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2RIEEDHETR (1

1. ChimeraT1PGAZB<
— o helix, B sheet(MITH IV F i 1T) ZFERE
2. *=—a—®MITools]—ISequence]—

[Sequence]
—a helix W&, B strandh ik

= 1PGA (#0) chain A

File Edit Structure Headers Numberings Tree Tools Preferences
1PGA (#0) chain A1 MTYKL | LNGKTLKGETTTEAVDAATAEKVF KGYANDNGVDGEWTYDDAT
1PGA (#0) chain &1 [TFTVTE

1PGA (#0) chain A (56 non-gap residues) Quit| Hide | Help




2 RiEE DR (2)

1. RCSBOYAFTIPGAZ RIS
2. Sequence?J #R<
3. L TMDESIZAuthor Sec. Struc. &R

Annotations Add Annotations
Select E
Domain Assignment:Scop |Select. . in G, different constituent domains: 56 residues Fr
[hide] [reference] Deomain Assignment
CATH
Secondary Structure: DSSP Domain Parser
[hide] [reference] Protein Domain Parser
Domain Assignment from Sequence
scor @RIMTTUTGT IPFAM stituent
nterpro A, ——
Ds5P— Secondary Structure A -
FDEMTYHKL I LN STRIDE ANDNGVDGEWTYDDATKTFTVTE
U AuhorSec Stuc R % &

scor @IimmunoglobulinZhindinofproteinGdifferentfconstituent=

w W W W W W W
e A R A R A

Awthor Sec. Struc. — —
WV WV VWV VW

FDE MTYKL ILMGKTLKG E TTT EA\-"D&ATH E K\-"FKQYHN DMNGYDG EWTYDDATKT FTVTE
FDE § 10 20 30 20 50 56

D55P —




Ramachandran plot

o GeometryR 7 EFHELUTEI VD
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2RIEET—ADHRE

e PDBODAYA 5
— AR EETRELI- AN

HELIX 1T TALAA 23 ASPA 36 1
SHEET 1 ST4LEUA 12 ALAA 20 O
SHEET 2 S14META 1 GLYA 9 -1
SHEET 3 S14LYSA 50 GLU A 56 1
SHEET 4 S1 4 GLU A 42 ASP A 46 -1

o IRTEIEMD

- I ABEDRHHKREERVEIT—IPEED
—EA)ILHIET S
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DSSP

o MIREEICEDNWT2RIBETHIET SV
ko7
—- KB ERYNT—IIZEDNTHIE
— DSSP® 1 71 (H: a helix; E: B strand)

# RESIDUE AA STRUCTURE BP1 BP2 ACC N-H-—>0  0-—>H-N N-H—>0  0—>H-N TCO KAPPA ALPHA PHI  PSI
1 TAM 0 0 116 0, 0.0 19,-2.8 0, 0.0 2,-0.5 0.000 360.0 360.0 360.0 151.3
2 2AT|E -A 19 O0A 91 17,-0.2 2,-0.3 19,-0.1 17,-0.2 -0.900 360.0-168.8-101.0 123.5
3 JAY|E -A 18 O0A 5 15,-2.8 15,-2.8  -2,-0.5 2,-0.3 -0.774 9.0-143.9-112.6 155. 1
4 4 AK|E -Ab 17 51A 64 46,-1.7 48,-2.7 -2,-0.3 2,-0.5 -0.882 3.2-156.2-118.4 148.5
5 5AL|E -Ab 16 52A O 11,-3.4 11,-1.9 -2,-0.3 2,-0.6 -0.995 1.8-161.2-126.9 124.5
6 6 AI|E -Ab 15 53A 60 46,-2.8 48,-2.5 -2,-0.5 2,-0.6 -0.954 13.6-159.1-104.6 116.9
1 TAL|E +Ab 14 54A 6 1,-2.2 7,-1.8 -2,-0.6 2,-0.4 -0.907 18.6 174.1-100.8 117.1
8 8AN|E +Ab 13 55A 75 46,-3. 1 48,-2.4  -2,-0.6 5-0.2 -0.695 26.5 149.4-117.6 69.5
(HES)
23 23 AAJH|> S+ 0 0 25 -2,-0.3 4,-2.9 1,-0.2 5-0.2 0.805 117.0 60.8 -63.5 -35. 1
24 24 AAJH]| > S+ 0 0 49 1,-0.2 4,-1.0 2,-0.2 -1,-0.2 0.859 109.0 44.1 -63.5 -33.4
25 25 AT|H|> S+ 0 0 60 -3,-0.5 4,-1.9 2,-0.2 3,-0.3 0.918 112.7 49.9 -79.2 -41.4
26 26 AAJH| X S+ 0 0 © -4,-1.9 4,-2.8 1,-0.2 5-0.3 0.912 107.5 57.1 -63.5 -36.6
21 21 AE|H]X S+ 0 0 61 -4,-2.9 4,-1.9 1,-0.2  -1,-0.2 0.855 107.8 46.7 -59.9 -38.3

