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Search NMR Data (BMRB)
Status Search
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b v z&—#z
TFTIBR >

ADIT: PDB Deposition
ADIT-NMR

B >>
Search PDB (Mine/xPSSS)
PDB/RDF, chem_comp/RDF
Latest Release Search
Sequence-Navigator
Structure-Navigator
SeSAW
Ligand Binding Sites (GIRAF)
EM Navigator
Search NMR Data (BMRB)
Status Search

Y—ER&YTRIT7 >>
JjV: Graphic Viewer
73 R (Yorodumi)
Protein Globe
ASH
MAFFTash
SEALA
Structure Prediction >>
CRNPRED
Spanner
SFAS
ZRT—=GINR—=Z >>
eF-site/eF-seek/eF-surf
eProtS

ProMode / ProMode Elastic /
ProMode Oligomer

Molecule of the Month
FovO—K>>

PDB Archive/Snapshot Archive
P27 |

Mine

HEHEs AT FAQ &MWEDE
BAAZBHEMET—4/>2 (PDBj: Protein Data Bank Japan)i, JST-NBDC& KRRAZDX1E%Z|F, KERCSB. BMRB. & & U'E/MNPDBe& %L T,

RERIEH (XRES R [1civ]

netise | [ mmEaE | 4o 0— F/EEgs || AHF—s~-2 |

((PDBID %1ciz #—7—F [3)

ERBSFOIFET - N— R ZEROICH—LENIPDBZ— A1 TE U TEE TR L L HIC, HRABBITY —LERELTED XY,

BERER—IILDOWT

PDBj Minelc 2,V T
BRI

(*) PDBjIC & B3FMATEC

== &
BB omEtHER gé Eﬁ II =] #&
BTFEM [A] 119.250 119.250 64.780
BFEY [E] 90.00 90.00 120.00
el P61
SREE [A] (£ - %) 8.00-2.00
BEBVWHEEES T )LDIE 2.03-2.00
R-work 0.161
mbBVWIEERES T )LDIE 0.2577
R-free 0.19
BROEBVHEREY T )LDIE 0.2435
REROTY—FRFE(RMSD) [A] 0.007
AN _RREZE(RMSD) [E] 1.778
Bl 7—4 OffEHER
SREE [A] (B - &) 20.0-2.00
BOBVWHREEY T /LDE 2.05 -
B RHE 33598
FRH% 279403 N
R-merge(l) 0.135
BROEBVWHREY T LOfE 0.339
T2 [%] 94.4
BOBVWHREEY T /LDE 68.3°
TR 8.3
BRbRY
#&&RID Ak pH pHDEEE BE
1 Vapor diffusion, hanging drop 5.4 23"
XROBRICHE
ID #&&ID AR HEHA BB (Bfi)
1 1 drop sodium acetate 5(mM)
2 1 drop CaCl2 0.1(mM)
3 1 drop protein 10(mg/ml)
4 1 reservoir PEG1000 12(%(Wh))
5 1 reservoir PEGB8000 12(%(W/iv))

© 2007 PDB;. All Rights Resef\%a.
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P2 0) i3 oo b GO S s 02 (e B s L e S A 2 e B & AL i SR e S

Japanese HEEHBE® AT FAQ &MWEDLE
W FA—3 BAZHEMET—4/\ 7 (PDBj: Protein Data Bank Japan)id. JST-NBDC& KFRAZDXiBE%AF(F, HKERCSB. BMRB. & & U'FMPDBe %4 L T,
ey EEBIFOIUEEET — I R—AEERNICH—(LENIPDBZ—h1 TE VU TEE TR L L HIC, BABBITY —LERELTEDET,
- >>
' i BABE~R—JIDNT
ADIT: PDB Deposition e PDB; =l
ADIT-NMR Mlne uﬂgnﬂ [1 clv] PDB] Minelc 2T
AR
B >>
Search PDB (Mine/xPSSS) (& =) matn ) xem pmEaR | 49> 0— F/EEkR | ABF—5~<—2 |
PDB/RDF, chem_comp/RDF h g - - o .
Latest Release Search ((PDBID &kt ¥—7—F [%)
Sequence-Navigator o
Structure-Navigator BEHEON—YILONT *% Ll ,l‘ #&
SeSAW Ael8
Ligand Binding Sites (GIRAF) IS ARGy =) -
SR GO (Y=Y -ArbOy-—) KHEXTZIHER
Search NMR Data (BMRB)
Status Search L GOId %_iﬂgm et
A 0004556 molecular_function alpha-amylase a PDBF— 4 N—R IR T 3182
Y—ER&Y/TrIIT > | 0004866 molecular_function endopeptidase inf
jV: Graphic Viewer A 0005975 biological_process carbohydrate met| Sfte-id: ACS
71 R (Yorodumi) | 0015066 molecular_function alpha-amylase in oS EaS
Protein Globe A 0046872 molecular_function metal ion binding REY 3
ASH 3] CATALYTIC SITE
MAFFTash (GO D) &> BRE>
SEALA A ASP185
Structure Prediction >> PDBT—49~R—XICH¥T 18R : f;g::s
CRNPRED site_id: AC1
Spanner site_id BS
SFAS ACS C C SITE S 4~
- . AC1 BINDING SITE FOR RESIDUE CA A 601 B 7
ZRF—=INR—R >> AC2 BINDING SITE FOR RESIDUE CL A 602 ET ) BINDING SITE FOR RESIDUE CA A 601
eF-site/eF-seek/eF-surf —
SPmIS (PDBIS D) = — w onos
ProMode / ProMode Elastic / =$ %m i m A ARG146
ProMode Oligomer p _ ) A ASP155
Molecule of the Morth SwissProt/UniProtiC i SN TWA RN H I TREERE A HET®)
vO—K A HOH619
¥ova—FK >> ‘ site_id - 1] BREY A HOH628
PDB Archive/Snapshot Archive SWS_FT_FI enzyme active site(ACT_SITE) 1 Protondol . i aca
Yy SWS_FT_FI2 enzyme active site(ACT_SITE) 1 Nucleophi B
SWS_FT_FI3 metal binding site(METAL) 2 Calcium gu ;"f ~
SWS_FT_Fl4 metal binding site(METAL) 2 Calcium; o SINDING STTE FOR RESIDUE GLA 602
SWS_FT_FI5 binding site(BINDING) 3 Chloride.
SWS_FT_FI6 other interesting site(SITE) 1 Transition B> RE>
A ARG183
A LEU243
(UniProti& 8 5 #4H) A ARG321
CSAIC 8|72 BRAIEMEEDER
site_id S HREY il
CSA1 catalytic site 2 PsiBLAST alignment on 1amy by CSA
CSA2 catalytic site 3 PsiBLAST alignment on 2cpu by CSA
CSA3 catalytic site 3 PsiBLAST alignment on 1uok by CSA
(CSATE#RDEEH) @

b
© 2007 PDB;j. All Rights Reserved.
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Japanese

