293-ZNF416.GFP-ChIP- |1e- |- . .
63 | A Seq(OSE58341)Homer 39 191980.04/00000 (36620  [42.78% (301154  [35.79%
< = Wl =~ l
T CRX(Homeobox)/Retina-Crx-ChIP- le- |-
64 % - Seq(GSE20012)/Homer 39 [9.150e+01[0-0000 4793.0 55.99% 41074.7 48.82%
T THRb(NR)/Liver-NR1A2-ChIP- te- |- s S
65 A gAzA A I ! A Seq{GSELZ613)Homer 39 19 1150.04/00000  [6763.0  [79.00% (612457  [72.79%
A ZBTB18(Zf)/HEK293-ZBTB18.GFP-ChIP- |1e- |- . .
66 é AC ATCT e Seq(OSES8341) Home: 50 [0.0490,01/0:0000  [1697.0  [19.82%  [12253.4  [14.56%
- IH SG T Tcf7(HMG)/GM12878-TCF7-ChlP- te- |-
67 Q AICTQSE Seq (Enogde) Homer 5o |88700,01/00000  [1141.0  |1333% |75930  [9.02%
AAC GABPA(ETS)/Jurkat-GABPa-ChlP- te- |-
68 Seq(GSET7ee4) Homar se l6g010,01/00000  [27640  [3220%  [218475  [25.97%
MyoG(bHLH)/C2C12-MyoG-ChIP- te- |- s .
69 a C A CT Soo(GSE36024)Homer 35 |57076.0¢/00000  [2830.0  [33.06% (224886  [26.73%
T TEAD3(TEA)/HepG2-TEAD3-ChIP- te- |- . o
70 | AQ A I I CC AX Seq(Encodo)/Homor 5o |6.5660,01/0:0000  [3469.0  |4052%  [284947  [33.87%
CA Fox:Ebox(Forkhead,bHLH)/Panc1-Foxa2- |1e- |-
71 -rzigg A2LA ¢ZACAQA23 ChIP-Seq(GSE47459)/Homer 37 |g.556e+01(:0000  [3006.0 |35.11% 124163.0 128.72%
A 1S Ptf1a(bHLH)/Panci-Ptfa-ChiP- te- |- . .
72 C ACCT l Seq(GSEA7450) Homer 26 |5.4000.01/00000  [5058.0  59.08% (439617  [52.25%




FoxD3(forkhead)/ZebrafishEmbryo-

73 I I I I A A C Foxd3.biotin-ChiP- 36 18.3960401/00000  [2787.0  [3255%  [22187.4  [26.37%
b " A seq(GSE106676)/Homer :
Ascl1(bHLH)/NeuralTubes-Ascl1-ChlP- 1e- |-
74 (A‘gc A 0.0000 [3655.0  |42.69%  [30322.5  [36.04%
L% R fIA Seq(GSE55840)/Homer 36 [8.369e+01
C A Sox2(HMG)/mES-Sox2-ChlP- te- | . .
75 Seq(GSE11431)Homer 36 |5.3630,01[0:0000  [2479.0  [2896%  [19879.7  [23.03%
A Ets1-distal(ETS)/CD4+-Polll-ChiP- te- |- . .
76 AC A A AAI Seq(Barski <1 alyHomer 36 |5.3470,01[0:0000  [1236.0  [14.44% [s4823  [10.08%
| I i EQ ! ! | RARa(NR)/K562-RARa-ChIP- te- | . .
7 | & Aﬁ Seo(Encote)Homer 36 |5.3310.01|0:0000 56220  [65.67% (496522  [59.01%
P S——= = - P -
KLF14(Zf))HEK293-KLF14.GFP-ChIP-  [1e- |-
78 T g C 0.0000  [3922.0  [45.81% [32889.7  [39.09%
ééA’ ] U T XAE Seq(GSE58341)/Homer 36 |8.320e+01
Tcf12(bHLH)/GM12878-Tcf12-ChiP- te- | . .
79 |/ “ : A CI 9 - Seq(GSE32465) Homer 26 |5.2000,01/00000  [2730.0  [31.89%  [21695.7  [25.79%
C 24 =
E(K‘A I I I I Ag FOXK1(Forkhead)/HEK293-FOXK1-ChlP- |1e
B p et O SN > | ; . I % . .81%
80 |~ Seq(GSES1673)Homer a5 |5.0750,01[0:0000  [28230  [3298% (225560  [26.81%
ANA A I I PR(NR)/T47D-PR-ChIP- te- |-
81 2 Seq(GSES1 130y Homer st |5.1410,01[00000  [5030.0  [5875% (437767  [52.03%
A=A
T$ Mef2a(MADS)/HL1-Mef2a biotin-ChiP-  [1e- |- . .
82 g A AATAX Seq(GSE21529) Homer st |5.1390,01[0:0000  [13160  [1537% 91983  [10.93%
A MYB(HTH)/ERMYB-Myb- te- |- . .
83 Cé I I ChiPSeq(GSE22005)Homer ot |51140,01[00000  [4138.0  |4835%  [35051.5  [41.66%
—
HIC1(Zf)/Treg-ZBTB29-ChIP- te- | . .
84 I ‘ :‘ : Seq(GSE99889) Homer ot |5.0750,01[0:0000  [4780.0  [s5.83% (413248  [49.12%
e Nkx2.1(Homeobox)/LungAC-Nkx2.1-ChIP- [1e- |-
85 AQQACT? 0.0000 [5765.0 [67.34% [51199.5  [60.85%
A [ 2 Seq(GSE43252)/Homer 35 [8.071e+01
A FOXA1(Forkhead)/LNCAP-FOXA1-ChIP- [te- |- . .
86 A IA A Ag A Seq(GSE27824)Homer ot |5.0600,01[0:0000  [3283.0  [38.42%  [26966.2  [32.05%
Pl
Sox4(HMG)/proB-Sox4-ChlP- 1e- |- o o
87 QC I I I TLQQ Seq(GSES0066) Homer 34 |79826,01[0:0000  [2450.0  [28.62%  [19228.3  [22.85%
! A Mef2c(MADS)/GM12878-Mef2c-ChiP-  [1e- |- . .
88 TQ A1A_ AAAI 2 Seq(GSE32465) Homer 34 |79500,01[0:0000  [1406.0  [16.42% (100026  [11.89%
Myf5(bHLH)/GM-Myf5-ChiP- te- | . .
89 AC AvCT T Soq(GSE24852) Homer 34 |79530,01[0:0000  [2086.0  [2437%  [15954.5  [18.96%
! 'I"I' A STAT4(Stat)/CD4-Statd-ChiP- te- |- s s
90 |A QQTA A A Seq(GSE22104)Homer 33 |7 7630.01|0:0000  [2785.0  [3253%  [22367.0  [26.58%
— = CE I -_=