"Kabsch & Sander, Biopolymers 22, 2577 (1983).
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2RFEER B ER] (1)

TI/BEIZEK-oTEY K
FTUV2RIBEMNHDHH
EOIMERRS

« GRIFISEDHE /N
B(ZDULVT. a helix,
B sheet. colllZ&FEN
BT/ BZEIIM
= 31N

a helix B sheet Coll

Ala 119 38 71 228
Arg 22 12 44 78
Asn 35 15 83 133
Asp 39 15 57 111
Cys 15 12 27 54
GIn 40 20 35 95
Glu 62 5 46 113
Gly 45 32 155 232
His 33 9 32 74
lle 38 29 39 106
Leu 94 41 61 196
Lys 67 22 86 175
Met 12 8 8 28
Phe 33 18 31 82
Pro 18 9 58 85
Ser 57 25 120 202
Thr 47 32 77 156
Trp 18 9 17 44
Tyr 22 22 56 100
Val 74 51 56 181

890 424 1159 2473

"Chou & Fasman, Biochemistry 13, 211 (1974).
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2 R

SR tER] (2)

7\/ﬁ&

EDENEZKDS

L2 2RE 0w

2RIBESELICHFEE o

EHETD

a helix B sheet Total

0.522 0.167 0.311 1.000
Arg 0.282 0.154 0.564 1.000
Asn 0.263 0.113 0.624 1.000
Asp 0.351 0.135 0.514 1.000

0.278 0.222 0.500 1.000

0.421 0.211 0.368 1.000
Glu 0.549 0.044 0.407 1.000
Gly 0.194 0.138 0.668 1.000
His 0.446 0.122 0.432 1.000
lle 0.358 0.274 0.368 1.000
Leu 0.480 0.209 0.311 1.000
Lys 0.383 0.126 0.491 1.000
Met 0.429 0.286 0.286 1.000
Phe 0.402 0.220 0.378 1.000
Pro 0.212 0.106 0.682 1.000
Ser 0.282 0.124 0.594 1.000
Thr 0.301 0.205 0.494 1.000
Trp 0.409 0.205 0.386 1.000
Tyr 0.220 0.220 0.560 1.000
Val 0.409 0.282 0.309 1.000

0.360 0.171 0.469 1.000
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2 R

SR tER] (2)

7\/ﬁ&

EIT 2KRE =
EDENEZKDS

2RIBESELICHFEE o

EHETD

2REEDHFHEEIET =

=3Pl P A

a helix B sheet Call Total
1.45 0.97 0.66 1.00
Arg 0.78 0.90 1.20 1.00
Asn 0.73 0.66 1.33 1.00
Asp 0.98 0.79 1.10 1.00
0.77 1.30 1.07 1.00
1.17 1.23 0.79 1.00
Glu 1.52 0.26 0.87 1.00
Gly 0.54 0.80 1.43 1.00
His 1.24 0.71 0.92 1.00
lle 1.00 1.60 0.79 1.00
Leu 1.33 1.22 0.66 1.00
Lys 1.06 0.73 1.05 1.00
Met 1.19 1.67 0.61 1.00
Phe 1.12 1.28 0.81 1.00
0.59 0.62 1.46 1.00
0.78 0.72 1.27 1.00
Thr 0.84 1.20 1.05 1.00
Trp 1.14 1.19 0.82 1.00
Tyr 0.61 1.28 1.19 1.00
Val 1.14 1.64 0.66 1.00
1.00 1.00 1.00 1.00
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2 RFEE R RAE R (3)

o T2/BeM 2R s 2 R AE ]
3 p(s‘a) P, 73/BalT B2 RSSO HELOT

sa p(sla): 73/ Bad 2 RiEEsIZH 145 HBRRER
| p(s) p(s): 2RiEEsD HIRFER

¢ 1IPGAM23-36%% % (AATAEKVFKQYAND)