W, /\'—#
TR >>
ADIT: PDB Deposition
ADIT-NMR
B¥E>>
Search PDB (Mine/xPSSS)
PDB/RDF, chem_comp/RDF

EM Navigator
Search NMR
Status Search

P—ER&Y 777 >>
JjV: Graphic View
73 8 (Yorodumi)
Protein Globe
ASH
MAFFTash
SEALA
Structure Prediction

CRNPRED
Spanner
SFAS

ZRTF—=INR—R >>
eF-site/eF-seek/eF-surf
eProtS

ProMode / ProMode Elastic /
ProMode Oligomer

Molecule of the Month
FovaO—Ks>>

PDB Archive/Snapshot Archive

2ok

Sequence Navigator &[E]C

fEEtiEE AT FAQ BEWEDLE

HAZEQE#MET—4/\>7 (PDBj: Protein Data Bank Japan)id., JST-NBDC& KfRAKZFDXIEEF I, KERCSB. BMRB, & & U'FRJNPDBe& #% LT,
EGEEDFOIEEET — I R—AZEBRNICH—{LENIZPDB7—hA JE VU TGEE TR L HIC, BRAREBHTY —LERHEULTEDET,

® PDBy BAERZBER—IJICDOWT
Mne PDBj Minelz 21\ T

HRAZEBH [1clv]
BEHER

ERENET T NETIONNET Yo 0o—F/EExR || ABF—5~<—2 |

(PDBID 7l #—7—F [3)

B 5 AL TLNAPDBI ) —

FGGVQISPPNEYLVADGRPWWERYQPVSYIINTRSGDESAFTDM
TSGSSADHDGMNYPAVPYGSGDFHSPCEVNNYQDADNVRNCELVGLRDLNQGS
DYVRGVLIDYMNHMIDLGVAGFRVDAAKHMSPGDLSVIFSGLKNLNTDYGFADGARPFIYQEVIDLGGEAISKNEYTGFG
CVLEFQFGVSLGNAFQGGNQLKNLANWGPEWGLLEGLDAVVFVDNHDNQRTGGSQILTYKNPKPYKMAIAFMLAHPYGTT
RIMSSFDFTDNDQGPPQDGSGNLISPGINDDNTCSNGYVCEHRWRQVYGMVGFRNAVEGTQVENWWSNDDNQIAFSRGSQ
GFVAFTNGGDLNQNLNTGLPAGTYCDVISGELSGGSCTGKSVTVGDNGSADISLGSAEDDGVLAIHVNAKL

>1CLV | PROTEIN (ALPHA-AMYLASE INHIBITOR) Entity#:2
CIPKWNRCGPKMDGVPCCEPYTCTSDYYGNCS

HNERHHSTUN)—TIE
EDHERNRET DM EIN
HUARDGEIFEEFERIR

N

rAR—IA)

© 2007 PDB;. All Rights Reserved.
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FDBESCHE WKL

Japanese

W, ~N—<

TFT—IER >

ADIT: PDB
Deposition
ADIT-NMR

B >>

Search PDB
(Mine/xPSSS)

PDB/RDF,
chem_comp/RDF

Latest Release
Search

Sequence-
Navigator

Structure-
Navigator

SeSAW
Ligand Binding
Sites (GIRAF)
EM Navigator

Search NMR
Data (BMRB)

Status Search

H—ER&Y 7k
JT7 >>

JV: Graphic
Viewer

73 & (Yorodumi)
Protein Globe
ASH

L
TAE Zruve o & 4T S
m#ﬁﬂ ~AL7 FAQ &EWEbE

BHAZERQE#HET—5/\»7 (PDBj: Protein Data Bank Japan)i&, JST-NBDC & KERAZDXIEERZ (T, KERCSB. BMRB., &L UMINPDBeL B LT, EEBDFDILEHE

PDBy BARZFER—IICDOVWT
Mine HEFEAE [1civ]

PDBj Minelz 2T

BHER
(@ oz | maa || =wwa || aess |(ERESE ) (yovo—F/E sR—2 |
fPDBIDiH;#— 7—F & (&%)

#52R (1-50)/ 74

1clvA SE2—3: 1jaeA 1tmgA

Seq.ldentity:100% Seq.Positives:100% E-value:0Score:2514Query Coverage:100% Compound:PROTEIN (ALPHA-AMYLASE) (3.2.1.1)

HWEDEREDLE

1clvA 1 471 QKDANFASGRNSIVHLFEWKWNDIADECERFLQPQGFGGVQISPPNEYLVADGRPWNERYQPVSYIINTRSGDESAFTDMTRRCNDAGVRIYVDAVINHMTGMNGVGTSGSSADHDGMNYPAVP
1tmqA 1 471 QKDANFASGRNSIVHLFEWKWNDIADECERFLQPQGFGGVQISPPNEYLVADGRPWNERYQPVSYIINTRSGDESAFTDMTRRCNDAGVRIYVDAVINHMTGMNGVGTSGSSADHDGMNYPAVP
1tmgA SE2—3 1jaeA 1cvA

Seq.ldentity: - pesl00% E-value:0Score:2499Query Coverage:100% Compound:ALPHA-AMYLASE, ALPHA-AMYLASE-INHIBITOR

ASGRNSIVHLFEWKWNDIADECERFLQPQGFGGVQISPPNEYLVADGRPWWERYQPVSYIINTRSGDESAFTDMTRRCNDAGVRIYVDAVINHMTGMNGVGTSGSSADHDGMNYPAVP
1 471 QKDANFASGRNSIVHLFEWKWNDIADECERFLQPQGFGGVQISPPNEYLVADGRPWNERYQPVSYIINTRSGNESAFTDMTRRCNDAGVRIYVDAVINHMTGMNGVGTSGSSADHDGMNYPAVP

1viwA

Seq.ldentity:53% Seq.Positives:67% E-value:6.85224e-142Score:1286Query Coverage:104% Compound:alpha-amylase, pancreatic (E.C.3.2.1.1)/antibody V
WEDERADY

1clvA 8 490 SGRNSIVHLFEWKWNDIADECERFLQPQGFGGVQISPPNEYLVAD--GRPWWERYQPVSYIINTRSGDESAFTDMTRRCNDAGVRIYVDAVINHMTG---MNGVGTS-GSSADHDGMNYPAVPY
1kxgA 8 490 SGRTSIVHLFEWRWVDIALECERYLGPKGFGGVQVSPPNENIVVTNPSRPWWERYQPVSYKLCTRSGNENEFRDMVTRCNNVGVRIYVDAVINHMCGSGAAAGTGTTCGSYCNPGSREFPAVPY