o1 ég;@AAAQQQ &Zazggg)e/gﬂggﬂzﬁ-cmP- A | 4p7es01]0:0000  [1427.0  [1667%  [10305.8  |12.25%
92 :[E I I IAQE:% ggé((g;‘E;’;;gi";‘/d%“fnif7'FOXM1'Ch'P' i | 4200s01[00000  [29510  [34.47%  [240196  [28.55%
93 CA TCCTCCQ ggf(GGSS(ZE%/ﬁ57672);ﬁgfri§'Ch'P' Ay | a850.01|0.0000  |40560  [47.38% (345144 |41.02%
94 H QA (SR s Ao ooy ST CRIE i [ 371001 [00000  [5823.0  [68.02%  [52047.3  [61.86%
o [ LLGACTCSEE Caps omecbonionebrACtBape o [ 00000 (47070 s [wossn1 lsss
< My | M xa
96 %AQA.ITCC# E'Zé.‘@ﬂiﬁ%?ﬁ‘é?z'ﬁ‘\m'Ch'P' ;‘f 7 3606401/0-0000  [3107.0  [36.29%  [25496.3  |30.30%
97 éACA AAAT EWS:FLI1-fusion(ETS)/SK_N_MC- le- |- 0.0000  [1947.0  [22.74%  [14887.7 [17.69%
eV a C EWS:FLI-ChlP-Seq(SRA014231)/Homer [31  [7.333e+01
98 AQ.[]-CCT IT gg:iggsgé%r&%%%ﬁgmp- ;f '7_2056+01 0.0000  |2916.0  [34.06% [23766.4  [28.25%
" A N P — [ @=
99 AAA IAAAQA ggé((égggg;h;‘j‘/ﬂ/g’f;7'FOXM'Ch'P' i | 1460s01[00000  [28420  [3320% (230982  [27.45%
100 TTAA AAAI ELFG(ETS)PDACIELFS CHP- to 00000  [p2S50 |z [177219  [o1.06%
101 AQCAICT g::zg%ggg'z'g‘g)//ﬁf;';‘f“r°D1'Ch'P' a0 | 1080401|0:0000  [24280  [28.36% (192977 |22.94%
102 ﬁgé%i 92 gs&gg'é;gggg%';;bé?h'P' A | 017040100000 [3857.0  l45.05% (327365  |38.91%
103 ééélATA A ACA$ g‘:&gg‘g';;gg?;;hg’:ﬁ;ox‘”'Ch'P' oo | 8890,01|0:0000  [25280  [29.53%  [202847  |24.11%
104 <:ATAA ACA ggé‘zgf,fﬁ;?g%%fﬁ;’;‘r’x°3'oh'P' e s 8640s01[00000  [2191.0  [2559%  [17218.3  [20.46%
105 SA:QI I Icégmg g:&gég;¥?%‘;‘;ﬁ?gg1'Ch'P' 20 [t g400,01[00000  [1671.0  |19.52%  |125763  [14.95%
106 CCX AATE% ;':&%”g;g%g&;ﬂ%ﬁf‘Tead4'Ch'P' o0 [ 6100,01[00000  [27890  |32.58% |227212  [27.00%
107 icA:CACAT_ ggﬂq?égggggg&i/‘ﬁ;fer?a'1'Ch'P' o0 [ 7400,01[00000  [39300  |46.01% [33627.8  [30.97%
108 ég I—-—TAIJ:%?;— ggg?égg;‘;ﬁ‘zagmfﬁgFOXH1'Ch'P' i i 7p70001]0:0000  [17200  [20.09%  [130423  |15.50%
109 ; I QI gl CQlA QAAC& ggﬁggggg“gm%ﬂﬁHA'Ch'P' i i 7100401|0:0000  [29640  [3462% 243839  |28.98%




S Nkx2.2(Homeobox)/NPC-Nkx2.2-ChIP-  [te- |- . .
110 I: l E A A ‘I cX Soq(GSER1673)Homor o8 |5.6600,01]0:0000  [4424.0  [5168% [38368.5  |45.60%
A NFkB- -p65-ChlP- - |
p65(RHD)/GM12787-p65-ChIP Te . .
s u & As.:é Soq(GOE 19485)Homer o6 |5.6320.04/00000 (18510 [18.12% (115816  [13.77%
PU.1(ETS)/ThioMac-PU.1-ChIP- te- |- . .
112 _A_ A A AT ) el o i o8 |5.49406.0¢[00000 (16540  [19.32% (125243  [14.89%
<<= A= ==
Sox17(HMG)/Endoderm-Sox17-ChlP- 1le- |- o o
113 EQAQI I *IEE Seq(GSEG1475) Homer o8 |5.4500,01[0:0000  [1995.0  [23.30% (155762 [18.51%
C 'I-I'I ATA Foxa2(Forkhead)/Liver-Foxa2-ChlP- 1e- |- R R
114 _._HA ACIEI. Seq GSE2560MHomer o8 |5.4400.01[00000  [2248.0  [26.26%  [17867.0  [21.24%
A A AA Hoxa9(Homeobox)/ChickenMSG- fe- |-
115 QQQATCA < Hoxa9.Flag-ChIP-Seq(GSE86088)/Homer [27 [6.389e+01{20000 52090 [60.85%  146235.1 54.95%
AAC Nkx2.5(Homeobox)/HL1-Nkx2.5.biotin-  |1e- |-
116 ChIP-Seg(GOER1228yHomer oo |5.3740,01[0:0000  [48320  [56.44% (424945  50.51%
117 AA A( A EAR2(NR)/K562-NR2F6-ChiP- le- | 0.0000 [3231.0 [37.74% [27023.1  [32.12%
EA Seq(Encode)/Homer 27 6.360e+01" ' s ' e
A Eomes(T-box)/H9-Eomes-ChIP- 1le- |- o o,
118 I IATCACQI Seq(GSE26097)Homer o5 |50800.01/00000  [4190.0  [48.94%  [36241.3  [43.07%
I I (K‘ Is11 (Homeobox)/Neuron-Isl1-ChIP- te- |- s s
119 QT A A Seq(GOES 1456y Homer o6 |5.0040404[00000  [4119.0  [48.11% (355842  [42.20%
C BMYB(HTH)/Hela-BMYB-ChlP- te- |- . .
120 A A ﬁg Seq(GSE27030) Homer o6 |5.1860,01/00000  [37160  |43.41% (317068  [37.68%
GSC(Homeobox)/FrogEmbryos-GSC- le- |- o o
121 AAA A I I Aé ChiP-Seq(DRAC00S78YHorer o6 |5.1700,01/0:0000  [2709.0  [3164%  [222046  [26.39%
THTAI Cg Hoxa11(Homeobox)/ChickenMSG- te- |-
122 Hoxa11.Flag-ChIP- 0.0000 [4739.0  [55.36% |41665.6  [49.52%
é_ ,éé C > Seq(GSE86088)/Homer 26 [6.158e+01
Zac1(Zf)/Neuro2A-Plagl1-ChlIP- 1le- |- o o,
123 CQ CQ(A‘ Soq(GSET5942) Homer o6 |5.1450,01|0:0000  [51080  [5967%  [45328.7  |53.87%
AMYB(HTH)/Testes-AMYB-ChIP- te- |
124 £ A I I 0.0000 [3798.0  |44.36% [32518.8  [38.65%
A_A_ AQ Seq(GSE44588)/Homer 26 [6.124e+01
Sp2(Zf)/HEK293-Sp2.eGFP-ChIP- te- |- . .
125 X :AEAQQQCA‘ :< :Qg Soq(Encode) Homer o6 |5.1126,01|0:0000  [3536.0  [41.30%  [30014.1  [35.67%
Hoxd11(Homeobox)/ChickenMSG- te- |-
126 I A A_._ Hoxd11.Flag-ChIP- o6 |6.0880.01/0:0000  [4841.0  [5655% (427022  [50.75%
. Seq(GSE86088)/Homer
CA SPDEF(ETS)/VCaP-SPDEF-ChIP- te- |- s s
127 A T‘ :< :T SET eq(SHAQ14231 YHomer o6 |5.0600,01/0:0000  [2896.0  [33.83% (239845  [28.51%
é bZIP:IRF(bZIP,IRF)/Th17-BatF-ChIP- te- | . .
128 I I I ‘ : I I I I AC I - Seq(GSE39756) Homer o6 |5.0130,01/0:0000  [1415.0  [1653% [10858.8  [12.55%