D 2 XFE &R B E R

Val Phe Lys GIn Tyr Ala Asn Asp Product
a helix 1.45 1.45 0.84 1.45 1.52 1.06 1.14 1.12 1.06 1.17 0.61 1.45 0.73 0.98 4.14435
B sheet 0.97 0.97 1.20 0.97 0.26 0.73 1.64 1.28 0.73 1.23 1.28 0.97 0.66 0.79 0.25479
Call 0.66 0.66 1.05 0.66 0.87 1.05 0.66 0.81 1.05 0.79 1.19 0.66 1.33 1.10 0.14309

—a helixzEYHPg L EnHMD
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2 RFEERRAER] (4)

¢ 2RBENEZDNT-FIZ, EOTI/EN
L TNAMNERT IEIRELTHFIATES

psla) p(s,a) plas) - ofda)o(a
o(s) p(s)p(a) pla) p(s,a)=p(sfa)p(a)

. 1PGAO)1 145% Z (I\/ITYKLI LNGKTLKG)

dddddd

eeeee

e helixl=(. 114% K (0.31) LY. 23 36%;
(4.14) OEH| A ELTLNDENDHLMS
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F—AOER

e ChouéFasmanDT—42IFIEBICHILVD T, I{
EDPDBEZAHAWTCT—3ZEHT 5
c VKB ET—2DRYIZTEE

— 5l Z [Xhen egg lysozyme (PDB ID: 3AW67:E) &
100%EC5I M —E I ST M) IE373H 5

o FALILI=BRAINEFRIN =T —ER—RX%{FES
_ éC’CIiPISCES*h\BI'_'LEIE’éB"L\LPDB@UZF
15
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1. BEONRN—UMNSAHO—KLT=

new dataxIsZF|BEALT. 7I/END2X4E
& 2 BAERIP % & BRI

. a helix. B sheet, coﬂ%h%hl DLVT, 2
ﬁ*ﬁLﬂ/ﬁ‘Z’éL&b §THEBALNDTS
 2REBERBZELIZKLKT HEBZZDN
57\/&’&%%%%20?0@&(#&

TR EHITAEAEIZTOTHRENED &L
’)Lx’bﬁf‘ﬁ‘%gﬂﬂ:
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BiEEHEREE

¢ / \ % ‘O: ?ﬁ ﬂﬁ—‘d— 6 J: 5 ‘ : Ei h§ _ . Solvent Accessible Surface (SAS)
=T O—JH O il D8 6 By
.« DSSPMACCHILDIEIE -~ U

FEBERERCAEYE
o TE/BORESITLLT ( (
§E$§b‘£fd:é®?\ Ala- R ‘H\T/f N ; ent Excluded Surface (SES
X-Ala(F7z1E£Gly-X-Gly) R o
gg%%z&%%aéfégézguj Sanner et al. Biopolymers 38, 305 (1993)h\55| A
St BT E LR
LTR<ALGLNS
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IR EE L E D LR

« MEMEZMFR

25,

it &

o PI/BEMDFFEFEC LI
HEZETHE

o FIKETI/BEEDBHEREL

==

o

p— ~|-l-|
T

4

2L\/-PDBMDY X+D

§§1$TT$T:E'§'%>%O)’E
EO.ET7I/BOBESZHE

X

LS

el
-H—
>Z

MWAREL BUKETS/BRDE
EANENZENHMD

LS

== L4

E%l_

-|A

BEEHE
Ala 0.21
Arg 0.39
Asn 0.38
Asp 0.43
Cys 0.10
Gln 0.41
Glu 0.44
Gly 0.33
His 0.28
lle 0.11
Leu 0.13
Lys 0.48
Met 0.17
Phe 0.12
Pro 0.34
Ser 0.34
Thr 0.30
Trp 0.14
Tyr 0.17
Val 0.13
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3D profilejx

o PE/BEICEOT. ENMNHFOTIREE 1 (2R45

Lb/ﬁ'?@ﬂ% I__UX) b\iféé
o NRIBIFIIAEBENSKOHDIENTES

c MIAEENS BEITASTI/EEECHEHTE
ARSI+ —ILT 425 ElRE

22



Bowieb D AE(1)

c ZEREDBEZFHREE
ZETEL. Gly-X-GlyR7 Area buried [A
FROBEEHREEE O 4|O 8|O 2|O
MDZE%Area buriedE9 %

