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CTpPYKTYpPHble 0a3bl AaHHbIX

PDB (Brookhaven Protein DataBank) — konnekumnsa akcnepmMmeHTanbHO
onpeaeneHHbix 3D-CTPYKTyp BMonorndecknx Makpomorsekyn. PaHbLue
cogepxana u TeopeTnyeckne mogenu, Ho HadmHaga ¢ nons 2002 roga B
OCHOBHOM [eMno3nTapum XpaHATCA TOSMbKO 3KCNepuMeHTasnibHO onpeaesieHHbIe
CTPYKTYpPb! (PEHTIEHOCTPYKTYPHbIM, SAEePHO-MarHMTHOPE30HAaHCHbIM 1 Ap.
MeTodammn).
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Crystal Structure of an Odorant-binding Protein from the Southern House 30GN ® Display Files *
Mosquito Complexed with an Oviposition Pheromone
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Crystal and solution structures of an odorant-binding protein from the southern house mosquito complexed with an oviposition [+
pheromone.
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HEADER TRANSPORT PROTEIN 17-AUG-10 30GN

TITLE CRYSTAL STRUCTURE OF AN ODORANT-BINDING PROTEIN FROM THE SOUTHERN
TITLE 2 HOUSE MOSQUITOC COMPLEXED WITH AN OVIPOSITION PHERCMONE

COMEND MOL_ID: 1;

COMEND 2 MOLECULE: ODORANT-BINDING PROTEIN;

COMEND 3 CHRIN: A, B;

COMEND 4 SYNONYM: MOSQUITOC ODORANT BINDING PROTEIN;

COMEND S5 ENGINEERED: YES

SOURCE MOL_ID: 1;

O]

SOURCE 2 ORGANISM SCIENTIFIC: CULEX QUINQUEFASCIATUS;
SCOURCE 3 ORGANISM COMMON: SOUTHERN HOUSE MOSQUITO;
SCOURCE 4 ORGANISM TAXID: 717&;

SCURCE 5 GENE: CPIPJ_CPIJO007&€04;

SOURCE € EXPRESSION SYSTEM: ESCHERICHIZ COLI;

SOURCE 7 EXPRESSION_ SYSTEM TAXID: 562

KEYWDS HELIX BUNDLE, ODORANT-BINDING PROTEIN, TRANSPORT PROTEIN
EXPDT2 X-RAY DIFFRACTION
AUTHOR ¥ _MRO, J.CLARDY

REVDAT 2  15-DEC-10 30GN 1 JRNL
REVDAT 1 03-NOV-10 30GN 0
JRNL AUTH Y.MAO,X.XU,W.XU,Y.ISHIDA,W.S.LEAL,J.B.AMES, J.CLARDY
JRNL TITL CRYSTAL AND SOLUTION STRUCTURES OF AN ODORANT-BINDING
JRNL TITL 2 PROTEIN FROM THE SOUTHERN HOUSE MOSQUITO COMPLEXED WITH AN
JRNL TITL 3 OVIPOSITION PHEROMONE.
JRNL REF PROC.NATL.ACAD._SCI.USA V. 107 19102 2010
JRNL REFN ISSN 0027-2424
JRNL PMID 20956299
JRNL DOI 10.1073/PNAS.1012274107
REMARK 2
REMARK 2 RESOLUTION. 1.30 ANGSTROMS.
REMARK 3
REMARK 3 REFINEMENT.
REMARK 3  PROGRAM : REFMAC 5.5.0102
REMARK 3  AUTHORS : MURSHUDOV, VAGIN, DODSON
3
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MISSING RESIDUES
THE FOLLOWING RESIDUES WERE NOT LOCATED IN THE
EXPERIMENT. (M=MODEL NUMBER; RES=RESIDUE NAME;
IDENTIFIER; SSSEQ=SEQUENCE NUMBER;

C=CHAIN
I=INSERTION CODE.)

M RES C SSSEQI
MET C 1
PRO C 2

MISSING ATOM

THE FOLLOWING RESIDUES HAVE MISSING ATOMS
RES=RESIDUE NAME; C=CHAIN IDENTIFIER;
I=INSERTION CODE) :

(M=MODEL NUMBER;
SSEQ=SEQUENCE NUMBER;

M RES CSSEQI ATOMS
LYS A 23 CG CD CE NZ
LYS A 63 CE N2z
A 219 GLN VAL GLN LEU GLN GLN PRO GLY ALA GLU LEU VAL LYS
A 219 PRO GLY ALA SER VAL LYS LEU SER CYS LYS ALA SER GLY

Cl131 10

FO9 NONAN-1-OL
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HELIX 1 1 THR A 87 SER A 91 5 5