Protein Data Bank Japan J
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1&&
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Japanese

W &— <

TIER >
ADIT: PDB Deposition
ADIT-NMR

B’R>>
Search PDB (Mine/xPSSS)
PDB/RDF, chem_comp/RDF
Latest Release Search
Sequence-Navigator
Structure-Navigator
SeSAW
Ligand Binding Sites (GIRAF)
EM Navigator
Search NMR Data (BMRB)
Status Search

Y—ER&YT7h7x7 >

JV: Graphic Viewer

73 & (Yorodumi)

Protein Globe

ASH

MAFFTash

SEALA

Structure Prediction >>
CRNPRED
Spanner
SFAS

ZRF—=INR—2R >>

BAZEQE#ET—4/\>7 (PDB;j: Protein Data Bank Japan)id, JST-NBDC& ARRKZDXIEE R T, KERCSI
GBI FOIEEET — I R—AEERNICH—(LENIPDB7—HA 7E U TEBE TR L& HIC, BRABERKTY —

Mine

HEEBH [1clv]

(m oz | mewe | mwtme | aess |(BRESE ) | o o—F/EERE | [ A8F—52<—2 |

[ PDBID %1zl #—7—FK

) ()

1clvA(ZXTY) & WviwA (T 7L—BM)DEREDE
B U I RE¥ = 470
RMSD Eh&bt:

CARMSD =0.86A [PDB7 74 jV4[ [HJava Plug-i

1clvA
1clvA
1viwA
1vinA
Ner FA(LIE
1clvA
1clvA
1vinA
1viwA
Ner ¥A{CIEE
1clvA
1cTvA

Kt Java Plug-iD
]

KDANFASGRNSIVHLFEWKWNDIADECERFLQPQGFGGVQISPPNEYLVADGRPWWERYQ
CCCCCCCCCCCEEEECCCCHHHHHHHHHHCCCCCCCCEEECCCCCCCCCCCCCCHHHHHC
KDANFASGRNSIVHL FEWKWNDIADECERFLQPQGFGGVQISPPNEYLVADGRPWWERYQ
ccccccccccccccCcCCCCHHHHHHHHHHCCHHHCCCEEEECCCCCCCCCCCCCHHHHAC
998999999999999999999999999999999999999999999999999999999999
PVSYIINTRSGDESAFTDMTRRCNDAGVRIYVDAVINHMTGMNGVGTSGSSADHDGMNYP
CCCCCCCCCCCCHHHHHHHHHHHHHCCCEEEEEECCCCCCCCCCCCCCCCCCCCCcccC
PVSYIINTRSGNESAFTDMTRRCNDAGVRIYVDAVINHMTGMNGVGTSGSSADHDGMNYP
CCCCCCCCCCCCHHHHHHHHHHHHHCCCEEEEEECCCCCCCCCCCCCCCCCCCcCecccC
999999999999999999999999999999999999999999978999939999999999

AVPYGSGDFHSPCEVNNYQDADNVRNCELVGLRDLNQGSDYVRGVLIDYMNHMIDLGVAG
COCCCHHHOCCGHOCCCCCCHHHHHHOCCCCCCCCCCCCHHHHHHHHHHHHHHHHOCCCF

Protein

Data Bank Japan aF



Superposition of 1clvA (blue) and 1viwA (red)

Style: O Cartoon @ Backbone O Wireframe

Color: Ogroup @®chain Oatom PDBO
Protein Data ledep:in J

Zoom: O75% ® 1T00% O 150%



EDESEIE SR LIS HFRETE IR AR W K SO RED

Japanese HEtBEs AT FAQ &HEWEDLE
W Fr—3 BAZQE#ET—45/\>% (PDB;j: Protein Data Bank Japan)id. JST-NBDC& AKRAZDXIEERZ (S, KERCSB. BMRB, & L U'FR/NPDBe& %A LT,
Pyrer=—— EEEDFOIEEET — I R—AZEBRNICH—{CENIPDB7—hA JE L TGEE TR E L HIC, BRARBHTY —LERHEULTEDET,
— >>
) o BARER—IJICDONT
ADIT: PDB Deposition ® PDB; . — Sy
ADIT-NMR ? ine & v0—RMERERRR [1clv] PDBj Minelz 2\ T
BHTHIR
B¥E>>

Search PDB (Mine/xPSSS)
PDB/RDF, chem_comp/RDF
Latest Release Search
Sequence-Navigator

ERNE T TN IR L

({55 0—r/magn | PHF—s~—2 |
PDB ID %7 9—F o) (8%

—

>

2:;itwe-Nawgator T 7AILER 7740 % BEE&xR YovO0—K
Ligand Binding Sites (GIRAF) L TOMWE pdbiclv.ent.gz(88k)
EM Navigator PDB= pdb1clv.ent(364K) =
Search NMR Data (BMRB) YT D pdb1clv.ent.gz(7k) G2
Status Search mmCIF 1clv.cif.gz(111k) iR
H—PR&YTRITT >> 2T OWR 1clv.xml.gz(171k) i
jV: Graphic Viewer Ay ¥ D (no-atom) PDBML 1clv-noatom.xml.gz(27k)
71 B (Yorodumi) XML PDBMLplus 1clv-pdbmiplus.xml.gz(30k) R
Protein Globe BRI D I (ext-atom) 1clv-extatom.xml.gz(96k)
ASH RDF 1clv-noatom.rdf.gz(18k)
g‘é‘;ﬂas“ SEMPHRBG (PDBY) 1clv.pdb1.gz(84K) *author_defined_assembly, 2 F (dimeric) = (%=
Structure Prediction >>
CRNPRED
Spanner
SFAS
ZRT—INR—R >>
eF-site/eF-seek/eF-surf
eProtS
ProMode / ProMode Elastic /

ProMode Oligomer
Molecule of the Month

YovO—K>>
PDB Archive/Snapshot Archive
Yo%k
© 2007 PDB;. All Rights Reserved.
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HEADER HYDROLASE 04-MAY-99  1CLV
TITLE YELLOW MEAL WORM ALPHA-AMYLASE IN COMPLEX WITH THE AMARANTH
TITLE 2 ALPHA-AMYLASE INHIBITOR

COMPND MOL_ID: 1;

COMPND 2 MOLECULE: PROTEIN (ALPHA-AMYLASE);

COMPND 3 CHAIN: A;

COMPND 4 SYNONYM: ALPHA-1,4-GLUCAN-4-GLUCANOHYDROLASE;
COMPND 5 EC: 3.2.1.1;

COMPND 6 MOL_ID: 2;

COMPND 7 MOLECULE: PROTEIN (ALPHA-AMYLASE INHIBITOR);
COMPND 8 CHAIN: I;

COMPND 9 ENGINEERED: YES

SOURCE MOL_ID: 1;

