Scale 2 kb]| | hgtg

chriz: | 57,553,500 57 554,000 57 554 500 57 655,000 57 555,500 57 656,000 57 556,500 57,657,000 57 857,500 57,558,000 57 556,500
UC5C Genes (Refseq, GenBank, CCDS, Rfam, tRMAs & Comparative Genomics)
GLIT — E—
GLI1 i il {0
GLIT ] -
GLIT - {1
GLIT E—
Basic Gene Annotation Set from GERCODE Wersion 139
INHEE KEm GLIT - )
GLIT il {1
GLIT . L] {11

GLI_Binding_=ites
CpG lslands {Islands = 300 Bases are Light Green)

CpG: 25
FANTOMS DPI peak, robust set (phase) with hyperlink to 55TAR
T3S peaks i i n L]
100 _ Total counts of CAGE reads
Total counts
I:I —_— e i —m PR _Lu.l‘u_lnl—mﬂ._. [ L i ..u F P S U -jJuuL.ﬁ_uL....n_.. —all I..L-I.l.l.l.‘ _ﬁ.uL_l_-l-_ul_IJLL R T [P T P T N . [ T P TR wadioad ol a0 =1iEL & LJA_L-.lLMﬁhL-L‘lJ‘IJ.-Lu. PRI

Transcription Factor ChiP-seq (161 factors) from ENCODE with Factorbook Motifs
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Transcription Levels Assayed by BNA-seq on 3 Cell Lines from EMCODE
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