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Classification and domain structures of human HDAC
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Stabilized peptide HDAC inhibitors derived from HDAC1 substrate H3K56 for the
treatment of cancer stem-like cells in vivo

Dongyuan Wang, Wenjun Li, Rongtong Zhao, Longjian Chen, Na Liu, Yuan Tian, Hui Zhao, Mingsheng Xie, Fei Lu, Qi Fang, Wei Liang, Feng Yin, and Zigang Li
DOI: 10.1158/0008-5472.CAN-18-1421 M) Check for updates
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Phylogenetic tree construction
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Structure analysis



Predicted model for HDAC1

PDB code: 1TYI
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Structure of the HDAC1:MTA1 Complex

Active site

Millard C, Watson P, Celardo I, et al. Molecular Cell, 2013.
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The complex interaction of HDAC1
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Overlapped structure of HDAC1 and HDAC3

HDAC1

HDACS3

PDB code: 4A69(HDAC3), 41K X (HDACL)
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Overlapped structure of HDAC1 and HDACS binding to

substrate and SAHA ) )
SAHA O/NT\/\/\/H\E/OH

FERAER EEXE BEERE

HDACT & HDACS Binding to substrate HDACT & HDACS Binding to SAHA

Duanfang C, Na Y. Progress in Biochemistry and Biophysics, 2015.
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Thiol-linked alkylation of RNA to assess
expression dynamics
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Herzog V A, et al. Nature Methods, 2017.

NAR Breakthrough Article

Prespacer processing and specific integration in a
Type I-A CRISPR system

Clare Rollie, Shirley Graham, Christophe Rouillon and Malcolm F. White’

Biomedical Sciences Research Complex, School of Biology, University of St Andrews, North Haugh, St Andrews, Fife
KY16 9ST, UK
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Rollie C, et al. Nucleic Acids Research, 2017.
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WebLogo3 home |create | examples  manual

Introduction

WebLogo is a web-based application designed to make the generation of
sequence logos easy and painless. WeblLogo has been featured in over
4000 scientific publications.

A sequence logo is a graphical representation of an amino acid or nucleic acid multiple sequence alignment.
Each logo consists of stacks of symbols, one stack for each position in the sequence. The overall height of the
stack indicates the sequence conservation at that position, while the height of symbols within the stack
indicates the relative frequency of each amino or nucleic acid at that position. In general, a sequence logo
provides a richer and more precise description of, for example, a binding site, than would a consensus
sequence.

WebLogo is a web-based application designed to make the generation of sequence logos easy and painless.
Weblogo has featured in over 4000 scientific publications.

Create your own logos

View example sequence logos and input data.

Read the release notes for latest changes and updates.
Read the User's Manual

WeblLogo source code

WeblLogo discussion group

References
Crooks GE, Hon G, Chandonia JM, Brenner SE WebLogo: A sequence logo generator, Genome Research, 14:1188-1190, (2004) [Full Text ]
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Create——22+l B 2 BYseqglogo

fECreate R H L _E ZEIBE D E B N\ %5

WebLogo 3: Create

Sequence Data Input:

WE | RIEESF URL:

Or Paste Sequence Data Here

+" Create WeblLogo Clear

~| Download to local drive
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https://www.phosphosite.org/homeAction.action

@ P hOS o hoSite Pl u S® Powered by Cell Signaling Technology © Feedback | @ Contact | #] Login

Home Search Browse Tools Downloads About

PhosphoSitePlus® provides comprehensive information and tools for the study of protein post-translational modifications (PTMs) including
phosphorylation, acetylation, and more. The web use is free for everyone including commercial.

Protein or Substrate Search

PhosphoSitePlus [

Protein. Sequence, or Reference Search

A

<Q 4)

Site Search

<0
%o

Comparative Site Search

Browse MS2 Data by Disease

R et

Browse MS2 Data by Cell Line
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Version 4.0

The CUCKOO Workgroup THE cucKOO‘WORKGROUP ¢ ;-~_.~ Q > = wa‘ | 9?:?:;.‘

m DOWNLOAD ONLINE DATABASE CITED BY LINK DOCUMENTATION CONTACT

» PTMs Predictor
C S S = P al | I I GPS ( Phosphorylation )

http://csspalm.biocuckoo.org/ IGPS ( Phosphorylation )

GPS-MSP ( Protein Methylation )

a .:""5 & o
A

CSS-Palm ( Palmitoylation )
GPS-SUMO ( Sumoylation )
GPS-SNO ( S-nitrosylation )
GPS-YNO2 ( Tyrosine Nitration )
GPS-CCD ( Calpain Cleavage )
GPS-Polo ( Polo-like Kinases )
GPS-PUP ( Pupylation )