PU.1:IRF8(ETS:IRF)/pDC-Irf8-ChlIP- te- |- . .
129 G A A I A A AQ£ Seq(GSEBGE99Y Homer o6 |5.9960.01|0:0000  [736.0 8.60%  [48236  [5.73%
T A MITF(bHLH)/MastCells-MITF-ChiP- te- |-
130 Ty Seq(GSE48085)/Homer o5 |5.863e+01/0-0000 2589.0 30.24% 21202.6 25.20%
T Meis1(Homeobox)/MastCells-Meis1-ChiP- [te- |- . .
131 AgCT AC A(A‘? Soq(GSE48085) Homer or |5.7070,01|0:0000  [3938.0  |46.01% [34011.5  [40.42%
N
A NPAS(bHLH)/Liver-NPAS-ChIP- te- |-
132 ECQ T Seq(GSE39860)Hommer or  |5.7750,01|0:0000  [3593.0  [4197%  |30695.1  [36.48%
A" 7 AT FOXK2(Forkhead)/U20S-FOXK2-ChIP-  [te- |-
133 ch A Seq(EMTAB.2204)Homer pe |5 7530.04(00000 (18710 [21.85%  [14679.6  [17.45%
L
Tcf3(HMG)/mES-Tcf3-ChiP- te- |- . .
134 AT IC A A A o Seq(GSE11724)/Homer 24 |5.6886+01[20000 (8360 9.77%  5701.5 16.78%
A A Hoxd12(Homeobox)/ChickenMSG- te- |-
135 %A T A A Acz Hoxd12.Flag-ChIP- o4 |5 6600,01/0:0000 (38740  |[45.25% (334381  [39.74%
A Seq(GSE86088)/Homer :
ELF5(ETS)/T47D-ELF5-ChIP- te- | . .
136 AQ(EA A A I Seq(GSE30407) Homer pe  |5.5490,01/00000  [21730  [2538%  [17486.4  [20.78%
Tgif2(Homeobox)/mES-Tgif2-ChIP- 1le- |- o o
137 I ! : A Saq(GSEB5404) Homer pq  |5.5440,01/00000  [6085.0  [71.08%  [554540  [65.91%
ZNF711(Zf)/SHSY5Y-ZNF711-ChIP- te- |- . .
138 C ‘ :‘ : ! 2 Seq(GSE20673) Homer oa  |5.4850,01|00000  [3759.0  |4391%  [32409.6  [38.52%
A FOXP1 (Forkhead)/H9-FOXP1-ChIP- te- |-
139 %T I I I AQ%I‘ Seq(GSES 1008 Homer oa  |5.4730,010:0000  [1381.0  [16.13%  [10409.8  [12.37%
A Hoxa13(Homeobox)/ChickenMSG- te- |-
140 C% I A Aci Hoxa13.Flag-ChlIP- 03 |5 4620,01/0:0000  [49150  [57.41% (437050  [51.94%
= Seq(GSE86088)/Homer ’
AAI FoxL2(Forkhead)/Ovary-FoxL2-ChIP- te- | . .
141 A Eg Seq(GSEG0BSEYHOmE) oo |5 4450.04[00000  [2356.0  [27.52% (192020  [22.82%
A Bcl6(Zf)/Liver-Bcl6-ChiP- te- |- . .
142 mcg_r A A Soq(GSE31578)Homer on  |5.3700,01]0:0000  [3598.0  [42.03% (309133  [36.74%
143 A TC RXR(NR),DR1/3T3L1-RXR-ChIP- le- | 00000 [2868.0  [33.50% [239962  [28.52%
M\ Seq(GSE13511)/Homer 23 |5.358e+01|"" : : : :
g:I 'III I T Mef2d(MADS)/Retina-Mef2d-ChIP- te- |
144 A 0.0000  [716.0 8.36%  [47886  [5.69%
1Y 1 ALC If Seq(GSE61391)/Homer 23 |5.323e+01
A AtH (bZIP)/K562-ATF1-ChlIP- te- |
145 I AQ lg A 0.0000 [1782.0  [20.82% [14052.3  [16.70%
g(.: YAVYYLXA Seq(GSE31477)/Homer 22 |5.216e+01
A A i :‘ :g l I I Sox9(HMG)/Limb-SOX9-ChlP- 1e- |-
146 :Ac,égAI = b Seq(GSE73225)/Homer 21 |[5.007e+01[0.0000 2472.0 28.88%  [20440.4  [24.29%




147 %IlgéﬂéA ,&A THRANR)/C17 2-THRe ChiP- 1o | 0000000  [12060 [14.44% [o2938  [11.05%
148 EX‘ AATIZ ;E&%ZS(EESA%F;};/ZIIJ:;dZ-ChIP- 2 857040100000 [18780  [21.94%  [150422  [17.88%
149 ﬂx A ATT% gg&%gpi@@%’;ﬁg;‘:fj'Ch'P' ;g 700040100000 [2281.0  [26.64%  [187562  [22.29%
150 IlAQI lIAA ggg(gébé’;%%‘j{;flj‘;b;'Ch'P' 3 | 7840s01[00000 (30470 [a559%  [25921.0  [30.81%
151 Q(AAA U CA% ggg((gg)E/;ef%/ﬁgﬁﬁh'P' N |1 64ges0q[00000  [47950  |56.01% (428960 [50.98%
152 [ XAA %;ELA _I_TQA gZ&gﬁgﬂéﬁ)}ﬁgﬁ;fpara'ch'P' i i 6470s01[00000  [2717.0  [31.74%  |28728  [27.18%
—rc—.—e
153 CAAICACT Q gg;féggg;%ﬁgg;mp 1o [ ga30s0q[0:0000  [1873.0  |2188% 151136  [17.96%
154 m ATCA gfé?&g@1(3}3%/)?&4”;?:"3'Ch'P' 1 i 55e,01[00000 (21350 |p404%  |175148  [20.82%
155 QAAA TQA ggqlfgr';;'j'g;'/mrﬁse?z'“RZF1'Ch'P' 1 Ii5006s01[00000 (34220 [39.97% |296169  [35.20%
156 c—-—cC A CT g gig{g‘;é’;ﬁ/g%ﬁ‘/ﬂfj‘\'ch'P' 1 i 4g40s01[00000 (29460  [34.41% |250088  [29.83%
157 ACI IC&AA AA STATS(Stat)/CD4-Stat6-ChlP- le- | 0.0000 [1588.0  [18.55% [12581.5  [14.95%
X SANA Seq(GSE22104)/Homer 19 |4.400e+01
158 l%é!;‘ l I Iggg_cfgé g:&g@g@ﬁ%}fgg;'Pparg'Ch'P' 1o i 3000,01[0:0000 (24800 [897% |207612  [24.68%
159 gI % LACIE b ; gtz:ségggfs%%ﬁoﬁﬁgh"" 1 i 204es01[00000 (27700 [3236%  |235231  [27.96%
w 3TGATCCAAL
161 ACACCCA AI! I I ES&X;@‘?&ZEE?.;Z??S'Ch'P' 10 141000900000 [26750  |3125% [26980  [26.98%
162 _‘?‘_AI’ 51 %I{,AQQ geﬁf(ﬁ\‘nzh'bﬁigﬂ\gdc)ﬂiﬁ'm"P' 19 12800100000  [8730  [1020% [63737  [758%
163 E AX él I IgAAA CHR(?)Hela-CellCydle-ExpressionHomer [15 |1 0026:01/0.0000  [1680.0  |19.62%  [138853  [16.11%
164 TrCQ;fA A A glagas(sggég';"%‘/’ﬁopmh:?e'StatG'Ch'P' 1% | ogges01[00000  [1630.0  [19.04% [131072  [15.58%
165 %(EI AAIQQ% g:;?g'gé"&%%%);}ﬁfggomz'Ch'P' 10 i 500,01[00000  [1921.0  |p244% |157745  [18.75%




