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= The Worldwide Protein Data Bank (wwPFDEB) consists of organizations that act as deposition,
JE data processing and distribution centers for PDEB data. The founding members are RCSB PDB

The mission of the wwPDE 15 to maintain a single Pratein Data Bank Archive of
macromolecular structural data that is freely and publicly available to the global community.

~ PNOE Thiz site provides infarmation about services provided by the individual member organizations

and about projects undertaken by the wwFPDE.

BMRE Fleasze note: fip:/ftp. resboorg is no longer updated. Please access the PDBE archive using one

of the FTP sites listed in the left menu.

Lbe 17 -March-2009
L PDB Archive Version 3.15 Released

A newly standardized and enhanced wersion of the entire POEB archive at fip:/fip.wwpdb.org
has been released.

Files ariginally releazed before December 2, 2008 will follow PDE Format Yersion 3.15; files
originally released after that date will follow Yersion 3.20. For detailed file format
documentation, please see www.wwpdb.org/docs.html.

A time-stamped snapshot of the PDEB archive before this release 1s available from
ftp:/'snapshots.wwpdb.org/ in the directory 20090316,

lIsers who maintain local coples of the wwPDB FTP will have to download the entire archive.
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We process 25-30 % deposited data of the entire world, mainly
from Asian and Oceania regions
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Example: Vault by Kato et al. (2zuo, 2zv4, 2zv5)

CEY3T1 7T0Z.246 383.
ORIFx1 1.000000
ORI GHE 0. 000000
ARIFxS 0. 000000
ACALEL 0.0014z4
ACALE= 0. 000000
ACALES 0. 000000
ATOM 1) ¥ MET
ATOM 2| Ca MET
ATOM 3| C MET
ATOM 41 0O MET
ATOM a2l CB MET
ATOM 6| CG MET
ATOM 7 3D MET
ATOM d| CE MET
ATOM 9 N ALA
ATOM 10y Ca ALA
ATOM 11} C ALD
ATOM 1<) 0O ALY
ATOM 13) CB ALA
ATOM 14 N THRE
ATOM 15} Ca THR
ATOM la) C THE.
ATOM 17} 0 THE.
ATOM 1] CBE THE
ATOM 19} 01 THR
ATOM 20| CGZ THR
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-g6.
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AO0936
. aaaaano
LA020352
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133.
139.
139.
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a0l
13956
als
021
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Example: Vault by Kato et al. (2zuo, 2zv4, 2zv5)

HEADEH =TRUCTURAL PROTEIN 24-0CT-08  2ZU0

HHE THE =TRU RAT LIVER YAULT AT 3.5 AMNGSTROM RESOLUTION
=PLIT 2200 22v4 2ZYh
COM :

COMPMND 2 MOLECULE: MAJOR VaULT PROTEINM:

COMPMD 5 CHAINM: &, B, C, D, E, F, G, H, I, J. K, L, M;

COMPHD 4 SYMOWYM: MYP

=0URCE MOL_ID: 1:

sOURCE 2 ORGAMWIGM_SCIENTIFIC: RATTUS MORVEGICUS:

=OURCE 3 ORGAMIGM_COMMOM: RAT:

SOURCE 4 ORGAMISM_TAXID: 10116

SOURCE B TISSUE: LIVER

KEYWDE i REPEAT DOMAINS, PROTEIN-PROTEIM COMFLEX, CYTOPLASM,
KEYWD: 2 RIBOWUCLEOPROTEIN, STRUCTURAL PROTEIM

EXPDTA A-R&Y DIFFRACTION

AUTHOR B.KATO, Y. ZHOU, H, TANAKA, M. YADE.YAMASHITA, M. YOSHIMURA,
SUTHOR 2 T.TSUKIHARA

REYDAT 2  03-FEB-03 ZZUD 1 JRMNL

REYDAT 1 13-JAN-03 2210 I

JRNL AUTH  H. TANAKA, K. KATO.E.YAMASHITA, T.SUMIZAWA, Y. ZHOU,
JRNL AUTH 2 M.YAD. K. IWASAKT .M. YOSHIMURA, T. TsUK IHARA