« FEEDODFXREDOE., WE
JRF(REZEL)ICED
N TULVHE|&ZFraction
polar&9 %

o INICEHBEE(a.B. T
Dith) =N A TI8TEFED
RIRZEE

o
N
o
W
|
O
oo

O
N

O
o

Bowie et al. Science 253, 164 (1991). 23
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Bowieb DA iE(2)

1. 1REEHIZR>TERILIVDIRIBIZRDS
— {5l :E B, Ea P,a Ea P,a B,a Ea P,a B,a

2. riﬁiﬁm“’éiéhfzﬁs ZDRE (env) [ZTHITHT

S/ EBC S (seq) DHIRMESR p

(seqglenv)ZKH 5

S AREFIOERSL AV ERTEE R HRIL DB
WRICHITAHT7I/BROHIRERDIFTIEE TS

3. NRIRIZERBLIGEVTI/EEDL

% N
1] p( a;lenv, )

N/

BRSO AR

p(seq\env)N x :ﬁ p(a,lenv, )

N

p(seq) H o(a,)

=1

o pa)
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Bowieb DA% (3)

« M{FEET

—3

AN— R0
E/E&awﬁiﬁenv(:?ﬂf%t

3D-1Dscore=1In

L e

p(alenv)

p(a)

logZx &b LT
HMTHETS

Environment
cass  |WIF|lylililvimlalec|lpic|T|s|a|N|E|D|H|KIR
Bia 1.0011.32}0.18|1.27|1.17 ] 0.66 | 1.26 |-0.66]|-2.53|-1.16|-0.73|-1.29 |-2.73|-1.08|-1.93 | -1.74 | -1.97 | -0.34 | -1.82] -1.67
B1p 1.17]0.85 | 0.07 | 1.13 | 1.47 | 1.09 | 0.55 |-0.79|-2.02]-0.94 | -0.22|-1.12]-2.81 |-1.67 |-1.42|-1.93|-2.56 |-1.91 |-2.69|-1.16
By 1.05]|1.45]0.17]|1.10} 1.11 | 1.02 ]| 0.98 |-0.91 |-1.92] 0.26 |-1.22|-1.53 |-2.81 |-1.17 |-2.42|-2.52|-1.76|-1.12]-2.59 |-2.16
Baao 0.50 | 0.90 | 0.85 | 1.01 | 0.63 | 0.68 | 1.12 |-0.69|-1.49|-2.21|-0.10|-1.50|-1.47 |-0.23|-0.61 |-0.71 |-1.62| 0.23 |-0.78 | 0.06
B2p 0.0111.18|1.08 | 0.76 | 1.31 | 1.06 | 0.64 |-1.55]-2.26|-0.49|-0.87|-2.27|-1.77|-1.22|-2.07 |-1.07 | -1.41|-0.77 | -1.14|-0.20
B2 1.02]1.05|1.12 | 0.84 | 0.81 | 0.60 | 0.90 |-0.68|-1.66| 0.19 |-0.05|-0.76 |-1.17 |-0.76 | -0.66 | -1.35|-1.28| 0.46 |-2.34|-0.80
Bso 0.92 1-0.03] 0.58 | 0.15 | 0.04 |-0.02| 0.89 |-0.57|-1.86|-0.68 |-1.56 | -0.57 |-0.96 | 0.22 |-0.06| 0.08 |-0.50| 0.73 | 0.43 | 0.96
Bap 0.7510.81 | 1.30 | 0.18 | 0.54 | 0.56 |-0.57|-0.93]-1.83|-0.34|-0.54-0.44|-0.74 | 0.21 |-0.24|-0.14|-0.86 | 0.82 |-0.53| 0.13
Ba 1.07 | 0.70 | 1.13 | 0.35 |-0.17]|-0.03] 0.23 |-0.96 |-0.98 | -0.13}-1.20 | -0.53 |-0.54 | 0.05 | 0.04 |-0.36|-1.05] 1.01 | 0.10 | 0.66
Pia -1.95|-0.82|-0.59]|-0.52|-0.24| 0.10 |-0.03| 0.73 |-0.49|-0.25| 0.95 | 0.31 | 0.34 |-0.14|-0.54-0.17|-0.25}-0.52-0.21 |-0.28
P1p 0.36 1-0.491 0.17 |-1.03] 0.20 | 0.46 |-0.27] 0.64 |-0.82]-0.55{ 1.49 | 0.93 | 0.33 |-2.27|-1.32|-0.73|-1.07 | -0.42|-1.21 |-0.77
Py -1.26|-1.20|-1.31]|-0.62]|-0.23]-0.01|-1.19| 0.46 |-0.24| 0.66 | 1.35 | 0.56 } 0.49 |-0.63|-0.13|-0.61] 0.38 |-1.12|-0.74 |-1.29
Paa -1.14|-1.43]-0.791-0.35|-0.54 |-0.48 |-0.45| 0.06 |-0.50-0.26 | -0.93 |-0.05 |-0.18 0.55 |-0.05{ 0.56 | 0.28 | 0.06 | 0.61 | 0.50
P2p -0.791-0.54|-0.84|-1.30]-0.33] 0.13 |-0.72|-0.55|-0.98 |-1.29 |-0.57 | 0.84 | 0.59 |-0.08|-0.16 | 0.32 | 0.19 |-0.87| 0.59 | 0.10
P2 -0.821-0.86|-0.51|-0.70]-1.09]-0.88|-0.89|-0.15]-0.40| 0.44 |-0.60] 0.06 | 0.26 | 0.27 | 0.50 | 0.27 | 0.49 | 0.13 | 0.44 | 0.30
Ea -1.35|-2.20(-2.10|-1.58|-2.76|-1.10]-0.72] 0.46 | 0.68 | 0.04 |-0.44|-0.17] 0.15 | 0.36 | 0.28 | 0.59 | 0.44 |-0.19] 0.13 -0.34
EB 0.64 |-0.90] 0.30 |-1.68|-1.47}-1.74|-0.68] 0.06 | 1.46 |-0.96]-0.24] 0.14 | 0.65 |-0.19]-0.06 |-0.16 |-0.78 |-0.83 |-0.52|-0.49
E 2141-1.90]-0.94|-1.18]-1.61]-0.91]-1.67| 0.12 | 1.13 | 0.20 |-0.48] 0.12 | 0.32 | -0.03 | 0.41 | 0.03 | 0.22 |-0.25]-0.14]-0.32