ISM_SCIENTIFIC: TENEB

DBREF
DBREF 1CLV I 501
SEQADV 1CLV PCA A 1

AMY_TENMO
P80403  IAAI_AMAHP
P56634 GLN 1 SEE REMARK 9

™~

F4

PDB format

14780%| & 5E
(59T 74IL)

SEQRES 1 A 471 PCA LYS ASP ALA ASN PHE ALA SER GLY ARG ASN SER ILE K EE?” 4%*&

SEQRES 2 A 471 VAL HIS LEU PHE GLU TRP LYS TRP ASN ASP ILE ALA ASP
SEQRES 3 A 471 GLU CYS GLU ARG PHE LEU GLN PRO GLN GLY PHE GLY GLY
SEQRES 4 A 471 VAL GLN ILE SER PRO PRO ASN GLU TYR LEU VAL ALA ASP
SEQRES 5 A 471 GLY ARG PRO TRP TRP GLU ARG TYR GLN PRO VAL SER TYR
SEQRES 6 A 471 ILE ILE ASN THR ARG SER GLY ASP GLU SER ALA PHE THR
SEQRES __7 A 471 ASP MET THR ARG ARG CYS ALA GLY VAL ARG ILE
ASP ALA T THR GLY MET ASN
ASP GLY
ASP

[

1 7.713  8.323

2 A 8.263 8.128 1.
HETATM 3 (B PCAA 1 31.390 7.193 8.612 1.00 16.19
HETATM 4 (G PCAA 1 30.495 5.943 8.987 1.00 16.93
HETATM 5 (b PCAA 1 29.101 6.476 8.787 1.00 19.39
HETATM 6 OE PCAA 1 28.089 5.796 9.037 1.00 22.92
HETATM 7 C PCAA 1 30.667 8.643 6.676 1.00 13.70
HETATM 8 0 PCAA 1 31.514 9.493 6.417 1.00 14.12
ATOM 9 N LYSA 2 29.983 7.994 5.735 1.00 14.51
ATOM 10 CA LYSA 2 30.178 8.269 4.313 liﬁb 13.28
ATOM 11 € LYSA 2 28.999 8.963 3.640 1.00 16.12

Protein Data Bank Japan J



data_1CLV
&

. . _\\_ > : E A
_audit_conform.dict_name mmcif_pdbx.dic
_audit_conform.dict_version 4.007
_audit_conform.dict_location http://mmcif.pdb.org/dictionaries/ascii/m

#
lzzz;base 2.database idh ?_gbﬁzjuj:%éi%é —mmCI F
_database_2. database_code 7= I

:css RCSB0O1000 (ST AR ﬂ.z .'._l'—t )
Eggzabase_PDB_rev. num EE ‘j: : *L 7b§ k jTE

_database_PDB_rev.date
_da _rev.date_original

Zatom_site.
_atom_site.Cartn_z_
_atom_site.occupancy_es
_atom_site.B_iso_or_equiv_esd
_atom_site.pdbx_formal_charge
_atom_site.auth_seq_id
_atom_site.auth_comp_id
_atom_site.auth_asym_id

: . : s[s . . =t N s[s
:gt&zttzgj;tggmjd‘( #HID (label_asym_id) ...auth_asym_id (FEMNEZL1=EEID)
ATOM 1 N N .PCAAL1l ?29.0207.713 8.323 1.00 17.6 BT AHIBZEEELHH
ATOM 2 C CA .PCAA11 ?30.380 8.263 8.128 1.00 16.55 7 ?

ATOM 3 C CB .PCAA11 ?31.390 7.193 8.612 1.00 16.19 ? ?

ATOM 4 C CG .PCAA11 7?7 30.4955.943 8.987 1.00 16.93 ? ? nin

ATM 5 C (D .PCAA11 ?29.101 6.476 8.787 1.00 19.39 ? 7 &= JRF AR

ATOM 6 0 OE .PCAA11 7 28.0895.796 9.037 1.00 22.92 ? ? mmCIF: macromolecular Crystallographic
ATOM 7 c C .PCAA11 7?7 30.667 8.643 6.676 1.00 13.70 ? ? Information File

ATOM 8 0 O .PCAA11 ?31.514 9.493 6.417 1.00 14.12 ? ? ) -

ATOM 9 N N . LYSA12 ?29.9837.994 5.735 1.00 14.51 7 ? PDB'
ATOM 10 C CA . LYSA12 ?30.178 8.269 4.313 1.09 13.28 ? ? i LVA J
ATOM 11 C C . LYSA12 ?28.999 8.963 3.640 1.00 16.12 ? ?



<?xml version="1.0" encoding="UTF-8" 7>

<PDBx:datablock datablockName="1CLV"
xmlns:PDBx="http://pdbml.pdb.org/schema/pdbx-v40.xsd"
xmlns:xsi="http://www.w3.0rg/2001/XMLSchema-instance"
xsi:schemalocation="http://pdbml.pdb.org/schema/pdbx-v49.xsd pdbx-v:

<PDBx:atom_siteCategory>
<PDBx:atom_site id="1">

<PDBx:

<PDBx

<PDBx

<PDBx

<PDBx

B_iso_or_equiv>17.69</PDBx:B_iso_or_equiv>

:Cartn_x>29.020</PDBx: Cartn_x>
<PDBx:
<PDBx:
<PDBx:
<PDBx:
<PDBx:
<PDBx:

Cartn_y>7.713</PDBx:Cartn_y>
Cartn_z>8.323</PDBx:Cartn_z>
auth_asym_id>A</PDBx:auth_asym_id>
auth_atom_id>N</PDBx:auth_atom_id>
auth_comp_id>PCA</PDBx:auth_comp_id>
auth_seq_id>1</PDBx:auth_seq_id>

:group_PDB>ATOM</PDBx: group_PDB>
<PDBx:
:label_asym_id>A</PDBx:label_asym_id>
<PDBx:
<PDBx:
<PDBx:
<PDBx:
<PDBx:
<PDBx:

label_alt_id xsi:nil="true" />

label_atom_id>N</PDBx:label_atom_id>
label_comp_id>PCA</PDBx:label_comp_id>
label_entity_id>1</PDBx:label_entity_id>
label_seq_id>1</PDBx:label_seq_id>
occupancy>1.00</PDBx:occupancy>
pdbx_PDB_model_num>1</PDBx : pdbx_PDB_model_num>

:type_symbol>N</PDBx:type_symbol>

</PDBx:atom_site>
<PDBx:atom_site id="2">

<PDBx:

B_iso_or_eauiv>16.55</PDBx:B_iso_or_equiv>

¢

PDBML
mmCIFH 52 H#A

Protein Data Bank Japan J



- 1CLV-noatom -

+ <PDBx:datablock datablockName= "1CLV-noatom"

xsi:schemal.ocation= "http://pdbml.pdb.org/schema/pdbx-v40.xsd

pdbx-v40.xsd">
+ <PDBx:atom_sitesCategory>
+ <PDBx:atom_typeCategory>

PDBML (noatom)

+ <PDBx:audit_authorCategory>

+ <PDBx:audit_conformCategory>

+ <PDBx:cellCategory>

+ <PDBx:.chem_compCategory>

+ <PDBx:citationCategory>

+ <PDBx:citation_authorCategory>

+ <PDBx:computingCategory>

+ <PDBx:database_2Category>

+ <PDBx:database_PDB_matrixCategory>

+ <PDBx:database_PDB_revCategory>

+ <PDBx:database_PDB_rev_recordCategory>
+ <PDBx:diffrnCategory>

+ <PDBx:diffrn_detectorCategory>

+ <PDBx:diffrn_radiationCategory>

+ <PDBx:diffrn_radiation_wavelengthCategory>
+ <PDBx:diffrn_sourceCategory>

R FEEFE (atom_site) ER53 D
ERENZLNDTEDE L%
B?Fﬂ* L/T::FJGD:EA%EEQ:I\: o
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<?xml version="1.0" encoding="UTF-8" 7>

<PDBx:datablock datablockName="1CLV-extatom"
xmlns:PDBx="http://pdbml.pdb.org/schema/pdbx-v40-ext.xsd"
xmlns:xsi="http://www.w3.0rg/2001/XMLSchema-instance"
xsi:schemalocation="http://pdbml.pdb.org/schema/pdbx-v40-ext.xsd pdbx-v40-ext.xsd">

<PDBx: category_atom_record>

<PDBx:atom_record id= "1">  ATOM 1 A A 1 1 7? PCA PCA N N N 29.020 7.713 8.323 1.00 17.69
<PDBx:atom_record id= "2"> ATOM 1 A A 1 17 PCA PCA C CA CA 30.380 8.263 8.128 1.00 16.
<PDBx:atom_record id= "3"s  ATOM 1 A A 1 1 7 PCA PCA C (B (B 31.390 7.193 8.612 1.00 16.
<PDBx:atom_record id= "4">  ATOM 1 A A 1 1 ? PCA PCA C G CG 30.495 5.943 8.987 1.00 16.
<PDBx:atom_record id= "S">  ATOM 1 A A 1 19.
<PDBx:atom_record id= "6"> ATOM 1 A A 1 P D B M |_ ( eXtatO m ) 22.
<PDBx:atom_record id= "7">  ATOM 1 A A 1 e e ﬁ 3.7¢
<PDBx:atom_record id= "g's ATOM 1 A A 1 - "'_ 1;_ ( - ) B 4.12
<PDBx:atom_record id= "9">  ATOM 1 A A 2 JE ' =3 Jﬁ ?12& 3 ato m_s Ite H 4.51
<PDBx:atom_record id= "10"> ATOM 1 A A 2 Z\ i 13.
<PDBx:atom_record id= "11">  ATOM 1 A A 2 Jj 0) H é E’%{E L ‘t l,li &) T: :EJ 0) 6.12
<PDBx:atom_record id= "12"> ATOM 1 A A 2 7.54
<PDBx:atom_record id= "13">  ATOM 1 A A 2 :E)]:E il: 13.
<PDBx:atom_record id= "14"> ATOM 1 A A 2 IE{,\ o 14.
<PDBx:atom_record id= "15"> ATOM 1 A A 2 2 ? . LYS LYS C (D (O 32.140 5.082  3.331 1.00 17.
<PDBx:atom_record id= "16"> ATOM 1 A A 2 2 ? LYS LYS C CE CE 33.340 4.422 3.957 1.00 17.
<PDBx:atom_record id= "17">  ATOM 1 A A 2 2 ? LYS LYS N NZ NZ 33.629 3.104 3.3490 1.00 20.
<PDBx:atom_record id= "18"> ATOM 1 A A 3 3 7 ASP ASP N N N 27.961 9.255 4.417 1.00 14.81
<PDBx:atom_record id= "19"> ATOM 1 A A 3 3 7 ASP  ASP C CA CA 26.789 9.956 3.901 1.00 14.
<PDBx:atom_record id= "20"> ATOM 1 A A 3 3 7 ASP ASP C C C 27.016 11.410 4.299 1.00 12.41
<PDBx:atom_record id= "21">  ATOM 1 A A 3 3 7 ASP ASP 0 O O 27.160 11.710 5.485 1.00 12.28
<PDBx:atom_record id= "22">  ATOM 1 A A 3 3 7 ASP ASP C (B (B 25.513 9.426 4.569 1.00 17.
<PDBx:atom_record id= "23">  ATOM 1 A A 3 3 7 ASP ASP C (G CG 24.239 10.003 3.964 1.00 20.

b PD B]
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PDB/RDF PDB entry : 1CLV http://pdbj.org/rdf/1 CLV Download RDF file for this entry PDB/RDF cﬁgggﬁgﬁgﬁ
Home PREFIX Search PDB/RDF, chem-comp/RDF
Data Deposition >>
. - o rdf: <http://www.w3.0rg/1999/02/22-rdf-syntax-ns#> ID: (e.g., '7RSA") [ rDBID B
ADIT: PDB Deposition « rdfs: <http2/Awww.w3.0rg/2000/01/rdf-schema#> property: (e J
ADIT-NMR « PDBo: <http:/pdbj.org/schema/pdbx-v40.owl#> * , 9
Search >> « PDBr: <http://pdbj.org/rdf/> y g PDBo:entity.pdbx_description’)
eywords: .g., ' !
Search PDB (Mine/xPSSS) L — S (e.g., alcohof)
PDB/RDF, chem_comp/RDF (submit ){ reset )
Latest Release Search
Sequence-Navigator Subject: http:/pdbj.org/rdf/1CLV
Structure-Navigator
SeSAW Predicate Object
Ligand Binding Sites (GIRAF) PDBo:datablockName 1CLV-noatom

PDBo:has_atom_sitesCategory PDBr:1CLV/atom_sitesCategory
PDBr:1CLV/atom_typeCategory
P D B/ R D F PDBr:1CLV/audit_authorCategory
Se L 35 PDBr:1CLV/audit_conformCategory
PDBML NPT D=8 - e
) -
hd — ilalion 858
0) i I‘ ‘ - ’ajj‘ m L T—' %) 0) PDBr:1CLV/citation_authorCategory
= om o PDBr:1CLV/computingCategory
— — s — PDBr:1CLV/database_2Category
(¢ [ z > (i A b\ E’ b g L \ J: j htl I l I PDBr:1CLV/database_PDB_matrixCategory
PDBr:1CLV/database_PDB_revCategory
' — L/ .t — L/ -t' L \ é N / X ‘ i PDBr:1CLV/database_PDB_rev_recordCategory
— / I \ PDBr:1CLV/diffrnCategory
PDBr:1CLV/diffrn_detectorCategory