JRNL TITL THE STRUCTURE OF RAT LIYER WAULT AT 3.5 ANGSTROM
JRNL TITL 2 RESOLUTION

JRML REF =CIENCE ¥. 323 384 2004

Ikl mrErel Tkl e Nl aaar
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Example: Vault by Kato et al. (2zuo, 2zv4, 2zv5)
PSR TR SR RSOSSN
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pity Coia Pty — !\L ﬁ... K., L_ k *- l'*__ ""k‘
Stattsttcs Help Contact Us

English

PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,

Home in collaboration with the RCSB in USA and the PDBe in EU. PDBj is supported by JST-BIRD.

Data Deposition >>

ADIT: PDB Deposition
ADIT-NMR

About xPSSS

Summary [2zuo] Update Information

Search >>

Search PDB (xPSSS)

Latest Released
Search

Sequence-Navigator
Structure-Navigator
SesSAW

Ligand Binding Sites
(GIRAF)

EM Navigator

Search NMR Data
(BMRB)

#PSSS

\n'l' L

wwPDB Snapshot Mirror

Summary | Structural Details

Experimental Details | Functional Details::

Sequence Neighbor Download/Display _. . Linh_

(search ) ®PDB ID O keyword

PDB ID

2zuo sequence information (FASTA format)

SPLIT PDB ID
RELATED PDB ID

rmat file )

2zv4, 22vH
2zvd, 2zv5

Descrip

ault protein
The structure of rat liver vault at 3.5 angstrom

Service and Software 9 REPEAT DOMAINS, PROTEIN-PROTEIN
>> Functional Keywords COMPLEZX, Cytoplasm, Ribonucleoprotein,
Protein Globe STRUCTURAL PROTEIN
ASH Biological source Rattus norvegicus (rat)
MAFFTash Structure Viewers Cellular location [UNP - MVP_RAT] Cytoplasm
JV: Graphic Viewer ~ V3/dmol Organ source [UNP - MVP_RAT] Lung
Borived dutal iV and Jmol require Total ber of
PHe0 Qilvgee oo Java(TM)Plug-in 1.5 or | | 2t@’ numoer o 13
eF-site/eF-seek/eF- later. polymer chains
surf Total molecular weight 1246973 (the details in Structural Details Page)
eProtS Kato, K. , Zhou, Y., Tanaka, H., Yao, M., Yamashita,
ProMode Authors E., Yoshimura, M. , Tsukihara, T. (deposition date :
Molecule of the 2008-10-24, release date : 2009-01-13)
Month

D e Ly ] s

rotated about x by 90°

Tanaka, H. , Kato, K. , Yamashita, E. , Sumizawa, T. ,

Zhou, Y. . Yao, M. . lwasaki, K. . Yoshimura, M. .
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CREDHEBIAB AL T. {FS O FiE T — 8- — AFERE Zf— b3 - F oL TEE T s

o —27

T ATk =
ADIT: PDB Deposition
ADIT-HME

B3 ==
Search FOB (xFE55)
Latest Released Search
Seguence-Mavigator
Structure-Mavigator
SeSA

Linand Binding Sites
(GIRAF)

En Mavigatar
Search MMRE Data (BMRE]
Status Search

H—EALUT02F >
Frotein Globe
ASH
MAFFTazh
S Graphic Viewer
AT — 2R >>
eF-siteleF-seeklieF-surf
eFrots

Fromode
mMolecule of the Manth

FTF Archivelrsync Service

EET 300 T

Bl B 2 AR — L ERBLTREYE .
TATH

F-yERaMA -~

poBES {11 M

BE
PDB& 3 ;“(P,SS,S NMRY —2 8% ‘J
Wi i ot o BB BMAB

@ PDBID O Keywords ® Accession number
) Deposition code
ED

SFdETES:E -~

B 51518
2009/3/18
POET —F /i —3ian 3 160 4 Ean £ LI (5540..)
20097213
PDBT — (= == 3 166, 20093 B18EI- L Bah =+ (2540 )