ODRAINTEIZDNT. 7
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Bowieb D A& (4)

e 3D-1D scorezFHWLNT, 52N T=EEHIZDUNT., £
DEF| D HEREEHETES
e 3D-1D scorez i E4FER A7 175 (3D profile&

SN EHET CET. REARFWVWVHIRERZS5 X257
SAUANEROBENTES

Gap
Amino acid type penaity

Position| Environment

-in fold class A C D E F G ..._ R S T V W Y Opn Ext
1 E 12 -48 22 3 190 113 ... 32 a2 12 -0 214 94 2 0.02
2 Bp 68 5 -128 -135 105 -166 80 117 76 60 102 112 2 0.02
3 Ea 48 44 44 59 -220 68 -34 15 17 110 -135 -210 200 200
4 Paa ] -83 28 58 -143 -50 50 -18 -5 48 -114 -9 200 200
5 Ea 48 -4 44 59 -220 68 -34 15 17 110 -135 -210 200 200
-] P2a 8 -93 28 568 -143 -50 50 -18 -5 <48 -114 -79 200 200
7 Baa -69 10 182 -N 90 -149 8 -147 -150 68 50 a5 200 200
8 Ea 46 44 44 59 220 68 84 15 17 -110 -136 -210 200 200
9 Paa 8 -83 28 56 -143 50 50 -18 -5 48 -114 -79 200 200
10 Bia -668 T3 197 -174 132 -253 -167 -273 -129 &6 100 18 200 200
» . . . . . » . . . . . . 26




3D profile;ZD A (1)

o PRRIGILIFEEIZDOLNTS
THS. BALNT=EESHIE
%* ?h&%f%éﬁjj— )l/l‘l:uun

MABEIES LYERFSN LT NI EEF

T L/T-s L%%O)’h

J DR

— Actin&heat shock protein(ZE2 SR TE XX &

AETTLD, ALK E T UL TLNVS

— Actin®3D profileZ)

LA & actin

=S B DES

[y Theat shock proteinm®EWNRaAT7ZFRYT

D proflle’&nJrﬁL

B9 A AEE
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3D profile;ZD A (2)

Actin Heat shock protein
PDB ID: 1ATN PDB ID: 3HSC
(ASHD #)