De
R D F ) PDBr:1CLV/diffrn_radiationCategory

PDBr:1CLV/diffrn_radiation_wavelengthCategory

i N > PDBr:1CLV/diffrn_sourceCategory
P DB M LO) Ij\] @é < | J S 7 é 1—: & PDBr:1CLV/entityCategory
PDBr:1CLV/entity_keywordsCategory
De L) 7‘-s h‘* ~ a é 0) '_ L \ PDBr:1CLV/entity_name_comCategory
d~ b S PDBr:1CLV/entity_polyCategory
_entity_src_| gory PDBr:1CLV/entity_src_natCategory
PNRn'has entrvCatennrv PNRr1Cl VientrvCatennrv

Links

b PD B:'
# Protein Data Bank Japan



BB ISR L T SR SO 8T RSO 5

PDB/RDF

Home

Data Deposition >>

ADIT: PDB Deposition
ADIT-NMR

Search >>
Search PDB (Mine/xPSSS)
PDB/RDF, chem_comp/RDF
Latest Release Search
Sequence-Navigator
Structure-Navigator
SeSAW
Ligand Binding Sites (GIRAF)
EM Navigator
Search NMR Data (BMRB)
Status Search

Service and Software >>
jV: Graphic Viewer
Yorodumi
Protein Globe
ASH
MAFFTash
SEALA
Structure Prediction >>

CRNPRED
Spanner
SFAS

Derived database >>
eF-site/eF-seek/eF-surf
eProtS

ProMode / ProMode Elastic /
ProMode Oligomer

Molecule of the Month

Download >>
PDB Archive/Snapshot Archive

Links

PDB entry : 1CLV

PREFIX

o rdf: <http://www.w3.0rg/1999/02/22-rdf-syntax-ns#> ID:
« rdfs: <http://www.w3.0rg/2000/01/rdf-schema#>
« PDBo: <http://pdbj.org/schema/pdbx-v40.owl#>
« PDBr: <http://pdbj.org/rdf/>

http://pdbj.org/rdf/1 CLV

About PDB/RDF

Download RDF file for this entry PDB/RDF , chem_comp/RDF

Search PDB/RDF, chem-comp/RDF
(e.g., '7RSA") [ rDBID B

property: (e.g.,
'PDBo:entity.pdbx_description’)
keywords: (e.g., 'alcohol’)

Subjéet:

PDBo:of_datablock
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
rdf:type

://pdbj.org/rdf/1CLV/chem_compCategory

Predicate

PDBr:1CLV

BFENDTI/BOUAIED
rosrioLvcham comimre 3% T AN TORELEES D)

PDBr:1CLV/chem_comp/ASN X I\
PDBr:1CLV/chem_comp/ASP
PDBr:1CLV/chem_comp/CA
PDBr:1CLV/chem_comp/CL
PDBr:1CLV/chem_comp/CYS
PDBr:1CLV/chem_comp/GLN
PDBr:1CLV/chem_comp/GLU
PDBr:1CLV/chem_comp/GLY
PDBr:1CLV/chem_comp/HIS
PDBr:1CLV/chem_comp/HOH
PDBr:1CLV/chem_comp/ILE
PDBr:1CLV/chem_comp/LEU
PDBr:1CLV/chem_comp/LYS
PDBr:1CLV/chem_comp/MET
PDBr:1CLV/chem_comp/PCA
PDBr:1CLV/chem_comp/PHE
PDBr:1CLV/chem_comp/PRO
PDBr:1CLV/chem_comp/SER
PDBr:1CLV/chem_comp/THR
PDBr:1CLV/chem_comp/TRP
PDBr:1CLV/chem_comp/TYR
PDBr:1CLV/chem_comp/VAL
http://pdbj.org/schema/pdbx-v40.owl#chem_compCategory

© 2007 PDB;. All Rights Reserved.
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” BR#ELE | T30 : = = | 7ML

PDB (flat file) wwPDB X © X X X I\
IUCr,

mmCIF STAR WWPDB O O O X A th
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EDBEFEFTE 1R LT 1R LT KO8

Japanese m—Hﬁﬁ AT FAQ BEWAEDE
W FA—3 HAZQE#ESET—45/\>2 (PDB;j: Protein Data Bank Japan)i. JST-NBDC& ARKZDFZEE RS, KERCSB. BMRB., & L U'FRNPDBe& #5374 L T,
Py EGEEDFOIEEET — I R—AZEBRNICH—{LENIPDB7—hA JE VU TGEE TR L HIC, BRARBHTY—LERHEULTEDET,
— >>
i o HERZFER—IICOWT
ADIT: PDB Deposition ® PDB; gy
ADIT-NMR ) Mne B=[1clv] PDBj MinelZ 21T
BEIEER
BR¥E >>

Search PDB (Mine/xPSSS)
PDB/RDF, chem_comp/RDF
Latest Release Search
Sequence-Navigator

miEte || e || e — F/EERT || AF—5~—2 |

BID Eicik ¥—7—FK |§

T

Structure-Navigator

SeSAW <FEXIHREAT> Ik Y—ID (PDB ID) # (FASTAR; "p n&_mj &ﬁ EEY
Ligand Binding Sites (GIRAF) = <EYFRRA> TR ALPHA-AMY¥LASE, F% E IN =

EM Navigator P YELLOW MEAL WO Boxe

AMARANTH ALPHA- AMYLASE INHIBITOR
INSECT ALPHA-AMYLASE INHIBITOR, A ANTHUS

BEOF—T7—F HYPOCHONDRIACHS, YELLOW Wi KN OLASE
Bk 340E Tenebrio molitor (yelo 2559%&:@1 ﬁNL T%ﬁ{%