2005941/23

20081273
PDEX -7 Ji—3/ a3 100 e Rsh E 7 (GE80...)

57706
entries availahle
on 20 kdgy. 2009

W O R LDWIDE

SPDB

FROTEIN DATA BANK

COBLLS

Dowtabegyn Casttor for L Boance

:Eb Tanpaku.org

|

Hational F'Il..lj:.l\.l
o Prafein Structural
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English Chinese Kaorean mEtEE  ~JF BROLESHE
bt —37 HAEEaE#HET —2 7 »2(PDB|: Protein Data Bank Japanld. JST-BIRDMEIEFF1. FERCSBERL
e CHEDMEBIE AL T. EiFE T OiFEE T — 20— AFERE f—ban i P - F L THEE T o0 s .ETTDIE
TR > Bl % 2 Rt — L ERERLTREYET. entries available

ADIT: PDB Deposition
ADIT-HME

B3 ==
Search FOB (xFE55)
Latest Released Search
Seguence-Mavigator
Structure-Mavigator
SeSA

Linand Binding Sites
(GIRAF)

En Mavigatar
Search MMRE Data (B
Status Search

H—EALUT02F >
Frotein Globe
ASH
MAFFTazh
S Graphic Viewer
AT — 2R >>
eF-siteleF-seeklieF-surf
eFrots

Fromode
mMolecule of the Manth

FTF Archivelrsync Service

EET 300 T

F—4Tg
F-9BRoHA

PDBE# ::I:'Et'i;;‘.%.':!iu nmrF-ag8% SR
%

PoBE®E (P.SS
gt fraaa

NMRT — 218 % ‘J
BMRE

)
@ PDBID O Keywords ® Accession number
) Deposition code
B
SFHEHESE -~
& th i
2009/318
POEF —h4 = 1V —2a 315 eRanE L (355
20097213
POBEF —H- 201 —21492.3 16805, 2009F3 R18HIC M3 E 3 (E£50..)
200341723
20081248

POEY —R«Z Ji—al 310 eianE T (G560

on 20 kdgy. 2009
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SPDB

FROTEIN DATA BANK

COBLLS

Dowtabegyn Casttor for L Boance

:Eb Tanpaku.org
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Get Entry Data from our XML-based browser
Access to http://www.pdbj.org/

L TR . { L R [} " o T’ = = = = T
} - . { - | sy : t Wy = [y 4y Wy
PDBjE T : W e e b NP T Y Ceine B PDBjt < %4 Lt i
- Hel c U English Statistics Help Contact Us
Japanese Chinese el ontact Us
p P Home PDB] (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,

in collaboration with the RCSB in USA and the PDBe in EU. PDBj is supported by JST-BIRD.

Home PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular structuresand || wo s tow o« Data Depostt

e provides integrated tools, in collaboration with the RCSB in USA and the MSD-EBI in EU. PDBj is .f:, ] i |lm5| = About xPSSS

Data Deposition >> supported by JST-BIRD PROTEIN DATA BANE ADIT-FDE Depociion Summary [12as] Update Information
ADIT-NMR wwPDB Snapshot Mirror

ADIT: PDB Deposition

Deposition

Search >>
ADIT-NMR \( ) 1 r \
Search PDB (PSSS)  [Summary)[ Structural Details || Experinental Dotails || Functional Details | Seauence Neighbar || Download/Displey | Link
Search >> Latest Released (search) @PDB ID O keyword

Search PDB (xPSSS)
Sequence-Navigator

PDB Deposition

NMR Data Deposition

Search
Sequence-Navigator
Structure-Navigator

12as sequence information (FASTA format)

Structure-Navigator SeSAW PDB ID (download PDB format file)

i Ligand Binding Sites {dovwenioad PR format fle )
EM Navigator Search (GIRAF) Deseripior ASPARAGINE SYNTHETASE, L-ASPARAGINE,
Search NMR Data i Navialor P ADENOSINE MONOPHOSPHATE
(BMRB) Search NNIF Dala ASPARAGINE SYNTHETASE MUTANT C51A,
Status Search Search NMR Data r’ (BMRB) Title C315A COMPLEXED WITH L-ASPARAGINE AND

