Scale 50 kbt | hg18
chrl7: 35,510,000 1 35,520,000 355300001  35540,0001  35550,0001  35560,000  35570,000!  35580,0001  35590,000 |
UCSC Genes (Refseq, Gen GenBank tRNAS & Compara’ﬂve Genomlcs)
THRA ==+ MSL1 T — RAPGEFL1 B=s=bmmmstpsoit-
THRA = MSL1k Ho-HHe—
NR1D1 i—+-HHE-—-= CASC3 bH2355555995555 995559595555 H-plb>
NR1D1 BH-HE <l MSL1
NR1D1 e CASC3HH—-—-----mmmmme oo H- - HHH
CA?SCH # H-1 Hi-H
RefSeq Genes
RefSeq Genes mmmdet—HH—* q:;‘.;: - HE—HiH -—
numii i]RNA m GenBan
Human mRNAs INEE=HEHT—1 | ™ ih SI-[IO—H-l—I'H'.'I-B ibel H—H——E
u s That Have Been Splice
Splced ESTs —M-H—4 HIH—H—H—(%&S * il 2 HE—HIH- HH——— -
_ n

Layered H3K4Mel

108 _ ENCODE Promoter-Associated Histone Mark (H3K4Me3) on 9 Cell Lines
Layered H3K4Me3 I l| I. ﬂ
0 ny N k.
DNase Clusters Loum o mnommn o m g SNCOPR Diettal DNasejdiypersensitivity Clustgrs 1 o
Tan Factor ChjP T EEE 1 1W mEl | mm SVGODETranscrign Factor ChiP-spa 1 .

cental Ma W ‘ Basewise Conservation by PhyloP

wam T li

I ‘\ | ‘\ \“
Mammal Cons | ‘ M I‘ ‘l‘ H‘h\

-0.5

Elephar% [0 | QT T it ] Ill-ﬁl :!Illg L]
Opossum l-ﬂi--lllll-—lllll#I A——ERHIE —1l —in
FP |]=-]I.I=H—II R ] IHHI=—I1-1

—HA=—HEH |
—HHI—HE

X_tropi
Sfickl

==

n/a
RepeatMasker | 1 11 nm uit w0 o mowwmmn w1 xR TR P kb A T oo o vt 0 w0 v w0
SNPs (1300 I 1 mIE T mnnn o mnwm e none SEREENRCERACe BN R M QoSN SR i 1 v wm T CRm w1



