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W =

TR H3 F 27 UHER =&ML (H3K27me3) BR—FMEZEMNRILE L
¥R, SEFTBEX, EizE®H, PRC2 (Polycomb Repressive Complex
2) EEMHT H3K27me3 fyEE, HWE CLF (CURLY LEAF) 2REHBEL
MRENEEARENEBIE—. RINFENASBREEREHIE (RNA-
sequencing, RNA-seq), 4} CLF EAMRAEAREHET, WEMEHER
FIEPEN, 248 CLF 2 5BENEYFRE. UEEZNETT Col-0 AX
BB, ST clf29 REGHITTHFANFH T, RMNEKIE 834 MEER
X i, 684 NERFRIATIE. RMNENZEX LIFS TRANERRTTTRBED
1, RIEDINEE SR TT clf-29 REGBHWIRENOREBUAEXNN ., B, KX
&M T CLF S50 HthEmFdTE, At —P R CLF NI REE
T &,

Xg818: #\F7F, H3K27me3, CLF, RNA-seq



Abstract

Trimethylation of lysine 27 of histone H3 (H3K27me3) is an important
epigenetic marker and is thought to be involved in gene silencing. PRC2 (Polycomb
Repressive Complex 2) is thought to play a significant role in establishing H3K27me3
in eukaryotes. Its subunit CLF (CURLY LEAF) is one of the histone methylation
transferases with catalytic function. We hope to use the data of RNA-sequencing
(RNA-seq) to analysis the effects of loss of CLF protein on global gene expression in
plants under different conditions, and explore the biological pathways CLF regulated.
Using wild-type Arabidopsis col-0 as a control, the result of RNA-sequencing analysis
of clf-29 mutant in Arabidopsis thaliana showed that 834 genes were up-regulated and
684 genes were down-regulated. We also performed cluster analysis of up-regulated
and down-regulated genes, and found that some changes of gene expression quantity
corresponded to the reported phenotypic changes in c/f-29 Arabidopsis. At the same
time, we also found some new biological processes, which laid a foundation for the

further functional research of CLF.

Keywords: Arabidopsis, H3K27me3, CLF, RNA-seq
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1.1 R F

BN HA A JER ? KA, X — B AR B
WA R 2 Ryt A A i 2 8] BE A AR R A ANE] A2 B R AT A thoE T
Adm? AR KA 2z o BEE R HEE M AATHRIAWHR 2, JE 50 OW 53
TAME. )5, RGBSR L 7R i, wmEE AT AEGPIARE T
HERIED . AT G R AR B AEY) 2 th4u A B, 40 dris ke T AP
frid . AR DLAT, R i B Y S, RSk 2 0 402 RS R A
RO, BRI H T 8L R 7 BN A E RS . 2 )5, BERIRE B A
WS PR O A R SR P e, X — SR (1) R A8 S, R R TR Gk B, B
BT TR R AWIRN, FATVHITE T DNA &R, #—2m, Ik
ARANE FL o0 R BhERAT T /% T DNA MZ5i9@. DUPGREE 2 51 20 G i 3 1 g AE
55, DNA #5309 RNA BB ROy E BT EDIRE. AMTE SN, R f#
BT 7 AR NI A, mT DAE A AR AR B L. AR, BRI E
AW ) R 2 B 3 DT 4 R, AT A A PR IB AN 7838, iR
(I k AT B AT o FRATIZE R R IR A L, ERANIR AT DML i RGIEH
1478, X TCHEE R BT DNA FP 9 A2 m A R e — 07 2o 4l iy s
BAER, TEZ RN, BEENMAE T, S8 E IR, 1 HiX
PR BAAE Fo RZJEA AW, RZHIEEIE, APk 2R —tegs
RIOTT, SRR IS AP AR A Bl R SR R AR, T Y s R R Y
. AEIXEER R, AYIH) DNA P A5 R AU, (AR T B FE R Rk 7K1
Hger AR, X R IR . LIS AE 22k R Wt S AE B DR R AR IR 7 41
ARAEBERITEDL T, LRI IE T AR (b i — 1 T3g 4% 2200,