Service and Software >> R Slaius Search AMP
. - LIGASE, ASPARAGINE SYNTHETASE, NITROGEN
Protein Giobe ® Accession number iervu:e and Software Functional Keywords FIXATION
ASH _ Deposition code Protein Globe Biological source Escherichia coli K12
Structure Viewers -
jV: Graphic Viewer = ASH i3/ Jmol Cellular location [UNP - ASNA_ECOLI] Cytoplasm
= MAFFTash iV and Jmol require Total number of 2

Derived database >> JV: Graphic Viewer Java(TM)Plug-in 1.5 or polymer chains . I
eF-site/eF-seek/eF-surl Derived database >> e Tt molecular weight ;‘;ii?sgh'el'de}z:l:: I:i Slg;;uzalilt?l::ﬂjlssin!;:g;;re 11997
eProts ,T., Kato, H., Oda, J. : -

What's new SESIB(SR sesiiers Aeithors 12-02, release date : 1998-12-30)
ProMode surf B,
eProts %; Nakatsu, T. , Kato, H. , Oda, J.

Download >> 20-Dec-2007 FioNode 4 Crystal structure of asparagine synthetase reveals a
FTP Archive/rsync Data download service via rsync is started. Molecule of the rotated aboutx by 0> Primary citation tc'ltast zzﬁmg?;saery relationship to class Il aminoacyl-
Service 12-Dec-2007 Month 250X250 500X500 Nature Struct. Biol., 5:15 - 19, 1998.(PubMed :

. ' - Download >> 9437423) (DOI: 10.1038/nsh0198-15)
About Remediation Data Effective February 1, 2008, structure factor amplitudes/intensities (for crystal DB 1 Experimental method  X-RAY DIFFRACTION (2.2[A])
Links structures) and restraints (for NMR structures) will be a mandatory requirement for Archive/Snapshot L CATH, CE, FSSP , SCOP , VAST , UniProt { UNP -
PDB deposition. Archive . Other Database P00963 ), eF-site, KEGG (EC 6.3.1.1),GDB ,
About Remediation fotated abouty by 90°  jnformation EzCatDB

== more

© 2007 PDBJ. All Rights Reserved.
Terms of Use | Newsletter | About Us

Data
Links

250X250 500X500

Summary for each PDBID Is
displayed.

PDBID (e.g. 12as) should be __,
Input in a box and GO




Graphic viewer: JV version 3.6
Access to http://www.pdbj.org/jV/

TOP DOWNLOAD Help Links  Acknowledgement

DBj jV version 3

Proavin Data Mok Jepan

JV version 3 (formerly known as PDBjViewer) is a program to display molecular
graphics of proteins and nucleic acids. JV supports the following features:
* |V can read and display PDBML files, the canonical XML format for the
Protein Data Bank.
* Of course, |V can read and display the traditional PDB format files, too.
» RasMol-like usability.
* |V can process more than one molecules.
* iV can display polygons specified by XML. (XML Schema for polygons is
available.)

*  Multiple polygons can be processed simultaneously, and be superimposed onto
molecular images.

* Animation can be realized.

* iV runs on the Java Runtime Environment (JRE) so that it can work as a stand-
alone application as well as an applel,

* The graphics of jV is based on OpenGL (JOGL). thereby producing fairly
beautiful pictures.

Download |




A http://133.1.158.159 — EDM (Electron Densit... [ |[0)X]

Options for Electron Density Map (EDM)

Type of the map
& contour tmesh
Oizo surface

Map postiion

® atom nearest to the center of the map

Chain Residue Atom

O Atom ID: ] | | [
{wou can select by clicking in the wewer)

O coordinates: (;; 3;" z_ j
mappedare [0 |4

(thiz 1s the length of edge of a cube)
contour level: i1 - -g
color Roo | gio  Jefto |

izosurface tranceparency level: 0.5

[ submit Hreset]

