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The Arabidopsis leaf lysine acetylome 2.0

condition/genotype
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The Arabidopsis leaf lysine acetylome 2.0
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The Arabidopsis leaf lysine acetylome 2.0
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The Arabidopsis leaf lysine acetylome 2.0

D 20
10
n

38
Lo
ER-
T 5
R

10

20

20

104
=
T8
@
SE
©
> 9
g R

_10.

20+

© Bk,

==

© gz R EHIERIERRIRaRE
-3, MTHRUWERMIARERNITE

overall

254 nucleus A K

K

aBH Sk ki =Kk KRG [ BRKKKE
KKkkkKiRES (BY KKK Kk MK KKK KRS [KPRAAREKKK
RAKKERAKE ] [FxRAdKARKK |RERKEGASRK RINRERAGRS
FLoEoipcnud MESSEEELTE fgggﬁﬂvggg MERSFGY EY
§ V8% ESCEISENSTSSSCS L ! £Vl | YeE/DREG)E

"~ RRR gN g 125 l VY Flffl? g\ZELEV L
1948 KAc sites = 411 KAc sites

-109-8-7-6 -5-4-3-2-41

R—

109 -8 -7-6 -5-4-3-2-1

llllllllll

KAc1t 2 3 4 566 78 910

| cytosol 204 plastid
FE Iy A 0 EFFl oK
g o N oo one BEE[RE K
Dl |EVK KKK
KKK ,ﬁjéK@é?g E_A)lg_KrG,%jK_\KYGTK_ ﬁ.ﬁ.ﬁéﬁ.&_@_s_s Y_J_E_Q_K_K_é_é_ﬁ_é_
SSSDMEQSHl ST RS KE S ENNSNCGNEY CPNURNBSEL
g SRR GR S SE T SEH®§S 1B gmNésgs s
=01 RRE [°S
304 KAc sites o 1000 KAc sites R

IIIIIIIIII

-10-9-8-7-6-5-4-3-2-1KAc1 2 3 45 67 8 9 10

wRENERBRIIXZRRE

© RAFIHERREY  TRENEERES
BET+1,

ﬂzzjﬁﬁﬂﬁ R {S‘Z,‘ﬁ\\J:iB?E’\J—1
B2 , RARERFE

vvvvvvvvv

£F-2,

&+,
NS edey ﬁi«%ﬂﬂuﬂﬁﬂg “

2 I} _312-[/'-\'_\-_!0

2ERY RTEHIER




The Arabidopsis leaf lysine acetylome 2.0
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The Arabidopsis leaf lysine acetylome 2.0
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The Arabidopsis leaf lysine acetylome 2.0
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Identification of novel lysine acetylation sites
targeted by Arabidopsis RPD3/HDA1-type

KDACs
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Identification of novel lysine acetylation sites targeted
by Arabidopsis RPD3/HDA1-type KDACs
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Identification of novel lysine acetylation sites targeted
by Arabidopsis RPD3/HDA1-type KDACs
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HDA14 is the first member of a RPD3/HDA1-family
protein to be localized in organelles
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HDA14 is the first member of a RPD3/HDA1-family
protein to be localized in organelles
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HDA14 is the first member of a RPD3/HDA1-family
protein to be localized in organelles
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HDA14 is the first member of a RPD3/HDA1-family
protein to be localized in organelles

A B C ! .
186 % 84 % 30.2%

25 © _'_I 09 T -
%Eo.zo- . — 0.8- - .
> ¥~
= o 20 c’ . s ()]
> = = il
E 3 %20.15- . *gj;:OJ ~ =
8 .E 1.5 4 %g § EO‘G' 53
? — el n 8 I
~ (] — r— - E
g ¢ 10 g 3010 Z §os
X = 2=
05 o = 0.41
& 0.05- : - -
0.0 PR — ?
1

@ semlithda145WTEES LR R 2hiSHUMEES 2 BHEKE | 321N EEENB36MNREER S B AL

m bR, 26 MNEEERUARKER , MapManiERE~ESFIRAFRIETERR X,
OfFR "Rt FEERERA" MERUBiIsCOMRRLEME,
@{EFCRISPR-CasiyARHJ7ERCA B1-isoform K438 miIERSSZ A , 15FIK438QF1K438R,



E\—n

OBlFTR - BHDATAEAE T s,

Ok : MEWEINEE , BE—TELETISAREY
SHRERRE | AR REE,

5208 : apicidinFITSASBEFEHeladBia g/ FRIIS
;/JL%&%Z@% SN | BIAEIBRERIHDAI 4R —3E