FMBAL SRR AEY) — 4, AR5 DNA MU Gtk T2
TSR R 1 B R ) 3RS, T X SAB IR AR N R IE AL b ic « RAE % A ic 446 DNA
AL, HEAREULAEABEANRZHIER (B 1), DNA N
(17, FRATIAERIWEFL LI, HEAR DNA AT LA ATCG DR HEIE HESIH &
HE BRI 2 AMEH R 2 HARKIE B . TR AELE Z PG AT LUE T DNA,
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N E ki DNA B B, , S NRPRRIRE:, B 0BT B, 9] o)
AL 25000, X BB BA T B 22 RE T BE R 20k . BRI 4, DNA SE 2 VKRR
EAMS G, XEEAMSH B DNA R4 B R . AP S )i
¥ S5 2 R E 22 52 DNA 7 I aT B R, b AT o] LUK 323 s e £ Jo A
SUEIR, E QAR AR, RNA RAEWEEAS T, X8 X )2
Rt 25 5 RIE, 5 Y R R 5, X — IR R R R A R M . G o i
AREALFERZ/AME, /MR E DNA FIZESH BB F . — Ok, A Tl
MAHEH: H1, H2A, H2B, H3, H4, ' H2A, H2B, H3, H4 Az 0HE
I\, 5 DNA —@H# Rk /ME, HI AT MEZ I, HEAR N ik
SRR MEZ A, IR Y AR Z B, WL, SR
BERRA 12 FNEE, IXLB R Y (I ) KA AR, RS DNA 1l
BRI, ARt 2did Fomhor =, FIZHEE R B et o MU AH 2
. HRTEHE H2A, H3 SHEASHERIMAGFIEZSMAEATR, XWHAEAE
IR A HE AR FIRE T R, MR EARAENBARES, Yk
SRR RN RES, Q5 2, EVERNRIE SR Z M EZRE, )
REANRUAHTE, JLrp2H 8 A0 R B A0 70 A X A2 1) — Bl SR R A Al

H3K27me3 e H—H.

;Erwlronmcml factors

['71
— Environmental toxins | Dnet’ Stress! Exercise [Srnokingl Alcohol

L]

! Drugs ] Pathogensl Weather ‘

‘ l Signaling pathways? microRNA?

B 1. R SRR
R SN EAT R, SBEE LMK KT MR AR, R, BARKR
M 773U DNA HEEAL . AR A B HE 22 Yt EH



1.2 H3K27me3

H3K27me3 183 H3 B AR 27 MBEA RN = F 3B, XN
WALAB R Ny 15 FE DR Rk B 0% o JLAE SRR IR B AR A7 B A B
TEF, R AL ARG B IR AL, BN SR AR LK
IEH TR A 2 A R,

EEZAEYH, H3K27me3 H PRC2 H &Y 517, PRC2 42K Polycomb
Repressive Complex 2, &7l Polycomb group (PcG) EHE W, HAEHEZ
AW RSP 4E4E . CURLY LEAF (CLF) . SWINGER (SWN)f1 MEDEA (MEA)
T =F PRC2 fEALIEE, Hb MEA (NAEMFLH RFE(EH, 1 CLF #
SWN MRV R B REEH, 2Rk DNA P A5 R R AR 5%, ERF
A ST H3K27me3 211 (& 2). Ey PRC2 B&WH—#87r, CLF Bk 1 i
¥ H3K27me3 MIFESL, M N5 g Rl 520 D02, A AH DG RIRE 7T A
N CLF 2 A th Al fg il id 75 AGAMOUS(AG) M SHOOTMERISTEMLESS(STM)
BB A IR IE R AL AU, T CLF W32 H AR I, il i 5t
&I COOLAIR HIfig5 PRC2 5244 k), Juft i 8 % & PICKLE 25234t
CLF fEHMIhAEE), 25 |, CLF X RMBLFRIC H3K27me3 I 1E 5 @S2 0HE
VI IE K B A EEMEH, IRAERIT CLF MIThEeE M RHER L.