Ascl2(bHLH)/ESC-Ascl2-ChlP-

1e-

J N
166 gg éAC AQ( : I Qg Soy(GSEST/12)omar 12 |5.0960,01[0:0000  [24420  |2852% 06112 [24.50%
167 E C AAA AC A AI gggz&g“é%g%g)ﬁ’fg‘;efh"’ }g 5 0110:01|00000  [8930  [10.43% [es0t1  [7.85%
ZNF189(Zf)/HEK293-ZNF189.GFP-ChIP- |1e- |- . .
168 é QC ebbieed i 16 |agoge.0i]00000  [22910 |2676% 192473  [22.88%
KLF5(Zf)/LoVo-KLF5-ChIP- te- |- . .
169 A Seq(GE49402Y Homer 16 |a789e.01[00000 (31880  |s724% 77233  [32.95%
TCFL2(HMG)/K562-TCF7L2-ChlIP- te- |- . .
170 AC [ I C A A A 1\ Soq(GSE29196)Homer 16 |a776es010:0000  [3200  [374% 19105 [2.27%
T Sp5(Zf)/mES-Sp5.Flag-ChlP- te- |- . .
171 1 Q A Q o (GBET2980 Homar 16 |a731e.01[0:0000 (25870 |3022% 220592  [26.22%
ICAA ———
AAI A A A_%_AI A IQ AT NFAT:AP1(RHD,bZIP)/Jurkat-NFATC1-  [1e- |-
172 P : ; 00000 [661.0  [7.72%  [4673.9  |5.56%
- . 7 1
g&szc, | QA =l 1YRAC A ChIP-Seq(Jolma_et_al.)/Homer 16 [3.730e+0
A Hoxa10(Homeobox)/ChickenMSG- 1e- |-
173 5 E AAI A A Hoxa10.Flag-ChIP- 12 |35700,01/00000  [1489.0  |17.39% 119860  [14.25%
e alns Seq(GSE86088)/Homer :
TIx?(NR)/NPC-H3K4me1-ChlIP- te- |- . .
174 QI QéI%QAI SE Soa(GSE16266) Homer 15 |ass70,01]00000  [15620  |1825% 126494  [15.08%
Maz(Zf)/HepG2-Maz-ChlP- 1le- |- o o
175 Sen(GOEs 47T Homer 15 |a5350,01]00000  [29030  |3391% 251302  [29.88%
AAT" A Hoxd10(Homeobox)/ChickenMSG- te- |-
176 Hoxd10.Flag-ChlIP- 00000 [2717.0  [31.74% [234046  [27.82%
Eggg AAA Seq(GSE86088)/Homer 15 [3.483e+01
CAAAAA Hand2(bHLH)/Mesoderm-Hand2-ChIP-  |1e- |- . .
177 | L AIASFA CC A Soq(GSEG1475)Homer 19 |s4p5e.0i[0:0000  [14280  |1668% [114%06 [13.66%
Q A Bcl11a(Zf)/HSPC-BCL11A-ChiP- te- | . .
178 l?T ACC I Seq(GSE 104676)/Homer 14 |3.4196,01[0:0000  [2258.0  [26.38% (191246  [22.73%
G/ \ﬁ: I I E EIk4(ETS)/Hela-Elk4-ChlIP- te- | . i
179 |[ALZ L CCT‘,E < Seq(GSE31477)/Homer 14 |3.4140401/00000 16450  [19.229% [134652  [16.00%
IRF:BATF(IRF:bZIP)/pDC-Irf8-ChIP- te- |- . .
e I l I I T ACT(K‘ 00000 [433.0  [5.06%  [2867.1  [3.41%
14 3. 1
CIC rn A Seq(GSE66899)/Homer 3.380e+0
A(K‘ Z?T Max(bHLH)/K562-Max-ChlP- te- |
A % . 46%
181 re Seq(GSE31477) Homer 19 |5.3360.01[00000  [17750  |2073% 146884  [17.46%
A Barx1(Homeobox)/Stomach-Barx1.3xFlag- [1e- |- o o
182 AACQAI ! AA ColP-Soq(GSE483) Homer 19 la3106.010:0000  [12160  |1420% 96275 [11.44%
MNT (bHLH)/HepG2-MNT-ChiP- te- |- . .
183 AC Ag T Seq(Encode)/Homer 19 |33060,01|0:0000  [2447.0  [28.58%  [20948.8  [24.90%




ZNF467(Zf)/HEK293-ZNF467.GFP-ChIP- [te- |- . .
184 ; gg Seq(GOE58341)Homer 15 |52160,01[00000  [22210  |25.94% 188756  [22.43%
AN 2 WS 5 A
NFKB-p65-Rel(RHD)/ThioMac-LPS- te- | . .
185 AAAH(;‘ :Q Expression(GSE23622)/Homer 13 [3.208e+01[00000  [2780  [3:25%  |1673.6  |1.99%
A Hoxd13(Homeobox)/ChickenMSG- 1e- |-
186 €C$ ATA A Aé Hoxd13.Flag-ChIP- 13 |31980401/0:0000  [34840  |4070% 308743  [36.69%
g Seq(GSE86088)/Homer ’
SpiB(ETS)/OCILY3-SPIB-ChIP- te- |-
187 A A l 0.0000  [756.0 8.83%  |5636.3  6.70%
‘:___‘:g:A g Seq(GSE56857)/Homer 13 |3.133e+01
TRPS1(Zf)/MCF7-TRPS1-ChIP- te- |- . .
188 A ATAAeé Seq(GSE107013yHomer 15 [51080401/0:0000  [37040  [43.27%  [33049.0  [39.28%
o —— S AT
ZFX(Zf)/mES-Zfx-ChlP- te- |- . .
189 A CCIég Soq(GSE1 1431y Homer 15 |51026401/0:0000  [2903.0  [33.91%  [25865.1  [30.15%
1 Elk1(ETS)/Hela-Elk1-ChlP- te- |
190 QAQ-IT‘ :‘ : (ETS) 0.0000 [16450 [19.22% |[13608.6 [16.17%
A=Y | ___SEQ Seq(GSE31477)Homer 13 [3.072e+01
TAGSC -
191 TATA-Box(TBP)/Promoter/Homer 00000 [3015.0 [35.22% [26456.7  [31.44%
13 [3.058e+01
| e
Hnféb(Homeobox)/LNCaP-Hnféb-ChIP-  |1e- |- o o
192 IAI ! AE Seq(GSE106308) Homer 15 |3.0076401|0:0000  [16720  [19.58% 138845  [16.50%
AGA COUP-TEII(NR)/Artia-Nr2f2-ChlP- te- | . .
193 TCA Seq(GOE46497) Homer 15 |pg776,01|0:0000 (38250  |44.68% 343000  |40.77%
A W 1N
LR WT1(Zf)/Kidney-WT1-ChiP- - -
y ChIP 1e o o
194 EQTCCCéCﬁC?Q Seq(GSES00] yHomer 15 |p.opges0i]0:0000  [1617.0  |18:89% 134140  [15.94%
ACCA Zic(Zf)/Cerebellum-ZIC1.2-ChlP- fe- |
195 C(K‘I C Soc(GSE60731) Homer 15 7906,01[0:0000  [2178.0  [25.38% 186333  [22.15%
P
Six1(Homeobox)/Myoblast-Six1-ChIP- 1le- |-
196 I I . 0.0000  |868.0 10.14% [6721.3  [7.99%
3_éfTCA AA % Chip(GSE20150)/Homer 12 [2.779e+01
ZNF341(Zf)/EBV-ZNF341-ChIP- te- |- s .
197 ALA % Seq(GSE113194)/Homer 11 [0.754040¢(00000  |1979.0 123.12%  116844.0  120.02%
é:)g(? e PN P
Tbx21(T-box)/GM12878-TBX21-ChIP-  |1e- |- . .
198 Ai_;j[‘#l? Aéé Soq(EncodyHomer 15 o6o0es0i]00000 21160 |2472% 181562 [21.58%
PRDM10(Zf)/HEK293-PRDM10.eGFP-  [1e- |-
199 I T—Q—QAI !‘ :‘ :A 0.0000 [1679.0  [19.61% [14098.9 [16.76%
\/ L n € ChlP-Seq(Encode)/Homer 11 |2.679e+01
AT A HIF-1b(HLH)/T47D-HIF1b-ChIP- te- |- . .
200 Seq(GSE59937) Homer 15 lp6770.01[0:0000  [2188.0  [25.56% 188376  [22.39%
AT A z CEBP:CEBP(bZIP)/MEF-Chop-ChlP- te- |
A : p e % o%
201 AR ZSFI Seq(GSE35681)Homer 15 o.6s6es01/0:0000 (4320 5.05%  [3008.9  |3.58%
T cCEe = <= Y B VJ
A ELF1(ETS)/Jurkat-ELF1-ChlP- te- |- . .
202 écg AA%l Seq(SRA014231yHomer 15 |o619e.01[0:0000  [1525.0  [17.81% 127080  [15.10%




