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HHAF o206 HBHTEESE; SHAT 1% -5%2
B, AP EERERR S H AT s%et, R ™EEE %,
PERERNESRBE XULERNTRERBY .

LAY Scansite AR 2.0 X Ay 2 FEF(E 1),
SABBLZ/ S EARSSETF BRABERSSET .M

RBRLEFARESETF 1433 mode |

MRLREARS A BUT She

EMMMEYER /A EARENEYEF . DNA RN
WA S22 MBS S S EMEEAHET . RE
EEBEFSERHAR H 0 LABAT Abl % 26 FF B NED
MmN ESEHEEFSEOR SH2.SH3. PIB &R L
B 1433 BEHMBEBHHEI,

PDZHFEEF PDZ class 1, PDZ class 2,

PDZ (nNOS) class 1,
PDZ (nNOS) class 3

WA S BF PIP3-binding PH

MW GRF Etkl, PDKt

SH2 HRRE SR Abl, Crk, FGFR, Fyn, Gib2, Bk, Lek,
Nek, p85, PLC v, She, SHIP, Src

SH3 BiHEE S BFF Abl, Amphiphysin, Cbl-associated pro-

tein, Cortactin, Crk, Grb2, Intersectin,
Tk, Nek, p8S, PLC ¥, Sre

B 1 Scansite MEMBFLAER
Fig.1 Current list of motifs included in Scansite

RERERIEYRF Abl, EGFR, FGFR, insulin receptor,
Ik, ,Lck, PDGFR, Src

HrHAREWEDHT Akt, Calmodulin- dependent kinase 2,
Casein kinase 1, Casein kinase 2, Cde2,
Cdk5, Clk2, Erkl, GSK3, p38 MAP ki-
nase, Protein kinase A, PKC o/f/7, PKC
&, PKCe, PKCC, PKCp

DNA 15 15 3% B s P B P ATM, DNA protein kinase

2.2 HFE

£ 5% M Bt hutp: /scansite . mit. edu # A Scansite B JF £ R
1, 3% Motif Scan BJF , HP X LIEEB AT EAN
MR ST, DESEN RET M, BHRAE
BF5I, 76 DATA entry @A KB EMFF . FEER cra &

BHNREENZAREARAN SHERT PELREEFA
EHEHRBESEIAXY ., B2 K N4 M EERS
AEBESNFTARERF. A THEERREBIMNEFER
MATHELCG M) I TETRAMNE, EEFEEH
RBASFME 2 Pim.

-

s ¥ 4Be-T06) 37

o=

Cad in ldif - s

Flinase 4 -
723-1005) RRF-100Z >

spas

L2333

B 2 c-RET 4 T-LL Scansite 30540 BT 945

Fig.2 Analysis result of ¢-RET by Scansite program

H2URENRERERSH T RET T SN HH:
cadherin{ 173-262 ) . cadherin ( 486-506 ) . Id}-recept-a { 557-571) .
pkinase (725-1006)% ., EREEM L HFURFEEGHRELT
AR AR EMEAR TRENSSERELARS. &
HEWTFHFAHTFAGTHER BA3NB TR SHE
Bl HPFRENC BRI ETREIE, IS pB8s S2 &
B A B PKA BRI Y,

#E—# i i A Gene Card PRKACG of L1 & # E PKA
] GeneCards, GeneCards R AXER EE"P R HAKLWN
PRERMBERE, RITBEESHEERGIIRMRAE
B AR LR WEEFEANEFTAH 2, GeneCards LAF

© PERFRHEDHRMATIRSHED http

RiEA S AETNERANE A K. .GDB F XL 7% DR
hIEEY AR B EE N EEAY R O EHEERR
W MHXERFIR AXHAREXREENAS.

FI A Scansite B 8 R ATHEEFT LART IO B A M EH
AT LLKBU B R, AEREAMA R AEER
FFESTEEiH i HiER R BN, B EHHFRET — 58 ps3
Al Rb #54 B PACT, #]  Scansite B F HEITHE MR H,
HNSRAAS A Al B FB K& &LV S RGRHHSA06.
RSRSYS549 . RGRGKS574 . RSRSRS583 . RSRSRS593 PP, ¥ 5 &
Akt B — BB FERRXRXXS (X A R EEER.STH
BB BP S593 BMFEFIEF & 1433 B E -
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Gene Card NCK1
Sequence SA
VPFPVTVYDEDDSAP 1.858

Gene Card PIK3R1
Sequence SA
Y981 0.1918 0.599% DNCSEEMYRLMLOQCW 0.984

Sre homology 3 group (SH3)

Nck SH2

Site Score  Percentile

Y263 0.1707 0.150%

p85 SH2

Site Score  Percentile

Gene Card 1Y
Site Score  Percentile Sequence SA

P956 05137

0.765 % GNPYPGIPPERLFNI 1.289

Basophilic serine/threonine kinase group (Baso_ST_Kin)

Gen Cond RKACG
Site Score  Percentile Sequence SA
5696 0.0669 0.060 % SSGARRPSLDSMENQ 1.717
Gene Cand PRKACG
Site Score  Percentile Sequence SA
T315 0.1216 0.670% GELVRRYTSTLLPGD 1.619
Calmodulin dependent Kinase 2 Gene Card CAMK2G
Site Score Percentile Sequence SA
5696 02623 0.756 % SSGARRPSLDSMENQ 1.717

B3 ¢-RET 5 LA Scansite 844 5 17 MR M5 B
Fig.3 Detailed information of metifs in c-RET analyzed by Scansite