W5t CLF &, MUGREHAE PRI B IR T ThRE, T e
FMBAEFRIC H3K27me3 BXR % V), X CLF K785 i 7] 5 % H3K27me3 1E %
EALHIE AT . CLF SERISE, Johtsr $5 H3K27me3 7E4UL R T3k I
ERR ARG R AR IR, IR BN AR O R R U R A A AR L
ZHTHIRZ I TR IT T CLF SRR PR LI, 1 FATE AR
BEARKFHRIT CLF SR, WL 7 4 Jo B R Rk A A 4 5



Target gene

lGA telobox other' VWW\ IncRNA

PREs ? H3K27me3

/& 2: PRC2 3T H3K27me3!!7!
PRC2 5 G142 #57 H3K2Tme3, -2 el HE CLF F1 SWN S sitfifl, Howhr H a5
BRIF AT IncRNA 5%

1.3 EEENFHEAR

B 1 ) RAR A i 5 R A G4, v B B AR R PRI R e 45 AT T
WAL T TR o MR CAHT, ATt X £ B AR 40 (1 6 R 20 15 8106 6 A i 11
G, BESRIITE CLEF WA U N K (0 4 B R 20 15 51 RN A R A 56 Rt ot it
AL AER BRI R R %% DNA 45 R DL IAE 1) e s P B AR
FRATTIRAE E— 25 BRI FE A T (5 F).

1975 4, Frederick Sanger & B | Sanger XUt S AE L 1%, XA VR B AT
NI FPHEAR B E T 360 . HoR 7 9¢6(5 51 dANTP B T dNTP, 1§75
WP P FULEY G R B2 1k, PAERZAFKERZITR, HRHBIKS S,
s el 5, MM DNA FAIUS, — R FEdem R, & —FaiaiE, =
7 HRCRIAIG, Tl AR, QR AR EAE — 2 5 R AH R B 75 AR SR AR (R et
], X AR BRI R AT ER . 2 5, DAl s v e S s — AR
HIL T AR PR M PCR, MR ERANF I DNA FBoin B4k,
R [ e R A S Y b, RN AR BEREAS/NX AN AT — 2% DNA B, FAI ¢
Y6 ANTP AT 2 5010 3R G -1 e RO SR SR U 71 o — AR 7R R R 0 -
JUTIEIJLE T34 DNA 2 FHHMTIE . 0T om0, KEIR M 35 Fhdl 2
BT R UL, AN T BRI B T AR 75 (58 o AATTAT BATRI I X 4 LA RE s
—ARFR, LR FRNBEIATRII T, R Ge vk 2 (0 75 23R B 22
S5, XX TR FUE G e LA R B HA IR EZER . 2R, =R
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T — AR ™ 5 o R I P A P, DA T 7 BT A VR 22 O C B 5 VR AT
RERVAE FLREN /) DNA FBUK . BEAE AT T 7K A EOR AN BT 52 T
=AM BT AE . =AM P X AR 77l 7, FIF DNA 707 5 id 4ok
SASLBATI, HT AR R 381, ad F I R i, (R L i
AEE, IR, A RFREERE.

5 R, B8 I SA B AE AT AR 1E, IR R reads Jr BI) mapping 240%,
PUPE R SR B A AT O HER L, SRR 0 BT A BRAE [RL2D (R B3, ANt B it
R, TSR, SROME T T % WP BRI AR, 1EIRATRES
M Z WAL, B JE IR E M AR S R Tl fe. K 73 B S ik PR 8 22
Bred, BFeH, RIWBEHR . DAE, BEERIT AR s, #&
NERARINFE, Hi-C £50R, 2 (Al EOR, 22 AR A 2 B S5 AR A
Ko EIEREM PR CEREERATAEINZ W, EINARSEM )= 2 05
IR, AR MEAL AR IC IR .

