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Blood. 2016 Jan 14;127(2):233-42. doi: 10.1182/blood-2015-03-626671. Epub 2015 Nov 6.
Genome-wide studies identify a novel interplay between AML1 and AML1/ETO in t(8;21) acute myeloid leukemia.
LiY' wang H', Wang X', Jin W' Tan Y', Fang H2, Chen $3, Chen Z* Wang K*.
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Nature. 2014 Apr 10;508(7495):263-8. doi: 10.1038/nature13045. Epub 2014 Mar 2.

ZMYND11 links histone H3.3K36me3 to transcription elongation and tumour suppression.
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Science, Nature,

B HE—AIE 2014
imEXE nEE Cell Research, Blood&

Cell Res. 2014 Apr24({4):497-500. doi: 10.1038/cr.2014.18. Epub 2014 Feb 11.
Crystal structure and biochemical analysis of the heptameric Lsm1-7 complex.
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Nat Chem Biol. 2013 Sep:9(9):579-85. doi: 10.1038/nchembio. 1309, Epub 2013 Jul 28.
Small-molecule modulation of Wnt signaling via modulating the Axin-LRP5/6 interaction.

Wang 81: ¥inJd, Chen D, Mie F, Song X, Fei C, Miao H, Jing C, Ma W, Wana L, Xie 5, Li C, Zeng R, Fan W, Hao X, Li L.
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Mat Chem Biol. 2012 Apr 88(5):486-93. doi: 10.1038/nchembin.935.
Adenanthin targets peroxiredoxin | and Il to induce differentiation of leukemic cells.

Liu cx": ¥in QQ, Zhou HC, Wu YL, Pu JX Xia L, LiuW, Huang X, Jiang T, Wu MX He LC, Zhao ¥X, Wang XL, Xiao WL,
Sun HD, Chen GO,
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Cell Res. 2012 Oct;22(10):1440-52. doi: 10.1038/cr2012.126. Epub 2012 Sep 4.

Structural insights into SUN-KASH complexes across the nuclear envelope. 5
Wana W', ShiZ, Jiao S, Chen C, Wana H, Liu G, Wana Q, Zhao Y, Greene Mi, Zhou Z.
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inhibitor of heat shock protein
Hsp90, induces p53-mediated FREZFEIXKE |, 2016
apoptosis in MCF-7 cells
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Molecular Weight: 324.17
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Crystal structure and biochemical analysis of the heptameric Lsm1-7 complex.

ZhouL! Zhou ¥Z, Hang J® wanR? Luc? vanc? shiv!

Cell Research

imEXFE, 2014

LsmE &#1Epre-mRNARIE M EfFRE]
IFEEERUEA , BFMTERIR - Lsml-7
MLsm2-8 , oA E S , o
PAZEE3'KiImAJUG snRNA ( /MZRNA )
MTIERNARNRE FEREEE(EA.

BLIXAHFLSME G SMRNAKRImESER
ZwEEs ( AAAAAAAAFIUUUUUUUU ) B

EERENFINLH.
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http://baike.baidu.com/view/759.htm

Laboratory

BB FEM=E
(EREE (SA)
HEYIZ(ERNA
{ 70007 ] AAAA AAAA \
zgg: B UUUU UUUU
4000 us

E 2000 <
!D 1000 < i
o /
50 4 l
0 L T

1 -9 1 -9
At Nt S
\f—'ﬁ\ \.‘-”6\ \J-”@ \ﬁ"ﬁ

Lsm1-758AFI8URYSEF0 /343 Bl /96uMFI2uM |
XBIPEER,

Lsm2-858UY4ESBEEIRT8A ( 20015 , 4uM5
20nM ) , iEBALsM2-8 58U RIEEIHESHY.

HiE5%ER

C) -—) ¢'®

LsmEH

\_ j

CJAAAA AAAA

[ Yuuu uuuu

%g\.sf’?@»’bvé?’?"\@'\b‘v
< Q'rbe'h 6;‘96
N NN NV NS

Lsm1-7 SZFSRNAREEER

N \;\\3’\?\1"\,\3’\»

L2 , L3 ERYArgsRET S |, Lsml-7E 84 58URY
EEREHBE TR
T 558ANE SN TEET,
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Laboratory

Genome-wide studies identify a novel interplay between AML1 and
AMLI/ETO in t(8;21) acute myeloid leukemia

DNASEHH

€ blood

Yizhen Li,"* Huanwei Wang,"* Xiaoling Wang," Wen Jin," Yun Tan," Hai Fang,? Saijuan Chen,"2 Zhu Chen,'?

and Kankan Wang'®

Probes containing the short AML1 motifs

s1: 5-TCCGGTGGTGC TGTGGT CTGCCCCTGGAGA-3’

"3'-AGGCCACCACG ACACCA GACGGGGACCTCT-5'

_5-ACCACCTGCATT ACCACA GCCTCCACGGTG-3
"3-TGGTGGACGTAA TGGTGT CGGAGGTGCCAC-5’

