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KpaTKnit Kypc moneKkynapHoun bnonormm

e |[leHTpanbHaA Aorma

— Pennunkaumua, TpaHCKpmMnuma, TpaHcaALNA
e Perynauma

— CUrHanbHbIE NYTH

— QaKTOpPbI TPAHCKPUNUUN

— INUreHeTnKa

— [1pocTpaHcTBeHHaA CTpyKTypa AHK



JlaHHble

YpoBeHb 3Kcnpeccmu

— KoHueHTpaumm mPHK

— KoHueHTpauun benkos

— Bpemsa un3Hm mPHK n benkos
— KoHUeHTpauun metabonuntos

B3anmopencresus

— benok-IJHKosble

— benok-benkosblie

CTpyKTypa reHoma

— MeTunuposaHue n oTKpbITOCTb AAHK

— [lonoxKeHne HyKneocom n moamdunKauma rmCToOHOB
— [1pOCTpPaHCTBEHHAA CTPYKTYpPaA
(DyHKLI,MOHa!'IbHO-I'EHeTMLIECKME

— JleTanbHOCTb U pEeHOTUN MyTaLUM
— CunHTeTnyeckune netanm



MHorue metoabl OCHOBaAHbI Ha CeKBeHNpoBaHUU

e YpPOBEHb 3KCNpeccuu

— KoHueHTpaumn mPHK:
CeKBeHUpPOBaHME TPaHCKpMNTOMa

e B3aumopencrema

— benok-IHKosBble:
ChlP-Seq

e CTpPYKTypa reHoma

— MetunnposaHue [HK:
bucynbPuUTHOE CEKBEHMPOBAHUE

— [lonoxeHne n moagndPuKkauma HyKNeoCom:
ChlP-Seq

— [MpoCTpaHCTBEHHAA CTPYKTYpa:
HiC



A doubling of sequencing output every 9 months has outpaced and
overtaken performance improvements within the disk storage and
high-performance computation fields

Sequencing Progress vs Compute and Storage
Moore’s and Kryder’'s Laws fall far behind
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KapTupoBaHue TPpaHCKpUNTOB
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KapTupoBaHue TPaHCKpUNTOB
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Tpa HCKPUNTOMDI: TUNMNYHDbIE 3a4ad4YU

e KOoroptbl NaUMEHTOB
e ONyxonb — TKaHb

e InpdpepeHumnanbHbi ANATHO3
e [lporHos

e [Toabop neyeHus

e /leKOHBOOUMA
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Single cell reHOMKKa 1 TpaHCKpUNTOMMUKA

* [eHOMWUKaA: UCTOPUNA KNEeTOoK
— HenpoHbl
— PaK

e TPaHCKPUNTOMMKA: Pa3NnN4nA
KNeTokK

— Intrinsic noise
— UMNPUHTUHT
— 3mbpuonorusa
— PaK: KnoHbl
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Mpobnembil

e lllym: Kaxkpooe otaenbHoe HabaoaeHune
HEeHaaeKHOo

e MHoOXecTBeHHOe TecTupoBaHue. FDR
e bonbliaa 3HAYUMOCTb — CNabbin SPPeKT
* B3anM03aBMCUMOCTb NapameTpoB

e ABCTpaKkumA: paboTaem C KOHCTPYKTaMM, a He
C peanbHbiMU 0OBbEKTAMM

e [lpeackasaHue (meamumHa)
VS
e Feature extraction (bunonorus)
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MeTtunmposaHue
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ChlIP-Seq
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Apyron npumep: cpaBHEHUE KNETOUYHbIX IMHUNA

Ernst

et al.,

2011
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[MpepacKka3zaHue YPOBHA 3KCNpPeccumn no
moandUKaunam rmCToOHOB U NO CBA3bIBAHUIO
$daKTOpPOB TPAaHCKpUNUUU
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HiC
E.Lieberman-Aiden ... J.Dekker, Science, 2009

Crosslink DNA Cut with Fill ends Ligate Purify and shear DNA;  Sequence using
restnction and mark pull down biotin paired-ends

Hindil enzyme with biotin
A 7
Gl B @ =T 7
R ¥ N ( :_3.:":_
) J ==
’ B -
-

Journal of Visualized Experiments
Click Here to Watch this Article on JoVE
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paHuubl TALlOB B OCHOBHOM COBMaAalot
MeXAY KNeTOYHbIMU IMHNAMU '
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PacnpeaeneHme XpomaTUHOBbIX METOK
Ha rpaHuuax TAQos
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lNpeackasaHue rpaHUL, N0 MeTKam U

caMTam CBA3bIBaHUA UHCY/IATOPOB
(monbiTKa feature extraction)
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letters to nature
Nature 188. 336 - 337 (22 October 1960): do1:10.1038/188336a0

A Fly Larva that tolerates Dehydration and Temperatures of —270° to +102° C.

H. E. HINTON

Department of Zoology, University of Bristol.

v

Anhydrobiosis

Cornette & Kikawada, 2011, IUBMB Life
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PasButue: ANL0 — INUMHKA — KYKOJIKA
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