DRI Fr B AR B JE s SRV RN R I (e S b AT 2 PO, XA A3k
ATRT UM BEBCE W) 5 T 25 1 i CLF 8RBT S BRI 238 1% 38 10 7T 36 25 AT 46
S EERC AR 11 H AR BRI RE o FAN A AT AT 1 clf-29 SRAR A T N S g,
5t REZEL 0 B AR A0 B I SL R 3EAT RNA $2HL, A5 ZIPAL /S0 RNA FE i
B AT, BATR ARG R s s 45 R, BT RNA-seq 70 i
Xt CLF £ H PRz 2 R 34T B8Oy 4 T bR 7% .



. MRETIE

2.1 EYIRE

AR S B v R LR IT M R AR S O Col-0, RABAE clf-29
(SALK_N521003)1]%-F ABRC (Arabidopsis Biological Reserch Center) ¥
YRR RN K BB E (22°C, A% 16h, HE 8h) 4K 14 R
Tr8Jy .
2.2 RNA-seq

FEHT— Al B 5 B AR K B B R WA B — TR o Gl R R AT 42
RNA, 4% cDNA SCFE, R mil - F 6 705 0077 3, MRS & H K& reads
R GG HE o« P WA SR VR AN R R S B AR AR I 22 R
12 1) i DR R SR BCERAT AR 2 PR A5 R 2 i R R © 2 b ia T 35 I PRI 751221, )
TP T & 2 AN T o AERDATIE, RNA-seq T4 FH T /KB, Tk,
ARG ST SRR 7T, ST — L e A T St g R P). B T W UL IR 1
RikEZERZAH, AARBIYIRORT, JEgmig RNAPS, FOR RNAPRIZE R 7T th K
AR o AEIX B, JRATT 3 ZE R At SRAR AR A R B R Rk IR AR A

AT RAR A AR R A R R IFEY) RNA 2B E0 14 RIGE
AL Col LA R RAZAE clf-29 34T RNA fihi$2. 13 2m &1 RNA 5, {1/ KAPA
) mRNA capture FZERANEERF 1 mRNA-seq & FERF & #ET RNA-seq L
o SO EAAL JE Ik RS R PR A R FEAT XU 150 bp K 1wyl &,
M FPREE N 15-30X . BEAMEAR =ZANMSL I AEY) ¥
2.3 A B R BRI 5 X8k

e T A EHERR Y, T S R T AL B R L . DA
Mlumina K75 4], HRERLEHIRRIEACE Y 30-300bp. A5 B2 Hilll A3 4%
N RIS 2 BB IR S R A, R EE SR AR S SRR, A5
AR SRR . B T 0SB40, %I P EdE e 2l — A &
Hm, ENZATIEN BEERE, HRERTEEN 7.94e-5 2] 1. TR RFULZ]
WAL MG IR, R Q ERIIMENSZ, HEATAWILALK)
DRI P 25 SR A AT E 00, BRIk, JE 1 2 Bl 5 34 2 Xty I 7, 0 7 B S Xt JiR
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SRR FOI PR AT ] . AV fastqe T BRI BIRA T ZS R, % T
Hog—MET java IUEAE, RROS DS M0 A BYBRAT T M SR A6 B 2 75 A7 15 17

TEH R R, @R SRR T A 3 B In—AS@ 519 BRATEZ G
24 P13 211 reads 3 B BRI R4, T 1% 5100 B oSk 23 52 12 72
BATAIH cutadapt BE4T 5140 F 5 IV - Cutadapt FTT R F& 7E 25 5245 K % Sven
Rahmann Z4Z AN FFaa 1, & A7 DU I 2594685 1 7 U R 3 Sk 55 | e ok
B e X S P A1 B, B w] LIS I &Ry S SO 8 s A X readsP!,
T8 XU A, 3 75 B 25 R B 4% reads 1 37 23k o FRATTFTHEAT AU XU DI 2
B 3 %k A AGATCGGAAGAGCACACGTCTGAACTCCAGTCA 5
AGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGT.
2.4 reads FEZE A _EHIILAD

