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BAXXHYIO pONb B pErynaumm 3KCNpeccum n opyrmux Kne-
TOYHbIX NpoLLeccax 3yKapmoT. [eM He MeHee, MHOIne BOr-
POCbI OCTAKTCS HEBbIICHEHHbIMMW. B 4YaCTHOCTU, aKTUBHO

MccneayeTcs ponb CTpykTypHoro 6enka xpoMatmnHa CTCF.

CornacHo cyluecrsytoweit runotese, CTCF yyactsyeT B lNounck npopuns ceasbisaHus CTCF kypuupbl Mouck TALoB
06paBOBaHMM KPYMHbIX TONONOITMYeCKn aCCOuMMpOBaAHHbIX 3aBMCUMOCTb Pa3MEPOB TAﬂ,OI? OT NapaMeTpa gamma
nomeHos (TAloB),a Take CBSI3bIBAET OCHOBaHUS Gonee » [porpamma ChIPMunk no aanHbiM ChIP-5eq 13 6a3bl AaHHbIX. » Anroput™m Armatus cerMeHTauum n3obpaxeHui Dependence of the TAD size on gamma
MENKUX MeTeNb XPOMaTUHA B KOHBEPreHTHOM HanpasaeHum. HaitaeHHbIi Npodunb CBA3bIBaHMS B nakete greendale ans Python.
[leTany u AMHaMMKa 3TUX NPOLLECCOB OCTATCS BbIACHEHHbIMM CTCF binding profile > [lonck onTMManbHOro NnapamMeTpa gamma. .
He 00 KoHua.KpoMme Toro, B nnutepaTtype HeT CBeaeHun o B -
ces3u TALloB, netenb 1 apxutekTypHoro 6enka CTCF ansg C 2 RelnEEEEEERERE
XpOMaTHHa KypuLpbl. C C : -
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. Hano)xeHue nonyyeHHbIX pa3sMeToK
Mouck cantoB ceAsbiBaHMA CTCF KypuLibl |
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» Busyanmsauma c nomouwbio R.
» Bbibop P-value anga ob6bacHeHns 90% numkos. y a -
¥ — oer » MACRO-APE gng noucka coorsetctemga Score u P-Value.
\Q » [lonck cantoB cBg3biBaHMa ¢ nomMowbio SARUS.
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[lpMep coBMeLLeHNs pa3MeTKU NMUKOB M HANAEHHbIX CAUTOB
Superposition of peaks and CTCF binding sited
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. TennokapTta B3aMMO4eNCTBMA XPOMATHHA —
cBasbiBaHua benka CTCF gnga kypuupbl; MMBOMIHbIX KIETOK 100 Kb
onpenenvTb HanpaBneHus ceasbiBaHna CTCF u nccnenosatsb 1507 Heatmap of the chromatin interactions for lymphoid cells
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» CPaBHUTb opraHmnsaumnio TAJoB y ABYX KNETOUYHbIX TMHUW

Kypuubl U CONOCTABUTL NX CO CBA3bIBAHUEM. :
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HanpasneHue nukos CTCF npesputpobnactos

MaTepMaJ'l bl U METOﬂ,bI 0 S TSSE Caiitbl cesibiBams CTCF CTCF peaks for proerythroblasts

CTCF binding sites

» TennoKapTbl B3aMMOAENCTBUN XPOMATMHA KypuULbl 114
3aBMCMMOCTb pacnpeneneHuns Konmyectsa CaMToB Ha MUK OT p-value

q)parMEHTa 14 XpOMOCOMbI no pE3yn braTdM 3KcnepM- Dependence of the number sites per peak on p-va[ue Heatmap Of the Chromatin interaCtionS fOI‘ proerythrOblaStS
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enJiokapTta B3aMMogencTtBuUnM XpoMaTnUHA
KJIeTKnU 1 U ﬂp@BpMTpO6ﬂaCTbl); . | npe3pMTp06naCTOB
AbStraCt » ChlIP-Seq apxutekTypHoro 6enka |
xpoMmatnHa CTCF gns Tex e TMnoB 30
KNETOK.

Chromatin in eukaryotes is

organized in megabase-scale TADs
(topologically associated domains) and
smaller loops. According to the prevalent
model, the CTCF protein plays a key role in the
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formation of the chromatin structure. CTCF is associ- N

ated with TAD boundaries and is supposed to anchor loops if 5 | > HalineH Npobu CBA3bIBaHua CTCF a9 KVDULLBI®

bound to DNA in the convergent orientation. O ; i —— 2 P J1b 3b =4 ypuubl,

We analyzed CTCF binding in two cell types of chicken and found no 0.001 0.000382 0.0001 000005 0.00001 » HE 06Hapy>|<eHo npeobnagaHmnsa KoHBepreHTHbIX coceaHmnx nukos CTCF

prevalence of convergent neighbouring peaks in ChlP-Seq data. We compared e

CTCF binding with the chromatin structure for a 5 Mb region of chicken genome
and found association of TAD reorganization and changes in the CTCF binding.

B AaHHbIX ChlP-Seq;
> U3MeHeHusa B opraHusaumm TALoB conpsxkeHbl ¢ u3MeHeHMaMKU cBsa3biBaHms CTCF.