&) “-UhETENFLE ® (A-2ub

| b

‘]

jV version 3




Development of other Databases and Services

DBj Protein Globe (pre-beta) PDBj GIRAF (betdversion 3) ; N 4 ‘g.a
[Electron Microscopy ‘Navigator

graphical user interface (GUT) 10 the PDB] databasé. (Descrigtion | Tutaciall Similarity Search for Ligand Binding Sites at Atomic Resolution [Help)

PO > EM Mavigator - Top Page
Keyword / ID Search

om0 )

) Nole: This service is currently under develapment,
Farsss ) Segnan ) “strucvat ) Ceroume () (5000 CoaTi ) Creser

U epB e en Given o query protein stscure. GIRAF scarches tor ligand bendeng sites in the PLYB thist are strucoarally similar o substnacrures of the guery. W | L
i As aquery. you can specify o PO [0 or uplead your own PDB-formaied file. For moee mformation, please refer 1o the belp page. eywords: Lo

GIRAF query upload i, —

Input PDR I
ar ipload o PDB file: (F77RRRI) 270l Tuksth
Chan IDs foptiosalic di foomma-scparated maliple 10 [e.g., "A B*] or "all” are allowed )

f our el wddress (opticnal):

[

((sub

DB version: 2008-06-13 (186485 hgand budmng sifes)

[l B0 (i

References EMODE-ID: 1132
About This Site
1. Similarity searc ¢ darhase man
Hews
Kinjo, A R ; Naksmur, H. BIOPHYSICS 3 the method |
9 2. Comprehensive structaral classification of ligand bindmg motifs i proeins & This e 5 cumently under Construcition. Please contact Us i you have probism, Question, or SURRESEanN,
Kinjo, A. - Nakamua, H. Steuctuve (in press) [for the Mentification of sirucoaral motifs] * 200T-06-15. Fluwplaver verson uvpped. The button to open the ful screen mode i scded on the rght sormer of mavie controles.

Progsein Doty Bonk Japan 2008-11-24

Protein Folds Browser. (I_BilglsgclsziQ_di_ng)Site Search, Electron Microscopy Navigator,
Protein Globe (Kinjo & Standley) (Kinjo EM-Navi (Suzuki)

i 5 P Database of normal mode analysis of proteins
electrostatie surface of Funectional-site PDB' =
e . o Navigation Japanese

About eF-site | Refsrancez | Links | Ackr | Fesdback

-
i = e e T B PDBJ ‘P'ro, I\.ﬂ'l Ode Enter PDR id: Chain: || Seareh )
e -s Ite = x Search along the SCOP classification, | Enter )

B Dl Na. of protein chains available: 2806
ABOUT eF-seek:

Molecular function of proteins are determined
by their three dimensional structures, thus the
similarity of protein structure can give some clues to
infer their functions. In many cases, the molecular

+ Proteins in the Database
175033 Entries, Last Update: 20-Aug-2005 P o or PO id + Chain name

Dynamics data of protein
)
{ Quick Search )

abtained by
narmal mode analysis are
collected. An animation of the
narmal mode vibrations can

+ Prateins(Oligemer) In the Database

I syword Search Catagory Search function are begun with the molecular interaction LA I I HD ?f.if"',?.*.“}?,“.ﬂf.'!.f- it and
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Development of other Databases and Services
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http://www.pdbj.org/spanner/ http://www.pdbj.org/sfas/
Spanner PDBj l

Spanner is a structural homology modeling program—that is, it threads a specific amino-acid
sequence onto a specific PDB structure, patching up the gaps as best it can.

Sequence to Function Annotation Server

To create a model, you must provide a template structure, as well as an alighment of the sequence
you wish to model onto the template sequence. Spanner will replace matching residues, fill any
gaps caused by inserted or deleted residues, and thermodynamically optimize the resulting
structure.

The resulting PDB, as well as a log file, will be emailed to you when the modeling task finishes. If an Please enter your query
error prevented a homology model from being generated (for example, when the alignment you
provided does not match the template structure), the log file will explain which part of the
modeling sequence failed.