VDR(NR),DR3/GM10855-VDR+vitD-ChIP-

1e-

ERAGGTCASAGAGITCAS
203 AAT,; | _EééA 1GA AAé Seq(GSE22454) Homer 1T Be16os01|00000  [559.0  |653%  l4089.8  |4.86%
Unknown-ESC-element(?)/mES-Nanog- |1e- |- o o
204 QﬁA CA XXX Gl Seq(GOE 1794 Homar 17 bsoresi|00000  [1679.0  [1961% (141404  |16.81%
AC T ETS:RUNX(ETS,Runt)Jurkat-RUNX1-  [te- |- X .
G AA AI T <. ChIP-Seq(GSE17954)/Homer 11 [2584e40100000  [381.0  j4.45% 126056 13.10%
A T Chop(bZIP)/MEF-Chop-ChlP- te- | . .
206 g“:I I _%CAICAQ oo GOE5681) Homer to osiacsi00000 (6560 |7.66% (49520  |5.89%
A AAGC AT RBPJ:Ebox(?,bHLH)/Panci-Rbpj1-ChIP- [1e- |-
207 T AA AAA 1! Seq(GSEAT450) Homer to s00es0i|00000 (9300 [1086% (73672  |8.76%
T I AT Al I ATQ DMRT1(DM)/Testis-DMRT1-ChIP- te- |- . .
208 1AA YEARVRAL | TAY Seq(GSE64892)/Homer 10 [2.446e+01[00000  [667.0  |7.79% 15068.7  16.02%
C-A AQ “TANT Atf7(bZIP)/3T3L1-Atf7-ChiIP- te- |-
209 —‘ﬁ‘—iQTI éI Ac Se(8E50872) Homer 1o |h28es0q|00000  [12720  [14.86% (104799  [12.46%
—”I‘I AZC ERR i
g(NR)/Kidney-ESRRG-ChIP- te- |- . .
210 gIgéCQ lc g% Seq(aSE 104905 Homer 1 | ageesi|00000 (20480 [2392% (176812  [21.01%
NPAS2(bHLH)/Liver-NPAS2-ChlP- te- |- . .
211 ;QCAQ T éQ Sea(GEE39600) Homer 1 | agnesi|00000 (23050  [2692% (201013 |23.89%
Al
TA ZNF264(Zf)/HEK293-ZNF264.GFP-ChIP- [1e- |-
212 S LG =x" Seq(GSE58341)/Homer 10 |2.3500401/0.0000  [1668.0  [19.48% [14157.4  |16.83%
'I-I'I ATA Foxa3(Forkhead)/Liver-Foxa3-ChlP- te- |- . s
213 92§TA AQI i§ Seq(GSE77670)/Homer 10 |2.318e+01]0-0000 1041.0 12.16%  [8432.7 10.02%
N —t
Tbx5(T-box)/HL1-Tox5.biotin-ChIP- o F . .
214 AA ‘l EQA So0(GSEA1525) Homer 169 [} 000,01|0-0000 (54060 [63.15% (503055  [59.79%
T Egr1(Zf)/K562-Egr1-ChiP- - . .
215 T % T C So(GaE2468) Homer 169 [} a0,01|0:0000  [1685.0  [1968% (143547  |17.06%
216 CTCA MafA (bZIP)/Islet-MafA-ChiP- 1e-9 |1 0.0000 [2414.0  [2820% [211984  [25.19%
S5 Seq(GSE30298)/Homer 2.270e+01]™ ’ ’ ’ '
Pit1(Homeobox)/GCrat-Pit1-ChIP- ol o o
217 éT XAIAA:(IQ So0(GE 28009 Homer 169 [ oo 01|0:0000  [19520  [2280%  [168503  |20.03%
= ~A_ _ P_Q
AA Thet(T-box)/CD8-Tbet-ChiP- -
218 Ai— I IQAQQ Soq(GSE55502) Homer 169 | 5 100,01|0:0000  [2269.0  [2650% (198628  [23.61%
A A T ]
219 TA ATA CA_%A PSE(SNAPc)/KS62-mStart-Seq/Homer  [1e-9 [ 100000 13340  [15.58% [11166.1  [13.27%
X ACS = = ,‘C(,:Zgzcé ) e+
220 RAAAC% gﬁz A ngcfégé?ff%qn;/iﬂgfrcpz'1 ChiP 169 [, 1400,0400000  [5290  |6.18%  [ages3  ja7i%
s A\ A - A\ 9 '




CREB5(bZIP)/LNCaP-CREBS5.V5-ChlIP-

AA .
001 |AAA by A Seq(GOE 137775 Homer 169 |, 1 400,01[0:0000  [10450  |1221% 85424 [10.15%
S I NS C — q ) *
Stat3(Stat)/mES-Stat3-ChiP- o . .
220 QDQQQ AA Coa(GEE 11431 Hormer 169 |, 1ngo.0(|0:0000  [15300  |17.87% 120923  [15.44%
A e P P
A A Cux2(Homeobox)/Liver-Cux2-ChlP- -
223 i; A Soq(GSE35985) Homer 169 |, 1790,01[0:0000  [7920  |025% 62049 |7.48%
C AT AP-2gamma(AP2)/MCF7-TFAP2C-ChIP- -
224 CCCI A Cg a Soq(QOE21 254y Homer 168 |, 1300,01|0:0000  [24750  [2891%  [21927.1  [26.06%
T THRb(NR)/HepG2-THRb.Flag-ChIP- o . s
225 ICACglgA CA Seq(Encodeytiomer 168 |, 1060,01|0:0000  [1596.0  |1864% 136694  [16.25%
A ZNF7(Zf)/HepG2-ZNF7.Flag-ChIP- -
226 QI QQT A‘Kz Seq(EnondoyHomer 168 |5 1010,01|0:0000  [14160  |1654% 120033  [14.27%
T A A CUX1(Homeobox)/K562-CUX1-ChiP- -
227 oy SF T Seq{OSESZARD iomer 168 [, 101040¢/00000  [1127.0  [13.16% [9348.2  |11.11%
228 A g TA HRE(HSF)/Striatum-HSF1-ChIP- 1e8 |, 0.0000 [7050  [8.24%  [5552.4  [6.60%
AXX Seq(GSE38000)/Homer 1.995e+01|" : : : :
22 EA I | C ZNF652/HepG2-ZNF652.Flag-ChiP- - . .
1 L= Seq(Encode)/Homer 1e-8 |1.986e+01/0-0000 623.0 7.28% 4832.5 5.74%
HNF6(Homeobox)/Liver-Hnf6-ChIP- -
A ) % %
230 ZlAT? AIQ% Seq(ERPO00354) Homer 168 [ goa0,01|0:0000  [985.0 11.51% [8106.9  |9.64%
C AI Ag B Q AE Atf2(bZIP)/3T3L1-Atf2-ChIP- -
231 |Co A ! 1e-8 0.0000  [939.0 10.97% [7700.4  [9.15%
ISFQ ,:;‘,,AA ) 4 m bt Seq(GSE56872)/Homer 1.868e+01
T Arnt:Ahr(bHLH)/MCF7-Arnt-ChlIP- -
232 Q QACA; 1e-8 0.0000 (14330  [16.74% |12234.9  [14.54%
é%_érCA”‘ M Seq(Lo_et_al.)/Homer 1.861e+01
ETS:E-box(ETS bHLH)/HPC7-Scl-ChIP- |, |- . .
233 A AAACA?QI Soq(GSES2178) Homer 167 |1 17g0.01]0:0000 (2990 |3de%  [ros1  [251%
KLF1(zf)/HUDEP2-KLF1- -
234 | AA % ig? 1e-7 0.0000 [2399.0  [28.02% [21376.8  [25.41%
Q_I_A T CutnRun(GSE136251)/Homer 1.773e+01
DMRT6(DM)/Testis-DMRT6-ChIP- Sl . .
235 ACA SeqiGSEB0HO Homer 167 [, 7500,0¢[00000  [5560  [6.49% (43218 [5.14%
KLF10(Zf)/HEK293-KLF10.GFP-ChIP- - . .
236 & I T TCQ Seq(GSEBE341)Homer 167 |1 1a00,01[0:0000  [1897.0  |22.16% 166502  [19.79%
A2 A Wiy SA T
CLOCK(bHLH)/Liver-Clock-ChIP- - . .
237 c Ac T Son(GSE30B80) Homer 167 |1 2040,01]0:0000  [12850  |15.01% 109491 [13.01%
T ZNF675(Zf)/HEK293-ZNF675.GFP-ChIP- -
238 é CQAAAAT A Seq{OSE58341)Homer 167 |/ 6ome,0(|0:0000 (4030 |471% 30111 [3.58%
= Sl pr -
HOXB13(Homeobox)/Prostate Tumor- S| o o
239 I I I I A I AI I HOXB13.ChiP Sea(GSEooeeeyHomer |17 [1.601e40100000 (24430  |28.54% (218532  [25.97%