HELIX 10 10 THR C 85 GLY C 123 1 39
SHEET 1 AA 4 LEU A 4 GLN A 5 0

SHEET 4 BE 4 SER B 201 ASN B 210 -1 O SER B 201 N HIS B 198

SSBOND 1 CYs A 22 CYS A 96 1555 1555
2.07

ATOM 22 CG AGLN A 3 -30.506 25.807 16.125 0.50 43.30
C

ATOM 23 CD AGLN A 3 -29.018 25.546 15.959 0.50 43.01
C

ATOM 24 OEI1AGLN A 3 -28.187 26.374 16.332 0.50 43.76
O

ATOM 25 NE2AGLN A 3 -28.675 24.391 15.403 0.50 41.73
N

ATOM 26 N BGLN A 3 -33.005 25.819 17.852 0.50 45.16
N

ATOM 277 CA BGLN A 3 -32.788 24.834 16.796 0.50 44.25
C

ATOM 28 C BGLN A 3 -33.529 23.510 17.024 0.50 43.75
C

HETATM 4140 Cl FO9 C1131 -21.017 -3.092 -1.563 1.00 60.56
C

HETATM 4141 C2 FO9 C1131 -21.015 -1.597 -1.357 1.00 60.40
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AAATGAGCTTATGTGTTTAGTTCATTCGTGTTAAAGCACAAAAGAAGTATAATCTATAAA
AAAATATGTCGTATCATTGATCGGCTTTCGTCGCAATGATCATCATATTTGCTTGCTAAT
GTCCATTGTTTTATATTTTTCCTACGATATACATACCTATTTTTGAATAATACGTCGATT
TTAGGTTATGTCAGTTTGTTTTTCTTTCCTTTTTGGTATAATAAGCAGTCTTTTTTCTTT
GTGATTGGAAAACAAAGCACTTACATCTGCTACCAAAAATGGATGCTTATGAAGTTTAGA
CGTGTGTCCACCAAAGTATTAAGGAAAAGCCTCAAAGTGCTTAATTTTCTTCATATTTAA
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I'eHBl, Yy4aCTBVYIOIIUX B pa3BUTUU, OTBETE Ha
CTpecc, Pperyiassiuy KIeTOYHBIX IIPOIIECCOB,
obimamaroT OOMBIIMM UMCIOM PEryasiTOPHBIX

JJIEMEHTOB, 4UeéM I'€eHbl JOMAIIIHEIr'o X034AMNCTBa U
HeKOTONKIX MeTabomUUecKMX TTNOTIeCCOR
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TPAHCKPUIIIIMOHHOI'0 paKTOpa U
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['my6oKasgs roMoJIorus

dopmupoBaHUe U OuUP@epeHIUALNS MHOT'UX
CTPVKTYP, TaKWX KaK [IJla3a, KOHEUYHOCTU U
cepjiie, VIIpaBJsieTcsl OJHUM M TeM >Ke Habopom
reHOB U CUJIBHO KOHCEPBATUBHbBIMU

NTIXTTTOMNMNAMNTTTE TNATAY TTNATICCINRTA
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['my6oKasi TOMOJIOTHS
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MOOVYIIBHOCTD LIUC-PETYIATOPHBIX
2JIEMEHTOB

OTpenbHaa depTa toolkit-reHoB — OosbIlIMe
U CJIO>KHBbIE MOJVJIbHBIE IIMC-PeryassTOPHbBIE

PEervOHBEI.
A rhodopsin
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receptors 1 Kb
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MOOVYIIBHOCTD LIUC-PETYIATOPHBIX
2JIEMEHTOB

Hanuuue 60JIBIIOTO YyuCiIa I[VIC-
pPeryjasiTOpHbIX 3jieMeHTOB V toolkit-reHos
OTKpPbIBAae€T  HECKOJIbKO  Ba’KHBIX I
3BOJIFOIIMU (DOPMBI ACIIEKTOB:

1.MHO>XeCTBEHHBbIE LIYIC-PperyagaTOpPHEIE
3JIEMEHThl — IMYTh K YBEJIWYEHUIO YMCIIa
dVHKIIMM 6€3 YyBeInueHN UKCciia TeHOB

2.MyTanriun B ogHOM u3 IIPD He 3aTpOHVYT
GVHRIMK camoro 6Oenka M GYHKIUU JPYTUX
IIP3, T. e. He OYAYT MMETH IIJIEMOTPOITHOIO
s peKTa

3.MyTalnuu B reHe ¢ MHOyKecTBoM LIP3 OymyT
BCerga NUMeTh IIJIEMOTPONHBIN 3PPEKT.
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