Name:
Seqeunce:

Template PDB structure (PDB format):

FPANERR) TSR TWEEA

Sequence alignment (FASTA format; first sequence is the template, second sequence is the query):

(ZraNERR) 77 L0E. TOERA

Model: 7 | (not necessary if PDB file contains only one model)

Or

Chain: | | (not necessary if PDB file contains only one chain
¢ Y Y ) Upload a FASTA-formatted sequence file: [ 771 LESR ) 7 7 7 LS. TWELA

Email address for results: Select Alignment methods
(STARTL) # Blast ©) Whole PDB @ Rep. Domains
) PsiBlast () Whole PDB @® Rep. Domains
[ HHpred @® PDB + SCOP

© 2008-2009 Massachusetts Institute of Technology and Osaka University

Send results to this email address

Homology modeling service
(Mieszko, Standley, Nakamura)

Submit Clear Form

Send feedback About SFAS

Function Annotation from
Sequences, SFAS (Standley)




Swine Influenza A virus neuraminidase (NA) gene

GenBank: FJ981614.1

Influenza A virus (A/Texas/04/2009(H1N1)) segment 6 Change Region Shown = PERTURES Location/Qualifiers

i . source 1..1410
neuraminidase (NA) gene, comPIEte cds Customize View s forganism="Influenza A virus (A/Texas/04/2009(HINI))"
/mol_type="viral cRHA"
o "
Comment Features Sequence Sequence Analysis Tools ;:;EZt;pefi:T;iimx&!Zl}ug
LOCUS FJ981614 1410 bp cRNA linear  VRL 01-MAY-200% | g asT Sequence /host="Homo sapiens; gender M; age 16"
DEFINITION Influenza A virus (A/Texas/04/2009(HIN1)) segment 6 neuraminidase /db_xref="taxon:£41811"
(HA) gene, complete cds. » Pick Primers /segment="¢"
ACCESSION FJ981614 /country="USA: Texas state”
VERSION FJ981614.1 GI:229299518 Influenza Viral Resource fcollection_date="14-Apr-2009"
PROJECT GenomeProject:37813 Flu-related NCBI resources including gene 1..1410
DBLINK Project:37813 sequences, alignments, phylogeny and /gene="NA"
KEYWORDS B literature. CDs 1..1410
SOURCE Influenza A virus (A/Texas/04/2009(HINL)) /gene="NA" _—
ORGANISM Influenza A virus (A/Texas/04/2009(HIN1)) fcodon_start=1 _—y I
Viruses; ssRNA negative-strand viruses; Orthomyxoviridae; Recent Activity = /product="neuraminidase" \
Influenzavirus A, Turn Off Clear /protein_id="ACD55360.1"
REFERENCE 1 (bases 1 to 1410) S r—Ldbf.‘a{:e.‘E'l."G.L:l?S.lS‘Q.‘ilQ—" ________________________ 1
AUTHORS Shu,B., Balish,A., Garten,R., Smith,C., Emery,S., Barnes,J., . | ftranslation="MNPNQKIITIGSVCMTIGMANLILQIGNIISIWISHSIQLGNON 1
Deyde,V., Klimov,A. and Cox,N. B Influenza A virus | QIETCNQSVITYENNTWVNQTYVNISNTNFAAGQSVVSVELAGNSSLCPVSGWAIYSK |
TITLE Human infection with novel swine HINl influenza (A/Texas/04/2009(HTN1)) | DNSVRIGSKGDVFVIREPFISCSPLECRTFFLTQGALLNDKHSNGTIKDRSFYRTLMS 1
JOURNAL Unpublished | CPIGEVPSPYNSRFESVAWSASACHDGINWLTIGISGPDNGAVAVLEKYNGIITDTIKS 1
REFERENCE 2 (bases 1 to 1410) | WRNNILRTQESECACVNGSCFTVMTDGFSNGOASYKIFRIEKGKIVKSVEMNAFNYHY !
AUTHORS  Shu,B., Balish,A., Garten,R., Smith,C., Emery,S., Barnes,J., e < : EECSCYPDSSEITCVCRDNWHGSNRPWVSFNQNLEYQIGY ICSGIFGDNPRENDKTGS :