CDX4(Homeobox)/ZebrafishEmbryos-

240 g_&%g_AIAAAﬁé Caxé-Myc-ChlP-Seq(GSE48254)Homer  |'®7 [1.680e401[0-0000 (21210 [24.78%  |18793.3  |22.34%
oat | BB TC A< ; Ang gg:?ég’;1L2';);';§)‘jL°gr;1’i$aS4'Ch'P‘ 167 || o5pos0q|00000  [1679.0  [19.61% (146469  [17.41%
242 AACC AQAT el gé‘g{ggg';:’igﬁﬁfxeyrc'c“'P' 167 [ 5450,01/00000  [1270.0  |1483% |108428  [12.89%
243 élAIACA A AI gg;%g&%f;“;;ﬁzﬁfce”'OCtZ'Ch'P' 167 [} 53400100000  [5870  [686%  |4630.1  |551%
244 g:EC AC,\I 2 g;“g{é‘gg:-:"‘z/s’:‘)'fﬁg:n'\gc'c;h'P' 167 | 6o60s0q|00000  [1671.0  [19.52% (145910  [17.34%
ATCACSCCAL
245 | AMA n g;‘fq?g?ég'?';?;;f:fﬁ?;srebp1a'Ch'P' 167 (| 518040100000  [560.0  [6.54% 44060  [5.24%
246 TA ACQI I Iégg_;!: g:;zé(ggqg%%ﬁm::-cmP- 167 [ 5170,0100000  [5140  [600%  |40012  |4.76%
247 géECACAT sA; gs&ggz;g&w&%gus“'Ch'P' 166 || 5000,01[00000  [1131.0  [1321% |o5785  [11.38%
248 %AAEé%éTlé gL‘?ngg’(gegEg’%oeg)';'T&g‘oP1'bi°“”' 16:6 || 5g70,0100000  [11770  [1375%  |100143  [11.90%
249 EQAT%AATCA ggégé';‘/’(gggggf))ﬁﬁ'oe;z”‘1'Ch'P' 166 || oo 0400000 (20560  [24.02% [18257.0 [21.70%
250 CCCQICCCCC AQ éfg(f(fgézE%qui'zz)f/f’fog;:h'P' 166 || 5110,0100000 (7620 [890%  [62431  [7.42%
251 ACA Al E AC A gi?q%ggf%?‘:’;fﬁgﬁfeS'Ch'P' 166 || 5330,0100000 (9380 [1096% [78463  [9.33%
252 AT Q AT% ATTC ATig 88%(_300;';_“;;2{’6%%4“3?5‘36;’/?'0;‘%;'30' 166 [1 100, 0¢[0:0000  [1423.0  [16.62%  [12341.8  [14.67%
253 ATC-%- QT SP;Q ! ;EA g';‘g(?g;ggyﬁ)(/fo?’é';‘F317'GFP'Ch'P' 166 || sopes0100000  [2760  [322%  [19824  [236%
254 “_iACET Aég% gz;a(géé(zzzf);gg)-/mm:4-Ch|P- 166 |1 4000,0100000  [8140  [051% (67335  [8.00%
255 AAAQIA IC A Ziz ggq'?gg\‘;)é';iﬁg)'?ﬁﬁ; cniP- 166 1 4oro,0q]00000  [4150  |ass% 31761 [3.77%
256 AT AQATC AIQ% g::(”c;gga(%'%%:?msgf"“”'Ch'P' 166 |1 4530,0100000  [8470  [089%  [70510  [8.38%
<= SN e B _ ==
257 i;QgT A A Cg g’g‘gggézgg;4ﬁ’;ﬁ903r;1€';‘F415'GFP'Ch'P' 166 1 1450,01|00000  [1337.0  [1562% [115803  [13.76%




Gli2(zf)/GM2-Gli2-ChlP-

9 106 |- 0.0000 |681.0  [7.95%  |55562  [6.60%
258 QI Chip(GSE112702)/Homer 1.441e+01
A A PAXS(Paired,Homeobox)/GM12878-PAX5-19_6 - 0.0000 978.0 11.429% 8071.2 9.83%
259 EQA Q:A CQAI ChIP-Seq(GSE32465)/Homer 1.419¢+01
l o Usf2(bHLH)/C2C12-Usf2-ChiP- 166 |- 0100000 [8s40  [1009% |[72284  |8.59%
260 AECAQA 2 Seq(GSE36030)/Homer 1.416e+
9 ! A & I A RORg(NR)/Liver-Rorc-ChiP- 166 1 4100,040.0000 (2690 [3.14% 19461 [2.31%
261 |1 AA QA;;; Seq(GSE101115)/Homer 416e+
%A %A “ I PRDM9(Zf)/Testis-DMC1-ChlP- 106 [ 000q|0000  [1061.0  [12.39% 190403 [10.74%
262 Seq(GSE35498)/Homer .410e+
zcéé '
A A NF1(CTF)/LNCAP-NF1-ChP- 1e-6 |- 00000 [14240 |16.63% |12414.1 |14.75%
263 Ql CCA Seq(Unpublished)/Homer 1.410e+01
l
?A! ;g Six4(Homeobox)/MCF7-S1X4-ChlP- 1e-6 |- 00000 [241.0  [282%  [17139  [2.04%
=04 A IAA gl A f Seq(Encode)/Homer 1.407e+01
Cilr G"'SS(Zf)/Thyr°i‘)’/'ﬁ'iSS'GFP'Ch'P' 166 || 3ga0,0100000 (31210 [36.46%  |286082  [34.00%
265 Seq(GSE103297)/Homer .
QA—.— T A =
H Ac HRE(HSF)/HepG2-HSF1-ChiP- 165 [, 3700,0100000 (4940 [577%  [39110  |465%
266 QEA AA i I I Seq(GSE31477)/Homer 379+
A I CA GATA3(Zf)/i Treg-Gatas-ChIP- 165 |1 oue,0q]0.0000  [27720  |3238%  [252503  [30.01%
267 A AAA Seq(GSE20898)/Homer .
Ag I A l RORgt(NR)/EL4-RORgt Flag-ChlP- 15 |- 00000 [371.0  |433%  |o8350  [3.37%
268 A CA Seq(GSE56019)/Homer 1.366e+01
Ag I A l RORGt(NR)/EL4-RORgt Flag-ChlP- 165 |- 00000 [371.0  |433%  |28350  [3.37%
269 A CA Seq(GSE56019)/Homer 1.366e+01
STATI(Stat)/HelaS3-STAT1-ChiP- 5 0.0000 [958.0  [11.19% [8130.1  |9.66%
270 _'I;-ITA ‘Q AAA; Seq(GSE12783) Homer 183 |1 3386401
A o
I HNF4a(NR), DR 1/HepG2-HNF4a-ChiP- |, 5 |- 0.0000 [1208.0 [15.16% |[11287.2  |13.42%
27 IEC AAA Seq(GSE25021)/Homer 1.330e+01
A NR)/LNCAP-AR-ChIP- -5 |, 797.0 9.31% 6684.6 7.94%
ar2 SFACA{E I I CE é:qE(E}SI%27824)/Homer 165 |4 2g0e+01/0-0000
—— N -
I II I HOXA1(Homeobox)/mES-Hoxal-ChiP- |, & |- 00000 |5780  [675%  |47016  [5.59%
273 A A TA Seq(SRP084292)/Homer 1.275€+01
" ATV & w :
s ! = bHLHE41(bHLH)/proB-Bhlhe41-ChiP- |, 5 |- 00000 [2000.0 [24.41% |18819.2 |22.37%
274 TCAC Cc Seq(GSE93764)/Homer 1.252+01
=N = 2 4! e P N :
ATGC C AP-2alpha(AP2)/Hela-AP2alpha-ChiP- [, . | 00000 [1904.0 [22.24% [170553  |20.27%
SARPS ;;C( :CIQ Seq(GSE31477)/Homer 1.2466+01
7 I IA“ ) Esrrb(NR)/mES-Esrrb-ChiP- 1e5 [ 0.0000 [1608.0  |18.78% [14254.8  |16.94%
276 X ACC L Seq(GSE11431)/Homer 1.245e+01
— 4 L €