Search NMR Data (BMRB)
Status Search

P—ER&YTRI77 >
JjV: Graphic Viewer

: Bk Y i [UNP - P80403] Seed
73 B (Yorodumi) : N
Protein Globe RY Y —HDEEHR 2
ASH STFROEE 54934.3 (F¥#ll & HHEEIRDOR—)
MAFFTash Pereira, P.J.B., Lozanov, V., Patthy, A. , Huber, R., Bode, W. , Pongor, S. ,
SR tOBLIESERS & Strobl, S. (B4R : 1999-05-04, 2A38H : 2000-05-03)
Structure Prediction >> IRTMEY 1 —7 Pereira, P.J. , Lozanov, V., Patthy, A., Huber, R., Bode, W. , Pongor, S.,
(jVa/Jmol) TES *1 Strobl, 8. _
CRNPRED Specific inhibition of insect alpha-amylases: yellow meal worm alpha-
Spanner S AR amylase in complex with the amaranth alpha-amylase inhibitor at 2.0 A
SFAS resolution.
Structure Fold.Des., 7:1079 - 1088, 1999.(PubMed : 10508777) (DOI:
ZRTF=INR—Z >> 10.1016/S0969-2126(99)80175-0)
eF-site/eF-seek/eF-surf RBRFE X-RAY DIFFRACTION ( 2.00[A] )
eProtS 75 R (Yorodumi) , CATH , CE , FSSP, SCOP, VAST , UniProt ( P56634,
ProMode / ProMode Elastic / A A P80403 ), eF-site, KEGG ( EC 3.2.1.1), ProTherm , EzCatDB , PISA,
ProMode Oligomer DT —FR—2MWH PQS , PDB/RDF
Molecule of the Month
govn—K > NMRi#R BMRB
PDB Archive/Snapshot Archive
Yy

*1)jV4 & Jmol (Z(3Java(TM)Plug-in 1.5 EAAETT,
RE—ELOMac OS X TRIVFZ TL v "IRRTEFBA, FUKRBIESESEILESZ W,

© 2007 PDB;. All Rights Reserved.
FIRBK - 754NV —RUY— | Za—ALF— | BEDHEZSR | PDBjXV/\— | HIRY



Search PDB (Mine/xPSSS)
PDB/RDF, chem_comp/RDF
Latest Release Search
Sequence-Navigator
Structure-Navigator

SeSAW

Ligand Binding Sites (GIRAF)
EM Navigator

Search NMR Data (BMRB)
Status Search

HY—ER&Y 7RI 7 >

JjV: Graphic Viewer

73 8 (Yorodumi)

Protein Globe

ASH

MAFFTash

SEALA

Structure Prediction >>
CRNPRED
Spanner
SFAS

ZRTF—INR—R >>

eF-site/eF-seek/eF-surf
eProtS

ProMode / ProMode Elastic /
ProMode Oligomer

Molecule of the Month

ova—K>>

PDB Archive/Snapshot Archive

UA/k |

L

(matee || xwte | aews | eREeE | 4ooo—F/EERE | ABF—4R—2

(DB ID Hrcik #—7—F [3) (&%)

<FEXIHREA{L>

-~

fthOBIEERZRS

IRTMEL 2 —7
(jva/Jmol) TR *

<4EYFR B>

fDBIEBERERS 2
3Rt 1 —7

IV KYU—ID(PDBID) 2tmv EcHU1EER (FASTAZR) (o771 lo¥y5yO—F)

HFEH INTACT TOBACCO MOSAIC VIRUS (FIBER DIFFRACTION STUDY)
2% 5= ITERACTIONS IN A
S48 Efiéhfl:\%ﬂﬂé z—zT_‘/)-l ACCO MOSAIC VIRUS

[iEES_J& BE ), ﬁ':":g (,) ﬁ L$1§Z BER DIFFRACTION
(FEIFRET)

<€

F—7—F

BRI 4E0E

RUT—HOBEHY 2

S FROEE 18504.4 (F#llld HEHBDR—2)

Ex Stubbs, G. , Pattanayek, R. , Namba, K. (B H : 1988-09-15, A% H :
1989-01-09)
Namba, K. , Pattanayek, R., Stubbs, G.
Visualization of protein-nucleic acid interactions in a virus. Refined structure

5| AXER of intact tobacco mosaic virus at 2.9 A resolution by X-ray fiber diffraction.
J.Mol.Biol., 208:307 - 325, 1989.(PubMed : 2769760) (DOI:
10.1016/0022-2836(89)90391-4)

ERFE

ﬂi*@%ﬁ"] :ﬁﬂ*@%éﬁ T, UniProt ( P69687 ) ,
CRRZSZSSANT (i (R R BT ) (XA
SEENHD

EMFRBLAR—D

¢ Protein Data Bank Japan J



PDBID : 2tmv (PDBj Mine €75 &(Yorodumi)) FYZHEELT AR 1(EADH)

JEAFFRELLIEZ
SHE 155, RNA 188
it2tH

: : Y R B R IR R A
st (@2 fantagtyh (988)
RRAR - B GENHREL - 2nbish) 3

FIA - RE) YD - LERDT 54

EBETE7 LY VF¥v _a)ig}R_Af Rittf)ava Plug-in newt /{—</3 > (JRE 1.6L(E, MacH) _ﬂ

DBj
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Y&@Mﬂziﬁé

% ¥E |{English

Eh< | @mnEs [IBEEE 22510 | 2~07 |

PDB-2tmv

e R e

BENRIERRT BHDRY Y TY, KRB IYIVRABRETHE - KES - XK
N ERTBREZEETEXT,

ZONRRIICE, BERRLTWEAT—YIV RV IEDVWTOBENRREINE T,

FyN—
DD PDB-2tmv| ¥ |
- VISUALIZATION OF PROTEIN-NUCLEIC ACID
4%# INTERACTIONS IN A VIRUS. REFINED STRUCTURE OF

4 Ml RESOLUTION BY X-RAY FIBER DIFFRACTION
INTACT TOBACCO MOSAIC VIRUS (FIBER DIFFRACTION STUDY)

E3¥: Tobacco mosaic virus

INTACT TOBACCO MOSAIC VIRUS AT 2.9 ANGSTROMS

QERME | SEANMMEOIENIREL, KU T—%K:2

rm to helical frame )&{¥ o> 0O—K

EMFRHIBMAORRICTIYEZ

‘ I'HStubbs. G., Pattanayek, R., Namba, K.

|

4

Ok [ x

Ea1—72E0RTMRR (RE2ARAPRESRE) ZRIETB/IRILTY, #ET—
TDRRATAINERETBICIE. BRISINRRIVEFABLTILE W,

E —
"‘,, (<)Fz @ o EEE (ER)

=L /N — X
wa @ B Y

e (BEgERE ) (BEORE (RVUTN) 28%F)

(REEGT (A7 U7 REM<) )

Protein Data Bank Japan J




000 PDB-2tmv - 58 (Yorodumi)

{1 PDBj Mine SEEA—Y : 2t x PDB-2tmv - 55 (Yorodumi)  * Ve "N,

',,_ ne mv | ¥ Y o S

@ [W, pdbj.org/emnavi/view.phpzid=2tmv ;
Yorcdhri D42, @ ®Ey ||English T 22910 | 2~L7 |

PDB-2tmv

ZORFILECE, BERTLTWST—F TV FULOWTORENRTSNET, |
F—yn—

2 - |p PRB=2tmY v
VISUALIZATION OF PROTEIN-NUCLEIC ACID
~4%# INTERACTIONS IN A VIRUS. REFINED STRUCTURE OF

INTACT TOBACCO MOSAIC VIRUS AT 2.9 ANGSTROMS
94 Ml ReSOLUTION BY X-RAY FIBER DIFFRACTION

INTACT TOBACCO MOSAIC VIRUS (FIBER DIFFRACTION STUDY)