A THAT 2R A mEE T, 20 T HE PR R RIS AP &R A
b, FRATTRE R M F FrA3 BI 1 reads X B R R A 1, FAE HRIAEFNE:
ANFEDR TR R reads S SR F W RN FE R ) RA B A K. Sl — B
S — D2 5 L reads B ST EE BRI E XS R

H AT 1R 2 (5 B T, 0 bwa, bowtie 45 . X BLFRA 136 F 2 hisat2,
X e — R T R BB, HIET BWT Al ferragina-manzini index P F12 51 HE
o TEAFIESHHLNANT, hisat2 A& & PUE ) mapping I THB2, FRATHTAFEX
i HE, WHE “—rna-strandness RE”Z A T4 1) reads LU 24 F 7+ 1) TAIR10
HRAH L
2.5 RPKM

ATHT R R IR R PRI &, A Qi fAlidid reads HR ) 5 K] 1)
RIBEEIE? —MCRE, R —NERFREE R, IATEREAR IR 1A
[ mRNA B ER L, PR reads H4%, 7EFIH hisat2 AT UCAC
% mapping L1 reads b &% . (H2S5MFEE, A —DNERREFRFK,
FIE 3 A2 1) mRNA AR, AEA M7 FrfR i reads B 28 %, Miix— ml53E
R RIE R . T BRI, AT ZXSHAE AT AR L, RPKM #t
—FbrvEIL R 7. RPKM 4#% 4 Reads Per Kilobase per Million mapped reads,
HAREEE I reads ok B T 5L F G T FE 1) reads #. HAHA:

]

E



Total exon reads
Mapped reads(Millons) * Exon length(Kb)

FAVFIH deepTools HAFH ) bamCoverage T EoKfEUXFFEKIZLJE ) bam
SRR bigwig SCRF. SEIDXFFRE R, AT RUR B ST R R R IA
B, HaRXBIOTHET S LR, WPK RNA AR SEL SRR/ s
PP OS2 IR RT REAETE A 22 57, DR UG 58 4 AN T (0 R 4L S AN g B ) L B3,
2.6 FARTTHAL

Integrative Genomics Viewer (IGV)2&—FiE ke, & THHMRZ LA TH,
BT LUK DR A B R AT AT RRAK T P A 4 B B DR R 11 45 SR i i
R LE, FATAT AR 5 A BB R R A 3Rk .

2.7 FHRHIGETHER X

TERTBUE AT B AR B S5, PRATT T B 72 S0 L AN RE4H 2 A] ) LU AR 1 2
A2 K. BATEM T plotCorrelation K 58 Bl iX 1 . B AT A LA 5E 7 H
multiBamSummary 5¥, multiBigwigSummary i — MEABHE M ES M. R
JG 1E plotCorrelation FF|F Spearman HiETHHEAHKRE, HMMARITEE L L
BB L “HIREE RO R, A BRI R A
BTN IR — 555, AT BE I sk SRR A R BT A B3k 6 2H s o] L 2
O, AT 2 Spearman 77, 4l T heatmap.

2.8 ZREFRKT

R T A UER T R EFHHS LR, K BIRATEEAT # W1kl

Bl 22 5 R R 55 TAE. Seff ] FeatureCounts BEFPINIHALRA |

(A AMNET) 1 reads %, FFIH R FEEANITERERER. BATEE |log
2 [Foldchange]| > log 2 (1.5) Al P { <0.05 {ENHIEZARINERRER. FiX
HAHFE AT

2.8.1 DESeq2

RNA-seq 7 B0 K& (1 B0d 3 A7 A BRI LU, AT 75 BT L S 4 At R4
Z IR R RIE AP 22 57, AR I W R L JEE PRI /E AR f s B, R ik
e AR R ik N, AR IR CLF S AMTER .. BRATEFEX LN =
AT REAR ZTE) AR, DA B A Sk [ 1 ik B AR A 45 AR 5 wI AT, HEBR
TRIRVE ) 22 (I FENA « DEseq2 s — M a] LA B JRA TAL 2 RNA-seq B R 16 &