Oct4:Sox17(POU,Homeobox,HMG)/F9-

277 QQA I I IAT CAAAL e 00000 [3370  |394% o584z [a.07%
=X W= | 2% ~ Sox17-ChlIP-Seq(GSE44553)/Homer 1.227e+01
A A T LXRE(NR),DR4/RAW-LXRb.biotin-ChlP- -
278 Al I !A! ;!SFIC Seq(GSE21512)Homer 1655 | 5ogo,0i|00000  [1650  [1.98% 11264 [1.34%
279 <A3A ETS(ETS)/Promoter/Homer 1e5 . 0.0000 [1019.0  [11.90% [8768.6  [10.42%
=S 1.2066+01
260 | A QAA T A Qct6(POU, Homeobox)/NPC-Pousf1-ChiP- |y, ¢ | 0.0000 [8250  [9.64%  |6983.0  [8.30%
CA.[:EnT ﬂ;TA Seq(GSE35496)/Homer 1.198e+01
Oct11(POU,Homeobox)/NCIH1048- = | o o
281 §A I I I CATA POU2F3-ChIP-seq(GSE115123)Homer  |'® [1.179¢401(0:0000  [695.0°  |7.65% —15440.7 16.47%
CTA | A ] - ]
w2 (RAL [ROCAST oo xSl (AR e dese mer |15 11750010000 200 [pan oosos e
ccg = —_—éAg?Cg WAC \=C yury )
SF1(NR)/H295R-Nr5a1-ChlP- A . .
283 QAA %Q(A:gg ol e i 1655 |1 1570,01[0:0000  [12760  |1490% (111947  [13.31%
LN Zic3(Zf)/mES-Zic3-ChIP-
284 |-y C%%CQ; CT te- |, 0.0000 [1530.0 [17.87% [13587.2  [16.15%
ég—‘i‘— v WWAUAYT Seq(GSE37889)/Homer 1.150e+01
Pit1+1bp(Homeobox)/GCrat-Pit1-ChIP- b o o
285 AT@XAI_A._AI IQA Seq(GE5B009 Homer 164 |1 44700100000 (6700 |7.83% 55923  [6.65%
A A Zic2(Zf)/ESC-Zic2-ChlP- -
286 C$C ASA Seq(SRP1g7860 Homer 164 |1 1apo.01|0:0000  [12040  |14.06% 105879  [12.52%
A T | Unknown(Homeobox)/Limb-p300-ChiP- [, , |- R R
287 QQQQAA AAAA SeqHomer 164 (| 070,0¢/00000  [15200  [17.86% 136103  [16.18%
A A Pbx3(Homeobox)/GM12878-PBX3-ChlP- -
288 %CL:I ICAC g Seq{GSE3p480) Homer 164 |1 1030,01[0:0000 (6520 |7.62% 54556  [6.48%
AA Oct4(POU,Homeobox)/mES-Oct4-ChlIP- I o o
289 AI IAI CAT_._I Seq(GSET1431 ) Homat 164 |1 1800,01|0:0000 (9140 [1068% (78712 9.36%
A I LA Brn1(POU,Homeobox)/NPC-Bm1-ChiP- |, |- . .
290 ;AT QTAL9$$ Seq(GSEIRA06) Homar te-4 |1 e 0400000 [6120  |7.45% 51001 [6.06%
A ,
oo |ACS T, A < FXR(NR),IR1/Liver-FXR-ChiP- 1e4 |- 0.0000 [969.0  [11.32% [8384.6  [9.97%
=N <= <3 Seq(Chong_et_al.)/Homer 1.075e+01
Srebp2(bHLH)/HepG2-Srebp2-ChlP- I o o
292 gA A CACQCCAQ o GSE3 1477 oo 164 |1 1s60,01|0:0000 (3630 |424%  [28685  [3.41%
293 QTA A I E%A A I ! A Phox2a(Homeobox)/Neuron-Phox2a-ChiP-|, , |- 00000 [7150  [835%  [6057.8  [7.20%
AAN 1= \ o Seq(GSE31456)/Homer 1.043e+01
- QT ATAAA IATTgX TA QA ZNF136(Zf)/HEK293-ZNF136.GFP-ChIP- [, | 00000  |aso  losaw  lsoos  |oi7e
A . . . o . . o
AA£$TQEE y-o-Yal PN SA XX 525\ Seq(GSE58341)/Homer 1.039e+01




