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hromatin is digested with Micrococcal Nuclease into 150-900 @ @-
) DNA/protein fragments. i?’ @

ChIP using Ab-s a
ERa, ER[3, PRAB,

nifbodies specific i histong or non-hisione proleins are added
1d the complex co-precipitates and is capiured by Frotein G
garose or Protein G magnetic beads.

ChIP enriched

ross-links are reversed, and DNA [s purified and ready for ),
nalysis. WMM W%
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nediated time-dependant gene expression compared to non-treated samples.
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iaentitying R and FR targets and action on entire
human genome

ChlP-Seq: identifying ER and PR targets in whole genome
using lllumina Genome Analyzer lle

® in vitro: Ishikawa cell line

® in vivo: Endometrial biopsy samples

RNA-Seq: describing the entire transcriptome of human
endometrium.

® invitro

® invivo
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ER target in ADAMTSL1 after E2 treatment

ncodes a secreted protein and member of the ADAMTS (a disintegrin and metalloproteinase with thrombospondin motif) far
have important functions in the extracellular matrix. Alternative splicing results in multiple transcript variants encoding distinct p
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ER target in EIF2A without E2 treatment

aryotic Translation Initiation Factor 2
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Rendomly fragment gencmic DAA :I'uﬂwEMr-ﬂmﬂym Add inlabeled nudeotides snd ensyme to

ancl Bgate adapters o both ends of the the inside surface of the flow cell channsls, initinte solid-phase bridge amplification.
Fagments.
4. FRAGMENTS BECOME DOUBLE 5. DENATURE THE DOUBLE.STRANDED &. COMPLETE AMPLIFICATION

STRANDED MOLECULES




Transcription factor binding site assays (ChIP)

Crosslink Shear Ab Analyze
Enriches for DNA
fragments
bound by the
transcription
factor

ChlP-chip

Resolution is about ~500bp




Firat chemistry cyce: toinitiote the first

sequiend ng cyde, addall four Iabeled rewrsible

terminaton, primens and DNA polymenses
enrEne o the How ol

10, MAGE SECOND CHEMISTRY CYCLE

After lnssr eucitntion, captune the image of
emitted fluorescance from each dister on the
flow coll. Recond the identity of the first base
for each duster.

11. SEQUENCE READS OVER MULTIPLE
CHEMISTRY CYCLES

Second chemistry opde: to inltinte the
nict sequen dng cyds; add all fowr labeled
reversibles terminator end sneyms to the
flow cell

12, ALIGN DATA

T
AGCTGATGTGECGCCTCACTCCRGTGE

CACTECIGIGG
| ET&AEI’CE}'G'I’GG
—$GLTGATGTGCCACCTCA
GATGTGCCACCTCACTS
GIGCCBLCTCACICOIG
CICCIGIGG
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