H3¥: Tobacco mosaic virus

GERWE | SEANMEDI NI, RY T—%K:2
EYFRBGL

| 91 | ©1: M0 | STARTESHE (98 HF, helical,
transform to helical frame )& ¥ o> 0O0—R

’ I#HStubbs, G., Pattanayek, R., Namba, K. ‘

&
- BT [ x
Ea1—T72E0RTEE (RE2ARPKRKESIRE) ZRIETZ/RILTY, #HET—
TDRRAT AN ERFETBICIE. BRICIVIRIVERBLTIEE L,

Kak

E‘; (DEz_B(->) |esERER
xar @ A
B s ()

o ERERE) (REORE 7Y TH) &RE)
(REEEHT (R0 7R EM<) )

Jmol script terminated [ [ — ]

<>l

[BRERI/NRIVEHT
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ey
] e

00
PDBj Mine BEA— : 2tmv

% | Y, PDB-2tmv-BR (Yorodumi)  x

PDB-2tmv - 58 (Yorodumi)
{1095 /SEFAI 1)L

=

c];

@/E] [W, pdbj.org/emnavi/view.phpzid=2tmv

.. ﬁmk#r?’hz%ﬁ Q A

Yowdt_mi z‘&

BB L English

Jmol script terminated

< | N LTl 2250 | 2~h7 |
BENRIWVERRT ZLHODRT VT, NRIVIEYTRARETHE - KES - &
N ERRBEEZEETCEET,

£ MARER [ x
CONRRIERZDT—F TV KN DEMRERIRRENET, (IWBRKI V%
YL, ZOERNE1—FETRRNSTCAD ST, DIASETENTUNBRY S
ARTYIRRETXFIERR LG RNAT L H D - TLo
RRBICBO T, @ISR e T Comicinns,

Uty k M ERET | |

LERU~RS M TMV COAT PROTEIN / e53&: Tobacco mosaic
F R ||\virus £ UniProt:P03570

FRUT— CALCIUM ON / Ca*2 / 1 #F @CA
‘ *H water / H,0 / 74 %% @HOH

Miiis HE15%8 5| Sequence view )

ZORRIIEE, BERRUTWST—F TV hUEOWTORENRRENET. |

F—n—
2+ PDB=2tmy| ¥ |

VISUALIZATION OF PROTEIN-NUCLEIC ACID
~ INTERACTIONS IN A VIRUS. REFINED STRUCTURE OF
INTACT TOBACCO MOSAIC VIRUS AT 2.9 ANGSTROMS
94 Ml ReSOLUTION BY X-RAY FIBER DIFFRACTION

INTACT TOBACCO MOSAIC VIRUS (FIBER DIFFRACTION STUDY)

H3¥: Tobacco mosaic virus

GBS ): 5TANMEDI NI, RY T—K:2

poon EYFRBGL
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00
|ii  PDBj Mine BEA—Y : 2tmv ot Jj W,

PDB-2tmv - R (Yorodumi) x

PDB-2tmv - 58 (Yorodumi)
{1095 /SEFAI 1)L

=

@/E] [W, pdbj.org/emnavi/view.phpzid=2tmv

Yoruhiri DR [ @8y |[English

Jmol S

Jmol script terminated

em< LI I 52510 2747 |

N HERRBEEZEETEXT,

EE/CRIERTTBODORIVTT, ARG IBETHE - K22 - & J'

5 MRER [ x
CONRRIERZDT—F TV KN DEMRERIRRENET, (IWBRKI V%

e LIS ARNADSE DT res

FTR
RIRREIL/EOFR I, (BLHINY Y ARBSMEET— M DHRIRSILEI )

(v h) [W%5€3] | [EERET | |
| RNA | {nchain-R |RNA (5-R(P'GP'AP"A)-3)

LERUAT TMV COAT PROTEIN / 33k: Tobacco mosaic
F R ||\virus £ UniProt:P03570

FRUT— CALCIUM ON / Ca*2 / 1 #F @CA

| | {nHOH | water / HZ0 / 74 #F @HOH

Miiis HE15%8 5| Sequence view )

ZORRIIEE, BERRUTWST—F TV hUEOWTORENRRENET. |
F—yNR—

2+ PDB=2tmy| ¥ |
VISUALIZATION OF PROTEIN-NUCLEIC ACID
%4 INTERACTIONS IN A VIRUS. REFINED STRUCTURE OF

INTACT TOBACCO MOSAIC VIRUS AT 2.9 ANGSTROMS
94 Ml ReSOLUTION BY X-RAY FIBER DIFFRACTION

INTACT TOBACCO MOSAIC VIRUS (FIBER DIFFRACTION STUDY)

H3¥: Tobacco mosaic virus

GBS ): 5TANMEDI NI, RY T—K:2

poon EYFRBGL
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DESEIE SR EE AT IR O T

English Japanese
W, /\’— <

TIER >

ADIT: PDB Deposition
ADIT-NMR

B>

Search PDB
(Mine/xPSSS)

PDB/RDF,
chem_comp/RDF

Latest Release Search
Sequence-Navigator
Structure-Navigator
SeSAW

Ligand Binding Sites
(GIRAF)

EM Navigator

Search NMR Data (BMRB)
Status Search

H—ER&Y 777 >>

JjV: Graphic Viewer

73 B (Yorodumi)

Protein Globe

ASH

MAFFTash

SEALA

Structure Prediction >>
CRNPRED
Spanner
SFAS

ZRTF—=INR—R >>

eF-site/eF-seek/eF-surf
eProtS

ProMode / ProMode
Elastic / ProMode

Olias =
Molecule of the Month

PDB Archive/Snapshot

Arrhive

ﬁE“Hiﬁ ANLVZ7  FAQ  &ER ﬂb\Abt*

BAZRE#HET— /(> (PDB;: Protein Data Bank Japan) (&, JST-NBDC& KR KZDXEEF(F, XKERCSB,
BMRB. && UMM PDBes /1L T, £EEDFOIUEMET—IR—AZEBRNICH—LINIPDB7—H+ TE LTEET
BEEBIT, RABBITY —ILEZRHELTEDET,

SHE®D%F (Molecule of the Month)

Z DY~ ~EIRCSB®D David S. Goodselli§tic &% Molecule of the Monthy ZBAEICRULIHD T, #E
TEHEB->TVWARARICELZ D FEEOEHET—5/N7 (PDB) NS5RV, e MEICAUVTRHRLT
WET, G - 3IBICOWTRFIBHENZEZETI WL,
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