NFkB-p50,p52(RHD)/Monocyte-p50-ChlP-

295 Chip(Schreiber_et_al.)/Homer Te-4 |1,028e+01[0:0001  |287.0 3.35% (22149 |2.63%
T* A NF1:FOXA1(CTF,Forkhead)/LNCAP- - . .
-4 Pa | A FOXA1-ChIP-Seq(GSE27824)Homer  |'©* [1.0276401[0:0001  [375.0  |4.38%  12989.2 3.56%
EKLF(Zf)/Erythrocyte-KIf1-ChiP- L . .
297 g I T Q‘f\ Sea(GSESORTE fomer 164 [ 1000,0¢[00001  [799.0  [9.33% (68421  [8.13%
T1ISRE(IRF)/ThioMac-lfnb- I . .
298 ACI I ICAI I IQI Exprossion/tiomer 164 [ 106es01[0:0001  [57.0 0.67%  [315.4 0.37%
A A Phox2b(Homeobox)/CLBGA-PHOX2B- -
299 AI I A A I I $ A I I A ChiD. Seq(GSE006A3 Homer 164 [} 0050404 (00001 (3780 [442% (30247  [3.59%
A A [ | GRE(NR),IR3/RAW264.7-GRE-ChIP- - . .
300 (K‘A AC ASS Soc(LnpublishedyHomer 164 1 doaes0i]0000T  [671.0  |7.84% 6753 [6.75%
TT,,\E,_, - W .
PBX1(Homeobox)/MCF7-PBX1-ChlIP- A . .
301 QCCT IC AQTC A Soq(GBE5007) liomer 164 |5 gage 0000001 [2480  [290% 18862  [2.24%
A A Pknox1(Homeobox)/ES-Prep1-ChiP- - . .
302 gﬂ IC AC C Seq{OSEBGZaR Hamer led [0 e 0000001 [609.0  [7.11%  [51226  6.09%
Nr5a2(NR)/Pancreas-LRH1-ChIP- al o o
303 < ! CAA lQA o (GEE 4205 Homer led [0 conor00/00001  [18060  [21.10% 163524  [19.44%
A A A MYNN (Zf)/HEK293-MYNN.eGFP-ChIP- - s .
304 -IEQZAATQ I T Seq(EncadelHomer 164 [0 co0ou00l00001 (6440 [7.52%  [54506  [6.48%
A A GRHL2(CP2)/HBE-GRHL2-ChIP- -
305 AAC%.— QT G é Seq(GSE46194)Homer led [ g 0ol00001 (8950 [10.45% (77832 9.25%
C Pax8(Paired,Homeobox)/Thyroid-Pax8- al o o
306 ;IQ;AC C‘%I ACI ChIP-Seq(GSE26938)/Homer 163 19 201640000001 [867:0  11013%  [7534.9  18.96%
Thox:Smad(T-box,MAD)/ESCd5- A . .
807 g_:[ (RCA ACA Smad2_3-ChiP-Seq(GSE29422)Homer | ®™3 |8 922e400{00002 ~ [9140  16.00% 142993 5.11%
GRE(NR),IR3/A549-GR-ChlP- A . .
308 AC AC ! TZCQ Seq(GSE30465) Homer 163 [ sp0,00/00003 (3950 [461% (32886  [3.85%
A TA A A Mouse_Recombination_Hotspot(Zf)/Testis- -
309 glg < AT X X DMC1-ChiP-Seq(GSE24438)Homer | ©° [8.531e4000:000% (1790 [209%  11334.4  11.59%
HOXA2(Homeobox)/mES-Hoxa2-ChlP- al o o
310 QQQATQQATCAE Seq(Donaldson_et_al.)/Homer le3 8.469e+00 0.0003 241.0 2.82% 18731 2.23%
T EBF1(EBF)/Near-E2A-ChlIP- o s s
311 QCQQIJ%‘: Sou(GSE2151 0y Homer 163 [5 5100,00/00004  [27090  [31.64%  [251715  [20.92%
AA .-X LRF(Zf)/Erythroblasts-ZBTB7A-ChIP- - . .
312 <8 Seq(GSE74977)Homer 163 |7 8456,00[0.0006  [2425.0  [28.33%  [224692  [26.71%




Duxbl(Homeobox)/NIH3T3-Duxbl.HA-

313 lAA%Q?AATCAé i S st 163 43100000008 [1460  [171%  [10726  [127%
314 %I (52 I ICQ g';l'g((ég/'é;”;‘gf;")-/ﬁo%h;f 163 [ ooo,go00007 (3100 [362%  [25151  [2.99%
os ISLAGTCASTGGGICA
316 lC AC IQnéA g{'ﬂ?&‘gg’éﬁ%ﬁ%ﬂ'era'Ch'P' 163 [ 100000008  [7340  [857%  [64123  [7.62%
317 gQAngT%AT;gQASEgI;E?E-; g‘g&%ﬁgkgfeﬂﬂfﬂﬂgsf1Ch'P 163 1100,0000008 (3460 [404%  [28492  [339%
318 |\ ! :Q AT A A ATQé gggfgg”é’;}g?g‘)’/ﬁﬁl‘f5'H°X°9'Ch'P' 163 [ 3500,0000009  [12140  [14.18%  |109306  [12.99%
319 2TQA—.— ATI [ I; g”:;fébszégﬁ/ﬁf%?ﬁémf'oh'P' 163 [ 300,0000009 (6890 [805% (60035 [7.14%
320 QQ ! gIéQI ar QQ I é’g‘gfgggﬂggﬁﬁ%ﬁi’;‘F322'GFP'Ch'P' 163 [ pooe,00/00010  [781.0  |9.12%  |esess  [8.16%
321 AA I EQAA EZ’Q%TS'E%’%EE)%E%S;C“'P' 163 [ oo .00/00010 (20440  [23.88% (188724  [22.43%
320 éCC A ATC AL NFY(CCAAT)/Promoter/Homer 163 | oaper0o00013  [1840.0  [2149%  |169359  [20.13%
323 2QCA;CQIArTA ;g% éﬁﬁéﬁm§%H§£§Z'ZKSCAN"C“'P‘ 183 | o760 .00/0-0013  [82:0 0.96%  |558.1 0.66%
304 | A CIA Aécgsl“ ég;gég%gﬁﬁ?é?m2'GFP'Ch'P‘ 162 |1 gosc,00/00014  [10760  [1257% |9667.5  [11.49%
325 CQ%IA QAAC g;’;iggggﬁ';";)fgzigXE"Ch'P' 102 |1 o0 0000017 (9370 [1094% (83697  |9.95%
326 TAEAA AQAAAAAA éACAI: Eﬁﬁé;QTC(QFS°E’;’;§22’)'/\'H'?:#§CAP'AR' 102 1 coaergol00017 2200 [257%  [17537  |2.08%
327 iiél E%A ACII EAAT gzzi‘éfggfg;’gg)’fﬁégg'rp' 162 1 so00,0o00018  [2530  [296%  [20485  [243%
328 iiél EAAZ CII EAAT p53(p53)/Saos-p53-ChIP-Seq/Homer 162 |4 so00.00/0-0018  [253.0 296%  [20485  [2.43%
329 ggl I I C&A A Aé glggé?f%g‘gﬁ_&;?fﬁ'c“'P' 162 |1 co0es0ol00018  [1061.0  [1239% |osas5  [11.35%
330 ég,\lCCCAlAAI QCSA: égg(gggggggz)%ggg_L-ZNﬁ43-Ch|P- 102 1 oo 0000030 [10440  [1219% 94330 [11.21%




PAX6(Paired,Homeobox)/Forebrain-Pax6-

% gA '!: QAZICAA Q AlAAA ChIP-Seq(GSEB6961)/Homer 162 |5 050040000081 (2210 [258% 17867 |2.12%
332 ;;ICAA ET Son(aSE 19010 Homar 1e2 [l oo 000035 (13770 |16.08% 126145  [14.99%
333 lCAC T 2 Rag(GoEs T oar DHEHEAOCNE o p | 0000045 (6330 |7.39%  [55958  [6.65%
LAATQAAT[A P Pabod omesboMiohastPoT o5 | - rong009 [0 [18s%  fizsos e
335 ﬁglgcg,\-rg; é SenGSEro oo 102 | s 0000081 [5200  [607%  |4549.4  [541%
336 ATgéATA-rIQ B S b00 M PO BINECNP: e p | ongo00055  [1890  [221%  [15246  [181%
337 AIA Al I : Alé_ﬁg Sfcﬁi(?c%ﬂiﬁﬂiﬁ/gss?-PBX?'Ch'P- 102 |0 oo 0000088 [17940  [20.96% (166926  |19.84%
338 ATAQE ATCI%% (OO 0880) oy ChIP: 162 [, hyr 0000089 [1590  [186%  [12666  [151%
339 IAC Iégc Sog(Goeoae2 omar 162 |1 10p0u00/00072  [4920  [575%  [43131  [5.13%
0 | Aél £ACATCAQCQ ZNFEOOZHERCIIINFER9GFP-CP 1o | croo@0078 (1780 fooo%  [1adss  [172%
341 -ITAAIQA-ITAA Sag(Goraasartmer _TNTIBCRIE rep o o oouo00076  [256.0  [299%  [21428  [255%
342 %?c% AT;E ATCTQ?C San(OoE 20508 o " 162 [ 1100000077 (3040 [355%  [25818  [3.07%
343 gféé-r 1 AI ”CA A Ag P S aatseot homer 2O fie2 || o0 ,00/00084  [2150  [2si% 17785 [211%
i ‘EgccAIAAQA A Seq(aoE 16256 Homer 162 [} 2p1o,00/00114  [556.0  [6.49%  |49461  [5.88%
345 I AIIAAIEESE SZQ?S(SHEOQS?E;)%?; oxbA-ChIP- 16-2 |4 671040000119 4700  [5.49%  [41460  |4.93%
YALAGAI .
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