JnureHeTUYeCKue MeTKM Ha npumepe
reHeTMYeCKoM MHaKTUuBaUuum
(“silencing”)



[pULIEHTPOMEPHbIN FrETEPOXPOMATUH
JYXPOMaTUH NMpu apdeKTe NOIOXKEHUS
NHakTuBaLmna X-XpOMOCOMbI M1IEKOMUTAIOLLNX
Perynsauns roMeo3ncHbIX reHoB Ap0o30dUbl

MIHaKTUBaLMS NOMOBbIX JIOKYCOB Y APOXOKEN
S. cerevisiae

NMAPUHTUHI (Y HEKOTOPbLIX BUAOB)



o OTcyTcTBME “aKTUBHbIX" MOAUDUKALUM
e Hanunume “penpeccmBHbIX” MOANDUKALINK

e MeTunuposaHue [HK



e “AKTMBHbIE” MOANDUKALINK

met-H3K4, met-H3K36, met-H3K79,
ac-H3K9, ac-H3K14, ac-H4KS5,
ac-H4K8, ac-H4K12, ac-H4K16

e “PenpeccuBHble” MOandUKaLINK
met-H3K9, met-H3K27, met-H4K20,



— — T

ac-H3K9

HMT

Su(var)S-SI!-.

di-met-H3K9
tri-met-H3K9 \

Xpomo,nomeH | “

di-met-H3K9

tri-met-H3K9
silencing




€ e

di-met-H3K9
" tri-met-H3K9

mono-met-H4K20

J di--mEt-H4P:2j///
'.
tri-met-H4K20 “

di-met-H3K9
tri-met-H3K9

} l
silencing




HeanureHeTnyeckmne MeTkKu
Ha NnpuMepe TpaHCKpUnuuu



reHbl “agoMallHero xo3ancrea”
réHbl "HeMeaeHHoro oreera”
TKaHe- 1 cTaauo-crneunuduyHbIE reHbl

reTepOXpPOMATUHOBbBIE M'EHbI



LH2BK16Ac,
LH4K8AcC,
LH4K16Ac

Other Acetylation

H3K4 Methylation
Tri- Di-

Mono-

155 TSS 5 CDS mid CDS 3 GDS
Distal Proximal

TSS - transcription starting sequence, CDS - coding sequence

H3K18Ac
H4K12Ac
H3KSAC

H3K14Ac
H4K5AC

H2ZAKTAC
H3K4Me1
H2K4Me2
H3K4Me3




phos-H3510 n reHbl HeMeaneHHOro OTBeTa
(reHbl TennoBoro LWokKa)

J
/4
87A 63BC
87C
\/ GTB\‘
&
-_- 93D
 WEEE
Rl
." .
-a'm,c.
el
& K5




YcpeaHeHHOEe NO BCEM
reHam ApoxuKen
pacnpepeneHue
Moaundukaumimn ruCToOHOB
OTHOCUTESIbHO eAUHULIbI
TpaHCKpUNuumn

Carrelation with
Transcription rates

Histonas
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BapMaHTbl TNMCTOHOB TOXXE ABNAIOTCA
MJ1IEKYJIAPHbIMN METKaMM
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Transcription-coupled histone replacement:
Loss of H3 and gain of H3.3 during transcription

B nokycax akTuBHOM TpaHCKpunuuu rmctoH H3 3ameHseTcs

Ha ero aHanor — H3.3
Ha puc. - nybl TENOBOro WOKa B MOSINTEHHLIX XPOMOCOMaxX 4po3ocusibl)



Two kinds of nucleosome movement:
Recapture and Replacement

competes with
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MEeTUNMPOBaHNE B

anCyTCTByeT B XpoMocomMax ,D,p030(bllll1bl MeTUIMNpPoBaHUE BbIABIACTCH
MOCTOSIHHO

B OCHOBHOM Ha 3MOpMOHanbLHOM cTagum.

CuunTaeTtcs, YTo B AanbHenwem passntum metunuposaHne [HK
3aMeHSAEeTCs Ha TMCTOHOBbLIE METKMN.
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Kak “Hacnepyetca” “rmcroHoBbIn koA
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Chromatin Challenges during DNA Replication and Repair
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Kak “Hacnepyetca” “rncroHoBbIn koA
MeTunmpoBaHne AHK=— mMeTunmnpoBaHue rmcToHOB
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MexaHu3mbl nepegayun anmreHeTn4eCKoro CoOCtosiHMUsA B npotLecce pensJnkaumm

COopKa HOBbIX HYKIeoCcoM B pensfimKauMoOHHON BUSIKe
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NMo3gHaa pennukauus
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| i ; o HacnegoBaHuUsA
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TonbKo ¢ «NO3AHUMN»
BUJSIKAMM CBAI3aHbl
¢epMeHTbI, BHOCALLME
reTepoxpomMaTuHOBbDbIE
moaudcdumnkaumm
rMCTOHOB
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