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PecekBeHnpoBaHue

OObeKT: cOOpaHHBI U AHHOTUPOBAHHBIN T€HOM

v_%

ChIP-seq



TpaHckpnnToMMKa

AHann3 akKcnpeccun reHon



PHK=-cekBeHnpoBaHue

e PaspylleHne KNeTok 1 TKaHen
° Ouunctka PHK (B ToM uncne ot HK!)

° TapretHoe oboratieHune nnu,
Hao6opoT, 06efHeHMe obpa3La
° CunHres kHK

® CeKBeHMpOBaHMe

Mpo6nembl:

PHK n JIHK BO MHOIrOM XMMUYECKUN CXOXU

Ho PHK ropasgo meHee ctabunbHas, yem HK
[JHKa3za paboTtaeTt He Bcerga Ha 100%
6onbwmnHcTBO PHK B npenapate npefcraBneHo

pPHK, pPHK n TPHK ctabunsbHee, yem MPHK

Kputepuii oueHkn kadectBa npenapata RIN (RNA integrity number)



PHK=-cekBeHnpoBaHue

CMmeJi0e npeanosiokeHue:

KOJIMYCCTBO pUOB IIPOMMOPHHUOHAIIBHO KOJIUYCCTBY MPHK rena

Onun npumep (2 o6pasua):
B 6 oTei | E1OAvoTeka 1 L GHOAMET.
P 20M 10M
Eoe 1 Read count 1000 500 i
L mRNA 10 _ad J

Bropoii mpumep (Tot ke obpaser):

feH 1 leH 2
NnuvHa 1000 5000
mRNA 10 10

[ Read count 100 500 |

Jlanusbie:

* TMOBTOPHOCTH TEXHHYECKHE
* IOBTOPHOCTH OMOJIOTHYECKHE

OOBIYHO JIaHHBIE COCTOAT U3 JIBYX
u Oonee oOpas3ioB (samples),
OTPaKAIOLINX Pa3HbIC YCIOBUS

+ moimA-oboraiieHue;

+ pemteuus pPHK;
- IP

IIpoGonoaroroska

OOBIYHO peann3yeTcst TapreTHbIH
TIOJIXO:

* TOBTOPHOCTH 00€CTICYUBAIOT
OCHOBHOM NPHHIIUI BCEX HAYYHBIX
MCCIIEIOBAaHUH - BOCIIPOM3BOIUMOCTh

[re]




YpPOBEHb 3KCnpeccun reHa

Fenl Fenl
50% pupgos 75% pupos

10% pupos
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COOTHOLWIEHME YUC/IA PUAOB COXPAHACTCA
2:1:2:4
Camu yucna puaos MeHATCA
Monyuaercs, uyto reHbl DE




OcobeHHOCTU MOKPbITUSA

20% punos npuxonurcs Ha 80% reHoB
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Hopmanusauyus

HaubGonee nomynsipHbie Cr1ocoObI
+ RPKM (Reads Per Kilobase Million)
+ FPKM (Fragments Per Kilobase Million)
+ TPM (Transcripts Per Kilobase Million)

RPKM:

1) umcino Bcex puaoB B oOpasiie genum Ha | mutH (per-million)

2) puAKayHTHI IeHa JeauM Ha per-M, nonyyaem RPM (HopManm3aius Ha ryt
3) nenum RPM Ha qiuHy resa B T.ILH. (HOpMaM3alus Ha JUTHHY )

TPM:

1) puaxayHTBI reHa JensTcs Ha JumHy reda B T.ILH. (RPK)

2) cymmupyem Bce RPK B oOpasie u gemum 310 uucio Ha 1 miH (per-million)
3) nmenum PRK kaxcaoro rena Ha per-million dakrop

When you use TPM, the sum of all TPMs in each sample are the same. This
makes it easier to compare the proportion of reads that mapped to a gene in
each sample. In contrast, with RPKM and FPKM, the sum of the normalized
reads in each sample may be different, and this makes it harder to compare
samples directly.

Here’s an example. If the TPM for gene A in Sample 1 is 3.33 and the TPM in
sample B is 3.33, then I know that the exact same proportion of total reads
mapped to gene A in both samples. This is because the sum of the TPMs in
both samples always add up to the same number (so the denominator required
to calculate the proportions is the same, regardless of what sample you are
looking at.)

(from RNAseq blog)



DESeq2: Hopmanusauus Ha pasmep

1. Cnenaem pedepeHc, rie puaKayHThl paBHBI CPEAHEMY F€OMETPUUECKOMY

gene  sampleA sampleB pseudo-reference sample
EF2A 1489 906 sqrt(1489 * 906) = 1161.5

ABCD 22 13 sqrt(24 * 13) = 17.7

2. IlocunTaeM OTHOIICHHUE KaXI0TO 0Opasia k pedepeHcy

pseudo- ratio ratio

ene sampleA  sampleB
9 P P reference sample sampleA/ref sampleB/ref

1489/1161.5 906/1161.5

EF2A 1489 906 1161.5 — 128 ~0.78
= = ene sampleA sampleB
ABCD 22 13! 16.9 22/11269 13/013'79 g P P
: : EF2A 1489/ 1.3 = 114539 906 / 0.77 = 1176.62

793/570.2 = 410/570.2 = e

MEE3 793 410 570.2 1.39 0.72 ABCD 22 /1.3 =16.92 13/0.77 = 16.88
76/56.5 = 42/56.5 =

BBC1 76 42 56.5 1.35 0.74

521/883.7 = 1196/883.7
MOV10 521 1196 883.7 0.590 - 135

3. BeibepeM MeauaHy 3TOTO 3HAYCHUS
JUISL KaK0ro 00pasiia



DESeq2:
mean-dispersion
model
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dispersion

0.00010000
1

len 1 1000, 990, 1000, 1010
(cpepHee: 1000, amncnepcusa: 50, dm: 0.7%)

0.00000100
1

D = (Var - )/

leH 2: 0, 10, 10, 20
(cpeaHee: 10, ancnepcumsa: 50, dm: 70%)

® gene-est
® fitted
e final
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D - mepa BaprnabenbHOCTU
mexay obpasuamm (BCV)



logFC

DESeq2: EBS of LEC, MA-plot
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DESeq2: ctatuctuyeckmn Tect

BepHas runoresa

H, H,
H| HeBepHO NpuHATa
H, | Hy BepHo a
Pesynbrat 0 0 BEPHO NMPUHAT (Owwmbka BTOPOrO poaa)
npUMeHeHUA =
HEeBEepHO OTBEprHyTa
Kputepua | . 0 — .
' | (Owm6ka nepsoro pona) p BOPHO.OTRAPIMYT.
NB(H,, FC=0)

MNOTHOCTb

NB(H,, FC I= 0)

3HayveHne 3¢ hekTa

H, - HET pasHuubl Mexay sKCrnepuMeHTamu,
logFC = 0.

o owmnbKa NnepBoOro poaa
1-a cneuncpunyHoCcTb MeTOAA
(H, npu BepHoii H )

B owmnbka BTOPOro poaa
1-8 4YyBCTBUTENBHOCTb MeTOAA
(H, npu BepHo#i H, : HailTh achcheKT Tam, rae oH 6bin)
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DESeq2
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Cond2

OTHoweHna mexay scatter, vulcano 1 MA

log10padj