P ER RSXpSXP(H o pS R MM LA 2 W)™ H itk
S593 RATREE SE# Akt B¥ B AL, T JS 45 & X B A (scaffold
protein) 14-3-3, FIHEFTHFEL I IMHERESX,THES
5fR SH3 % #) 8 &9 55 & : 203PPPPPPIPPPRF215 . 425 PVPFP-
PLYPPPPHTLPLPPGVPPR448 FI 466PPPGFPPAPA75, A8 4% Scan-
site B UM , Abl. Amphiphysin . Crk . cortactin . Grb2 . Itk . Nk . p85 .
PLC-gamma ,Src 22K [ (9 SH3 5 37T RE 5 PACT B E 3R BE
ARESXYE., XSHEARNBRENTHIRE PACTE
ARMHEERETREMNESEREE.,
2.3 Scansite 9 H it Th &k

Scansite BE T Al ARt —BRE HIF FI ST F R . &
RSB AMER TR EER MR EEARNERE
B (subset), I F R EAREF M ETREAD,
BEEAEIXMEFERE Y. Wi, S
BEREERC SR M2/ F E MMM AWPKE KB AT
HAER RXRXX-(ST)-X, T ERBEIF 1 SITH A IR
L& -3 F-5 fi Y ROAg) AR . BEX AW,
MHEHSIWE O RABIEE GenPept FHFM 76,310 £F
TR AN TARCEHEEMN A B LETHOTREN
Akt B4 . FE B @K YW FKHR.GSK3 . IRS-1.BAD,
eNOSENHIBRIMNG HHEME 1% LT (B EEH AR
ER0.2%), BUAMHERHFEERM YT N, HiMag
BHERE KN Ak ES FREE S8 CLK2(percentile:
0.0001% ). MERK3 (0.025%). p53 & & & A MDM2
(0.0001% ) ., ¥ %5 H % & [ Huntingtin (0.046% ) 1 Tuberin
0.005%)% HpHRD AR REFSATRI

W, HMAXIRF.EBTRAKOMMEY S T, 0
FHEANMHFHEHNERAEENLAMNE,

3 Scansite fr H A B b 0T KB B9 LR

3.1 Netphos

NetPhos R F] LA iT Internet BT A SO RS R4 4)
¥, 2 6 I & 25 NetPhos 2.0 (http://www. cbs. du. dk/services/
NetPhos/) . NetPhos R EL FASTA XA — £ REBERTI,
HRAENFFHIHRAN SITIY A RAEARRILLS, &
A Br A3 B T BE kR BE LA 4T 43 (score) OB S MG B, 8 20 25
0~ 12[8] ,NetPhos I E MIR{H K 0.5, RA®E F 0.5, 7 #iA
KT RE N BEEIE LS . NetPhos AR Z A H I A FEH: — £
PR RE ERA P BT ARBEERE.F
HEAR“BRARS R L2 T, Scancite BE T 3R # B
ik, —BER AT AEER TR EINE R TR
REBEK. ZRBA S o] 86 S MW, NetPhos R 51
R, MEAFLHRA SN RS TRR
MRERAANRRER. =& NetPhos B FAH S.TH Y
R R AR AL Y  BE BE SR, T Scancite B T 2447 L4 L= Fh i
MU EERS) FH SRS XML EAENE
A0 1433 RERE AWML/ FERNEEEAN,
SH2 fI PTB BRI R A MR ERSE™,
3.2 ScanProsite

ScanProsite 2 BX M 5 T 4 #1250 B ¥ (EMBL) B <7 M 4
%t Prosite %045 PE #4718 % A9 80 #F (hup://www . expasy . chicgi -
bin/scanprosite) , ScanProsite 57 Hr 13 B R AT B WP A 1
BEE LB BRI SERL. TEMREE
HA P FETHEAULZHERES, B & xR
o ScanProsite Fl Scansite & 7 LA 45 HH 9% R 4L fF A5 (4 7T fE 3
B it L EHESAEZTH bbb TR EBEOIEHER.
FIFE MY , ScanProsite A Bt H R A A X AR R EERNE
HEB BT, B Scansite £ F BE LT UM ERIEA
WARE B EYEREITMNEREENEA.

4 RZ

BEFARBEAVTROEN EOAHF(NEEHEA
ERBEIFFEYERBROER. ARERAITUMEH
KEFFIGREAREFSMN  AXEAHENRMFREK
RYAEEELHRAOBL XREAROER REENEL
FRMIABRATHRN. ELFHFANEEEDAR
W EAERMLRERTENRESBNIRZ -, £
MBRABRSHERGESHS MRECSERAHES, &
HERRENTFTILEFACAHNFSREY  HA¥MS
| B A () BF 3T 4R 1E B R A &, A, RO B B R
PAaTREYS THERE, FERBEOREY - BFFHE
ZON STHXHBEREIARARFRRER. RYMAH
FR UM TBEHBEEENEANREBEMEHSSHF
SH2 £ F PTB S5 IR, RRI K R 4 FE S HMB
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A Motif-based Scanning Approach for Prediction of Protein Phosphorylation

TANG Ying ZHANG Ling-Qiang HE Fu-Chu”
Beijing Institute of Radiation Medicine  Betjing 100850  China

Abstract Scansite is a short linear motif-based scanning approach established in the latest two years. It' s accessible over the

World Wide Web and can be used to identify sequence motifs likely to be phosphorylated by specific protein kinases or likely to

bind to specific protein domains such as 14-3-3 SH2 and SH3 domains. The usage and function of the potent approach were re-

viewed and compared with previously established tools for phosphorylation prediction. The facing problems and application out-

look of Scansite in prediction of cell signaling networks within proteomes were also presented.

Key words Scansite protein phosphorylation motif
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