Deyde,V., Klimov,A. and Cox,N. | CGPVSSNGANGVEGF SFEYGNGVWIGRTESISSRNGFEMIWDENGWTGTDNNFSIKQD |
TITLE Direct Submission . 1 IVGINEWSGYSGSFVQHPELTGLDCIRPCFWVELIRCRPEENTIWTSGSSISFCGVNS 1
JOURNAL  Submitted (01-MAY-2009) WHO Collaborating Center for Surveillance b :Frotein | DTVGWSWEDGRELPFTIDK" |
Epidemiology and Control of Influenza, Influenza Division, Centers » Taxonomy QRIGIN T~ TTTTTT-TToTTmoTmomSmTmmomommm T m T T T
for Disease Control and Prevention, 1600 Clifton Road, N.E., 1 atgaatccaa accaaaagat aataaccatt ggttcggbct gtatgacaat tggaatggct
Atlanta, GA 30333, USA + Related Sequences 61 aacttaatat tacaaattgg aaacataatc tcaatatgga ttagecactc aattcaactt
COMMENT Swine influenza A (HIN1l) virus isolated during human swine flu 121 gggaatcaaa atcagattga aacatgcaat caaagcgtca ttacttatga aaacaacact
outbreak of 2009. For more information, see http://www.cdc.gov/. 181 tgggtaaatec agacatatgt taacatcage aacaccaact ttgctgeotgg acagtcagtg
241 gtttccgtga aattagocggg caattocctcoct ctoctgooctg ttagtggatg ggoctatatac
Some of the information does not have GenBank feature identifiers 301 agtaaagaca acagtgtaag aatcggttcc aagggggatg tgtttgtcat aagggaacca
and is being provided in the comment section. 361 ttcatatcat gctcceocectt ggaatgcaga accttecttet tgactcaagg ggocttgeota
421 aatgacaaac attccaatgg aaccattaaa gacaggagec catatcgaac cctaatgage
##EpifluData-START#H# 481 tgtcctattg gtgaagttcc ctctecatac aactcaagat ttgagtcagt cgottggtca
Isolate A/Texas/04/2009 541 gcaagtgctt gtcatgatgg catcaattgg ctaacaattg gaatttctgg cccagacaat
Subtype HIN1 601 ggggcagtgg ctgtgttaaa gtacaacggc ataataacag acactatcaa gagttggaga
Segment_name NA 661 aacaatatat tgagaacaca agagtctgaa tgtgcatgtg taaatggttc ttgectttact
Host_gender M 721 gtaatgaccg atggaccaag taatggacag gooctcataca agatcttcag aatagaaaag
Host_age 16 781 ggaaagatag tcaaatcagt cgaaatgaat gcccctaatt atcactatga ggaatgctce
Passage_history x/cl B41 tgttatcctg attctagtga aatcacatgt gtgtgecaggg ataactggeca tggctcgaat
Adamantane_resistance resistant 901 cgaccgtggg tgtctttcaa ccagaatctg gaatatcaga taggatacat atgcagtggg
Zanamivir resistance sensitive 961 attttcggag acaatccacg ccocctaatgat aagacaggea gthtgtggtcc agtatcgtet
Oseltamivir_resistance sensitive 1021 aatggagcaa atggagtaaa aggattttca ttcaaatacg gcaatggtgt ttggataggg
Country usa 1081 agaactaaaa gcattagttc aagaaacggt tttgagatga tttgggatcec gaacggatgg
State/Province Texas state 1141 actgggacag acaataactt ctcaataaag caagatatcg taggaataaa tgagtggtca
Collection_day 14 1201 ggatatagecg ggagttttgt tcagecatecca gaactaacag ggoctggattg tataagacct
Collection_month 4 1261 tgcttctggg ttgaactaat cagagggcga cccaaagaga acacaatctg gactageoggg
Collection_year 2009 1321 agcagcatat ccttttgtgg tgtaaacagt gacactgtgg gttggtettg gecagacggt
EFI_accession EPI177301 1381 gctgagttgec catttaccat tgacaagtaa

##EpifluData-END##
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Swine NA model

Constructed by several services at
PDBj http://lwww.pdbj.org/ (Seq.