In vitro DNA pull-down

S2

Input S1 S2 L1 L2
O O & O O
& PR
N NN NN NN NN
R I G I O
¥y ¥YY¥Y ¥y yy vy
95— s 95— s - vow
55— - 55— .- . - —AML1

—AML1/ETO

Lismtfrf , 2016

Probes containing the long AML1 motifs
. 5-GTGAGTACCCATGTGGTTTAACGCTTGACT-3
" 3'-CACTCATGGGTACACCAAATTGCGAACTGA-S

L 9. 5-GCAGAAGGAAGC TGTGGTTT CTGGTCTTCCT-3'

J-CGTCTTCCTTCG ACACCAAA GACCAGAAGGA-5’

L1

In vivo ChIP-gPCR

= AN
o oo o O

Fold versus total

Blood Eifg AR KRIGHFEHDEME , (BEpull-downHIChIPRILIEMER | TixtEFEIS

AMLL/ETORAMLIFEEFS
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Laboratory

AML1/ETO AML1
Association Dissociation Association Dissociation
S1 13400M | | S1

] ———
24 446nM
00-4 14800

pia—

b
@

Shift (nm)
o
E=N

0 240 480 720 960
1s2

0 240 480 720 960
=182 ——

: =
O 240 480 720 960 O 240 480 720 960
Time (s)

AML1/ETO AML1
Association Dissociation Association Dissociation

0.6 S
To4] e ~——
~ . by
v o -

0- ——-!% " M

O 240 480 720 960 O 240 480 720 960
0.8 ;
=T X T—
C \
= 0.4- ' %
by~ _\
‘-’C) 0.0- —-é__‘ 1=

0 240 480 720 960 0 240 480 720 960

DNASEHH

KD (M)
AML1/ETO AMLA
S1 2.37E-09 4 55E-06
S2 3.33E-10 6.70E-07
L1 1.32E-04 1.08E-06
L2 1.38E-07 2.57TE-09

SAERESEE L biotin-AMLIERESL , S2, L1
L2 , DRISAEIREAMLLETOFIAMLL
TS SRESEIKD,
EIMAMLL/ETOSSESIETFAMLL , T
AMLLELEESIBFAMLIETO |, XAMEESE
EHENER—E , (EETLEER.
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Laboratory mMiRNA I—EEE

Noncanonical G recognition mediates KSRP regulation of
let-7 biogenesis

N terminal

LA _ KH4 - I I l I C terminal Sﬂ'_"l]m].l.l'ﬂl &
PG-rich RNA-binding domain Q-rich domain molcc'.ﬂar bid%

domain

st —{e]—{T@T—p2 x> —

KSRPKH1 - TSMTEE YRVPDGMVGL | [GRGGE Q INKIQQDSGCKVQISPDS -~ GGL F -~ERSVSLTGA PESVOK AKMMLD DIV S~ -RGRGG
KSRPKH2 QNGTVOE IMI PAGKAGLVIGKGGET IKQLQERAGVEMI | 1QOG==SQNTNVOKPLR [ 1GDPYKVOQACEMYNDIL RE=RDQGG
KSRPKH3  —-GGID-VP VPRHSVGVVIGRSGE MIKKIQNDAGY RIQFKQD ---DGTGP-EK TAH IMG PP ORCE MAARI INDL L QS--LRSG
KSRPKH4 -~ GGEMTF S | PTHKCGLVIGRGGENV K AINQUT GAF VE ISR LPP NGDPN - FKL FI [RGSPQQIDHAKQLI EEKIEGPLCPVG
—_— 3
\ [
C .
Y w i & ( SA sensor ) 1 C X J
N ;c_.n_.c@,,é e d m KSRP WT 250 42nM
erminal loop
30 \/ 1 ® KH1GDDG 248 + 43nM =
';, 850 4 KH2GDDG 530 + 42 nM EYIFEICRNA KSRPEH
WAl # KH3GDDG > 6 uM
U-A ¥ KH4GDDG 500 + 49 nM
o-(l: ¢-9 0.7
Let7WT  A-v $-¢  Let-7-GC 1
q-* G-c
20 A~
U- )
a-¢--60 i
U-A 3 -+ - . — S ==
v BLIZESRE R | NEGEHIERISE
e z AR i =z
e 2 TR SLet-7 miRNARIZEFOSD
6-& — kS ~
i . FEERETR SRR
: _ ZRER , KH3GEHMEE RS
¢ 470 1 i =]
G=C -
9 0 100 200 300 400 500 600 700 Let 7 Mmi RNAEF' EI'U'1/E}EB °
b Protein concentration (nM)
'



Laboratory H*gﬁ“‘]

o ZHIE

http://www.fortebio.com/literature.h

tml

® BXEAT :
BEZKEIE - 13918182485

NAWBFE : caihui zhang@pall.com

INHRRFE - fortebioSH@ap.pall.com
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f=49990304 S : pall

o 1%
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