RPKM =
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FEER A o At S RN T RIS AR DEseq, F AR @00 REBBERIRERE, DA
SRR EE, S RNA-seq HHs 12E TR K P2 A 3 it 1 — AN 4 1 i e D At
VT Ll
2.8.2 TopGO

TEXT AR B IT 1 B AR R B AP R A BEAT 73 1T I, 3R 2> A B e g itk
—IB T R R B AR IR R 2 A A 4 ThRE, &I RAERE CLF B
AR G TSR R ST IR AR M . FRATTE A AR 5 E ST H3K27me3 (143
AR R ALK, BB W 7T H3K27me3 [ IE % & S A R B E# 1)
SO . R, AT TR B R IR BRI B R AT R 2K T TopGO &2 —A R 15
S M2, W Adrian Alexa, Jorg Rahnenfuhrer €%, B PAFEBHIRAT 58 i3t A
MRS, FATEH org Attairdd HIEEE, BP 4335, HEEFEMREAATZS 51
R AT R
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=. KEER

3.1 R EER

FEXTBAEBEAT 0B Z B, JRATTH S 7 E 0 DR SRAT 80 Fr it 1 B i A e
P, T BORBRHAF AR PRI P L, — RO URAE & B P8 3R R A8
FBK, WFAZ I P a5 R =, WA e R Hou B B8R 4L EIFEAT 04, 152
(4 SO RIAS FTE IIC. FRATRIA fastqe XS AGEHEHEAT BUERI CFHE 1D,
NS X, SRR I B K DNA F BOF IR EEZ) 08 150bp, Ji&E
PIRE TR KT, BURAE TN A R R A/ (B 3 AL B)o BBk, 25 Sy i
DNA Jr BUSk B 2 0 Jm 81 7 i s, BATHAIA cutadapt Sl 45 R
BEAT TSR ER (B 2). MHEECT R dn s, Kkl e m, 7
PR I el {5 AT T (B3 CL D).

3¢ IR IG5 i o B
(A F1B) AR 78 L RS B & (C A D) DRk Ab B 5 (1%
R R (AR C) FrafBEER TP ERBARAER, MAAES O RRaE
B, M ERSRAEE)E, BATER SRS (B A D) iR R 7T
AR R, (D) BRI Sk A B R

3.2 BEHIIP AL
FERA DR S e I P 28005 (0 P45 BE Ry i, BRATTR I SRAS 0 fr e e P e kAT
R T3k R A A UL RC o BRAR A B 2 AR 2 IOBAE 32 51, BRI RATIIFAS e X He it AT
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I3AT, AT EARBX L BT B A R AT 4 . AR histat2, FRATETIZRA
THIZH mapping £#E, 25 R ERIX LT 45 R mapping FEw, HAEET
96% [ Fr Bl B 1 HE NS - BRI R A B (B 1o HEFEIR, Y2
B AR AE g BT B i B L R b, B HIFARE S 2 RIULAC, AT REAFAEER G
HIIE O FATTE— 8 %) mapping v B BB HEAT RN, 3 g 0] BE R AR ) £
o EERREHRERT 1%08HEG, Bl r B AR OR B AR IH R S, K2 HERR
MBI R E R HIE R T 80%LA F (B& 1o tbAh, W PR B2 2 Pl — ZH E
e AAE HUbRUE « FATT R EORUEN 7 BT A5 1 PP 51 B2 BE S B 1) 78 o 900 R 7 O 2k
PRIZH, PRI AT P e e 270 ) S 5 400 B 2 R AL R/ B AL DAl R
BRI, R R, E I A 0 A0S R DR 4 7 G R DT R 1,