Navi., MAFFTash, SFAS, Spanner)

Blue: 2gwk A
Red:Swine NA model
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Influenza virus A, NA Swine NA model

Constructed by eF-surf and eF-site services at PDBj
http://www.pdbj.org/




L -BEEDABIAV DIV 9 ILAD /A=A —E (NAD T/ EEER S
TE:$HEAVTILIVY -0 )L R (FJ981614) DNAD T /EEELH (&) LR H D)

RDEFNNLTKGLCTINSWHIYGKDNAVRIGEDSDVLVTREPYVSCDPDECRFYALSQGTTIRGKHSNGTIHDRSQYRALT

SCPIGEVPSPYNSRFESVAWSASACHDGINWLTIGISGPDNGAVAVLKYNGIITDTIKSWRNNILRTQESECACVNGS

CPVVFTDGSATGPAETRIYYFKEGKILKWEPLAGTAKHIEECSCYGERAEITCTCRDNWQGSNRPVIRIDPVAMTHTS

CFTVMTDGPSNGQASYKIFRIEKGKIVKSVEMNAPNYHYEECSCYPDSSEITCVCRDNWHGSNRPWVSFNQ NLEYQI

QYICSPVLTDNPRPNDPTVGKCNDPYPGNNNNGVKGFSYLDGVNTWLGRTISIASRSGYEMLKVPNALTDDKSKPTQG

GYICSGIFGDNPRPNDKT GSCG PVSSNGANGVKGFSFKYGNGVWIGRTKSISSRNGFEMIWDPNGWTGTDNNFSIK

QTIVLNTDWSGYSGSFMDY - -WAEGECYRACFYVELIRGRPKEDKVWWTSNSIVSMCSSTEFLGOQWDWPDGAKIEYFL

QDIVGINEWSGYSGSFVQHPELTGLDCIRPCFWVELIRGRPKENTI -WTSGSSISFCGVNSDTVGWSWPDGAELPEF—

Red: Active site residues surrounding Tamiflu




L -BEEDABIAV DIV 9 ILAD /A=A —E (NAD T/ EEER S
TE:$HEAVTILIVY -0 )L R (FJ981614) DNAD T /EEELH (&) LR H D)

RDEFNNLTKGLCTINSWHIYGKDNAVRIGEDSDVLVTREPYVSCDPDECRFYALSQGTTIRGKHSNGTIHDRSQYRALT

SCPIGEVPSPYNSRFESVAWSASACHDGINWLTIGISGPDNGAVAVLKYNGIITDTIKSWRNNILRTQESECACVNGS

CPVVFTDGSATGPAETRIYYFKEGKILKWEPLAGTAKHIEECSCYGERAEITCTCRDNWQGSNRPVIRIDPVAMTHTS

CFTVMTDGPSNGQASYKIFRIEKGKIVKSVEMNAPNYHYEECSCYPDSSEITCVCRDNWHGSNRPWVSFNQ NLEYQI

T H274Y: Tamiflu resistant
QYICSPVLTDNPRPNDPTVGKCNDPYPGNNNNGVKGFSYLDGVNTWLGRTISIASRSGYEMLKVPNALTDDKSKPTQG

GYICSGIFGDNPRPNDKT GSCG PVSSNGANGVKGFSFKYGNGVWIGRTKSISSRNGFEMIWDPNGWTGTDNNFSIK

QTIVLNTDWSGYSGSFMDY - -WAEGECYRACFYVELIRGRPKEDKVWWTSNSIVSMCSSTEFLGOQWDWPDGAKIEYFL

QDIVGINEWSGYSGSFVQHPELTGLDCIRPCFWVELIRGRPKENTI -WTSGSSISFCGVNSDTVGWSWPDGAELPEF—

Red: Active site residues surrounding Tamiflu
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Influenza virus A, NA