GPS-MBA ( MHC-binding )

GPS-ARM ( APC/C )

2| (FX)

GPS-TSP ( Tyrosine sulfation )

GPS-PAIL ( Lysine acetylation )
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DOWNLOAD USER GUIDE CITED BY LINK CONTACT

]
UCKOO
HOME DOWNLOAD -

3 GPS-PAIL Online Service

For high-throughput data analysis, please download the Stand-alone Program. The local version is more powerful and has more functions

PRODUCTS OF CUCKOO ;

sp|P62805 |24 _HUMAN Histone H2 0S=Home g == -
» PTMs Predictor - sapiena OX=9806 GNSHISTIH{A PESL SV=2 & LR ORI TR 2585
sp | PE2805 | B4_HUMAM Histone Hi OS=Homo s =
; For sapiens OX=0606 GN=HIST1H4R PE=1 SV=2 & Sy S s34
GPS ( Phosphorylation ) m‘_, =p|PE2805 |H4_HUMAN Histone Hé OS=Homo < R e Sies o
= iehads) sapiens 0X=9606 GW=EISTiH4A PE=1 SVv=2 i
iGPS ( Phosphorylation ) sp|PE2305 |84 HUMAN Histone H4 OS=Hemo o I =
sapiens OX=9606 GN=HISTIH4A PE=1 SV=2 & R SRR Az gozs
GPS-MSP ( Protein Methylation SpIP628035 |84 _MUMAN Histone M4 O0S=Homo = 2
( Y ) sapiens OX=0606 GN=HIST1H4A PE=1 SV=2 Y Gl Ev300 27539
3 : sp(P62808 {4 HUMAN Histone HE4 OS=Homo S e 5
Css-Palm ( Palmitoylation ) aspiena OXS9E06 GNSHISTIHAR PES2 Sv2 % SRR ERTZR 3972
3p|P628051H4_HUMAN Histone Hi OS=Homo a REER 4 4
GPS-SUMO ( Sumoylation ) sapiens OX=9606 GN=HISTIH4R PE=1 3V=2 . 3 RIS R Eedat
ar | PAZENSIHE NIMIN H{ atmne W& OAR=Hama

GPS-SNO ( S-nitrosylation ) | ’

GFS-YNO2 ( Tyrosme Hlitration ) Or, upload file(<2M) | EEXf* | FiRFEETE

GPS-CCD ( Calpain Cleavage )
GPS-Polo ( Polo-like Kinases ) | Threshold: 8] High ' Medium ' Low ' All ‘Eumploﬂ;i_ccﬁﬂ/“h[ o)) 757

GPS-PUP ( Pupylation )

GPS-MBA ( MHC-binding )
GPS-ARM ( APC/C )

GPS-TSP ( Tyrosine sulfation )

I GPS-PAIL ( Lysine acetylation ) I (o @

Me/Ac/Pr Me/Ac/Pr/Bu Me

BuCr/Hib Celtib/SuFo Me/AcPrBu Cr Ma/Ac/PrBYCr  MefAcPrBu Acm
serpu Ce/Hi/Ar Mee/pi Pr Hb BEBARE et o 3 |-t
He % B i P R Y ==t 255
AcHN-SGR LGKGGAKRHRKVLRDNI|QGITKPAIRR.. VKRISGLIYEETRGVLKV Vi RDAVTYTEHAKRKTVTAMDW YALKRQG]RTLYGFGG COO-
10 20 e &
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https://string-db.org/

STRINGHE J% (http://string-db.org/) /& — M8 - &
SN [ o 2 [A)FA TR0 2 B 5 < [a)AH BAE FH I 2 4
o XA ELAE FH BE A0 4E 8 ot 22 18] B 42 i ) 3L )
FEAERH, HALFEH E 5 2 8] 18] 42 (1) D) RE R AH 26
P

(node) RT-EAKR, RETUESR
EBARMEXER;

BH#% (edge) REEFEBHRZEWEEEARX
. REUTUEEREENEEEE.
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String 737

Protein by name

Multiple proteins

Multiple sequences

Proteins with Values/Ranks New
Qrganisms

Protein families ("COGs")
Examples

Random entry

Single Protein by Sequence

Amino Acid Sequence: (examples: #1 #2 #3)
s
Organism:
auto-detect Y
auto-detect a

Homo sapiens
Saccharomyces cerevisiae
Escherichia coli K12 MG1655
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PEKING UNIVERSITY

Thanks for

Jingchu Luo
all the group members
all of you
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