BT 7N A0 P e B0 R P2 1) R, 3R W e O 7 i P L, e — b o 1
2R B B AT AE 1

% 1: RNA-seq I#EEIC A

sequencing depth raw trimmed trimmd% mapping mapping% Q>=20 (Q>=20)%
clf29-1 43 34956528 34950686 99.98% 34048958 97.42% 31056109 88.86%
clf29-2 40 32170570 32163718 99.98% 31124830 96.77% 27521976 85.57%
clf29-3 41 33342874 33336138 99.98% 32489400 97.46% 29393087 88.17%
col-1 46 37244778 37242310 99.99% 36542155 98.12% 32494386 87.25%
col-2 28 22235624 22230806 99.98% 21583890 97.09% 19355789 87.07%
col-3 41 33187892 33184346 99.99% 32474201 97.86% 23442498 70.64%

e RN NHEAERN IR, JRA6 reads 8, R4k, FEPRAXT NS, 5 ik a5
ARH reads B LA LA R A reads AHEEPT A3 HOLEAR o W] DLAE BERE— 2B 0 B Bdie ) it i

3.3 JUFFHHE R AT S AT

FEQRIIE 1 BATHTERAS H N AL EEE I Fr i 2 e, JAT 7 2t — 2D e
B H I HEE R B AL R 7 BATHI LI EOR, Wke g P iR Rk, seind
A 2H 22 8] A 2L T 22 S 15 W 58 o 1B S 3R 1 i 1 /N AL A2 40 e o 2k PR A
ER o AitE DL, MM IGV Xt mapping J& FIEEEEAT TG, KIUE CLF 2 4L,
SEAG A Bk RERIA DY 0, MR MEARA B A (& 4). IEUIX AR
CLF JEPRIEW RIE, MSLRAR CLF 3K S mIyisk, A Fs X CLF
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HEHK mRNA,

rF el

AT2G23380(CLF) AT2G23390 AT4G22950(AGLI9)
repl I (T ]
clf29 | rep2 I ITTET Y T T T
rep3 y Al il
repl | | ANNTH™] 1T ST |
col0 |rep2 ] TR 1| . T
rep3 1 [T VT T | Ry - 1

Bl 4: CLF 7E3RAAE clf-29 B4R Col-0 H HIFRE B

FATFI A IGV 7L reads 75 mapping JG IS5 H, 16V ] LUK AR LRI BRAL 1 reads %X
SR G SRR IR, Bl lr20 SUBRRIIRTE, By CLF BRI, ATRIFek
BN 0. AT2G23390  CLF ML, FikBIEANZHN . AGLI9 NPARE 5

PRC2 EAWH KIFA RAERALN IR 2 ", S A rp ik i

FER IR T B RS SINTTER 2 e, AT T 1 S 2 5500 B4 2 1) 11 22 57
P FAIAIH] Spearman Correlation FEAT 704, B S ZH AN TR ZHL 4 PN ) 22 S
FXSBUIN, EENELF, TSR Ie AR 2 2 TA) B 22 AR BOR (15D, B B 3RAT
A LI I b AN 2H 2 8] 22 57 5 SR B CLF 32 [R5k 25 Xt 400 7 5 e S AL XD 5200

Spearman Correlation of Read Counts

cif29-2 elf29-1  elf29-3  col3  col-l col2

col-2

0.98 0.98 098 0.99 0.99

col-1

col-3

clf29-3

clf29-1

clf29-3

0.970 0.975 0.980 0.985 0.990 0.995 1.000

&l 5: A1 AR S SA

e, FATFI Spearman AHFAEREAT 731, KL SEIG2H 5 %08 HRZH 2 1] R 2H A AR G A
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s AHIAAHSGTER N B, T AN A2 5 RAR IR 2 (A AE AR O B R 22 5, AT LLIEAT
BE— 2B IR LU I A5 H 4518

3.4 RIEBERMT

FATHG BT mapping FT3HIEIEREAT RPKM [IARHEIL . FH AT LSS H 48
P AN R E DR R R B o FRATTHe S0 2 A 25000 5 et R L ) B AT A0 A o S
ZH 115N PR R 08 1 5 0 R A BT AR R ) % AN PR Rk B EAT R LG, F AR 3 CLF
RAR G I+ R R A AR L. AT S 834 MERKERIE B, 684
HRELIE T (B 6.

684 .-% ¥ 834 .

sig

~log10{pvalue)

log2(ioid change)

B 6: ZRERKILE
B R AR R AR AR R R TR B AR S EF A R A58, R R mA MRS & BR,
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