28



3D profile;ZD A (3)

o FHIFEEDFH

— FRIZERLESIE. FRIEEDHEESEZT
EI]*%L@*i1x0):.I:EI*Et_§_é

— FPHEERITOREEDLLENTEEIEZ,., B
a8+ A3D-1D scoreZFAWLNT Rt &
DREZFLMTES

— Verify3D

(http://nihserver.mbi.ucla.edu/Verify 3D/)

Lithy et al. Nature 356, 83 (1992)2°
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TR EELE (2)

PDB ID: 1WW9 PDB ID: INDO
(AZHD H)



ARFEE L ER (3)

1. RCSBDHR—LR—IZFHK =
2. ERIDA=2—DTools|Z$H % I

[Compare Structure1&%5')w%
ID 1I=1IWW9.A]. ID 2(=TINDO.A] | &

Website FAQ

Select Comparison MethodIZlJCE &=

About Us

I 'th _n..l-l-l LI-C Careers
External Links
algorithm 1z &% 7€ ompare.
§ Mew Website Features
RCSB PDB Protein Comparison Tool

1 Deposition Hide

All Deposit Services
Calculate pairwise sequence or structure alionments. Electron Microscopy

¥-ray | NMR

- - . Validation Server
Compare the following two proteins | BioSync Beamlines/Facilities

Related Tools

ID 1: TWWI.A
ID 2: 1NDO.A
JCE algorithm (=]




AAEELER(4)

o FALIEDISIE
— Z-Score: 5.86 (CDEMNKRELMFEBARIZFELL
I HEERHIELY)

>4.5 family level similarity

4.0-4.5 superfamily level similarities, strong function related similarities or strong recurring fold

3.7-4.0 twilight zone where some similarities of biological significance can be seen

<3.7 similarities of low significance, but still some biologically important similarities can be
revealed, but interpretation normally requires additional evidence.

— RMSD: 4.34 A(xt Ity 9 ACalR FE D FE R EE)
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Z-scoreD =k

o ZUNDEDIARBEEES T LICHHERLE-

EZI2, BARIZEEE

ELLEFEULI-I IR EE

0)’\"775%.,’375\%)6%?’—‘%3"&}3&?‘6

e S(2) = p&libhz
“Z-scoreéd %
— S(3.7)=2.2x 10
—S(4.0)=6.3x10°
_ S(4.5)=6.6 X 10-6

IE%E/W‘H / \
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MAEELEER(5)

Select Comparison Method Gl blast2seq]ZEiR
5L BINTSAAVIDRREIND

blast2seq

CE(—&R)

Iwwo: 41

INDO: 52

1ww9: 100

INDO: 109

IWW9: 146

INDO: 165

1wwo: 13

INDO: 6

IwWw9: 64

INDO: 76

1WW9: 126

INDO: 141

GEPKTLKLLGENLLVNRI-DGKLYCLKDRCLHRGVQLSVKVECKTKST ITCWYHAWTYRW 99
G+ T K+ + ++V+R DG + + CHRG L V VE CYHW+
GDYVTAKMG IDEVIVSRQNDGS IRAFLNVCRHRGKTL-VSVEAGNAKGFVCSYHGWGF-- 108

EDGVLCDILTNPTSAQIGRQKL-——————- KTYPVQEAKGCVF1Y-LGDGDPPPL-——-- 145
G +++P o+ +L + V+ G FIY D+ PPL
—-GSNGELQSVPFEKDLYGESLNKKCLGLKEVARVESFHG--F1YGCFDQEAPPLMDYLG 164

--ARDTPPNFL-DDDMEILGK--NQI IKSNWRLAVEN 177
A P F +E++G +IK+NW+ EN
DAAWYLEPMFKHSGGLELVGPPGKVV IKANWKAPAEN 201

KGW-=-=—=—=——- APYV---DAKLG----FRNHWYPVMFSKE INE-GEPKTLKLLGENLLVNRID-GKLY

Il I i PHEEEREEEE e Peeeeee e il
KILVSESGLSQKHL IHGDEELFQHELKT IFARNWLFLTHDSL IPAPGDYVTAKMG IDEVIVSRQNDGSIR

CLKDRCLHRGVQLSVK---VECKTKSTITCWYHAWTYRWEDGVLCDILTNP----TSAQIGRQKLKTY-P

ey 1l FEEEEEEREner Teeririnl HHEEEELELTT
AFLNVCRHRGKTLVSVEAGNAK----GFVCSYHGWGFGSN-GELQSVPFEKDLYGESLNKKCLGLKEVAR

VQEAKGCVFI1YLGDGDPPPLARDT--PPNFLD---DDMEILGK---NQI IKS--NWRLAVENG-FDPSHI

R e e G
VESFHGF1YGC-FDQEAPPLMDYLGDAAWY LEPMFKHSGGLELVGPPGKVV I KANWKAPAENFVGDAYHV



MAREELER(T7)

A%l L ¥ (blast2seq)
— E-value: 3 x 10>, Identity: 26%

ILARFEELLLER (CE)

— Z-score: 5.86, RMSD: 4.34

1 HE

— 1WWO9: carbazole 1,9a-dioxygenase
— INDO: naphthalene dioxygenase

E 1L RIZEZ B R AN BA L hr—family
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S& MREELERY M

o AFEEDBAUEDIEEZE.

JLNT., LIRS

EOTUELT, BRI REEERERTES

o XY AF
— VAST

(http://www.ncbi.nlm.nih.gov/Structure/VAST/)

— Dali

(http://ekhidna.biocenter.helsinki.fi/dali_server/)

— CE

(http://source.rcsb.org/jfatcatserver/ceHome.|sp)
— FATCAT (http://fatcat.burnham.org/)
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IR TEE R E R - 1B (1)

Ras-binding Ubiquitin Immunoglobulin-binding
domain of c-Raf-1 PDB ID: 1UBQ domain of protein G
PDB ID: 1GUA PDB ID: 1PGA

(BEHD H)
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SRR E R E T RE - 1L (2)

o BERAI|ELER o BEAI|ELER
— No hits — E-value: 0.010
o IJREELE o IIHRBEELER
— Z-score: 4.25 — Z-score: 3.29

— RMSD: 2.20 — RMSD: 3.13
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AR E R E B EE -

£ (3)

f}ﬁ
// 1PGA
.~
v
o MNAEEOEUEMN o BI-IAEEEOFEM
=0 EHMELY

EIEMERBEAE o ECHEREREL
ESND . BTIFYFf- AR
—Superfamily (fold) HMELTLNS =T
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Fold_level .................

Superfamily-level -




MRBES AT —HN

s MBETIABERLUEICEDWTHEE

HIZHEEL =T —3~"—X
— SCOP (http://scop.mrc-Imb.cam.ac.uk/scop/)

EICTAF

_' J:é/\;kﬁ

Class — Fold — Superfamily — Family
— CATH (http://www.cathdb.info/)

FISFHRERICED TR

Class — Architecture — Topology —
Homologous Superfamily
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SCOPIZHITA[ER=E (1)

e Family: B2 —EE A #E1230%LL EHY . 1L
BB R NS EED

o Superfamily: B2 5| —EE B, ILAREE S
BEED LN, EILRIGEZE BRI HES
ns5t£m

. Fold  FIE2REBEDERELMNMOAC—IRICTE

\EERGEZBEFRIFGHLED
H*ﬁﬁ S XFED /Ay X T P RaY—
FIFOCAVNIEOYIBILFLGMEICRER

http://scop.mrc-Imb.cam.ac.uk/scop/intro.htm
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SCOPIZHITB[ER=E(2)

e 1UBQ
— Class: Alpha and beta proteins (a+b)
— Fold: beta-Grasp (ubiquitin-like)
— Superfamily: Ubiquitin-like

— Family: Ubiquitin-related
« 1GUA (c-Raf-1 RBD)
— Class: Alpha and beta proteins (a+b)

— Fold: beta-Grasp (ubiquitin-like)
— Superfamily: Ubiquitin-like

Superfamily-level

FT—H

— Family: Ras-binding domain, RBD
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1. IGUAMBEEIPGADASE D ECHI LEE%
(blast2seq) EILAFEE HLE (CE) 21T,
E-valueéZ-score. RMSDZ &t &

2. 1IPGAN,

Class. Fold, Superfamily, Fami

EDERFET—HI HMNIBAEL

ok

=9 5. SCOPMClass. Fold.
Superfamily. FamilyZ &£ &

3. 1UBQ. 1GUAMc-Raf-1 RBDMET 5

ilyEEEERL |
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Gan et al. Biophys J. 83, 2781.
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"Guo et al. Proteins 67, 548 (2007).
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