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data_ 1MBN

#

_entry.id 1MBN

#

_audit conform.dict name
_audit conform.dict version
_audit conform.dict location

http://mmcif.pdb.org/dictionaries/ascii/mmcif pdbx.dic

#

loop

_database_ 2.database id
_database_ 2.database code
PDB 1MBN

WWPDB D 1000174928

T I3TEFRAMERA

PDB7x—=2vh (BRI, [E
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HEADER OXYGEN STORAGE 05-APR-73
TITLE THE STEREOCHEMISTRY OF THE PROTEIN MYOGLOBIN
COMPND MOL_ID: 1;
COMPND 2 MOLECULE: MYOGLOBIN;

mmcif_pdbx.dic COMPND 3 CHAIN: A;

5.287 COMPND 4 ENGINEERED: YES
SOURCE MOL ID: 1;
ATOM 1 N VAL A 1 -2.900 17.600 15.500 1.00
ATOM 2 CA VAL A 1 -3.600 16.400 15.300 1.00
ATOM 3 C VAL A 1 -3.000 15.300 16.200 1.00
ATOM 4 O VAL A 1 -3.700 14.700 17.000 1.00
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1719 16 B English B4 MWiPy %Ay 330
FE2020-12-02(108 27 8
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g BARARMET /(22 (PDB): Protein Data Bank Japan) 3, AT LTEBAN, RERCSE POB &, PROHF % U’E I 5 i
YIRS BMRD @, 35 APDBe GLBALT, EBRIT— (Lo N EABA T OUMINET - 91— X ERET BEEBle., WIS — 5 A EREL T 252: CRIBF#S LR FOF ZIN
ot 7. ISENBDC @ &AMED-BINDS SORRERN THNLTVET. TR T
> Virus ase)
N
o NHTOFREDI=HDHA K
POBIOSIR - FIBE SOYA MRECHREMIOIST Y ERRUTVET. —BRIOREEPDBIAR SRR AL, 171916 g ) . English HA#E WPy wishx B30
Do BNIITTISVFTTOYA MCPIURTBE, WEHRE— FTRRENZVOLBNET. TATOREEAAT 3EHOWAICOVTHU < (REMEEL
- BIRLEEC #£2020-12-02(CRF . .
| COYA MBI OV T < BISEE S — FUPL TR, @ ) @ ® _nl iversary LU BR (eon/mvma/ence, BASHo
F-yon h’i & st OUPOR (7 ACSA.ERD SsaEh e
[ & PoRaCY BMRBTY Adv.Ssach
it WRIOF IR B 3=
PDBj&##Y—EX—REILOBHMS5E BATENS R
PDB, EMDB, BMRBADE @
® 202012438 (K) QEFI2ML0, ST AORTHFROLS. PDBOBEY—EX SF—RRCTHARI R BOET. SILNME3~BHREDT =L PDB: 743 ff | 527 ~—5: 6 —HRBE: 25 & | (LAWRE: 1 &  BIRD: 0 & BRER ?
. ETIA FREBCLD, NETSBANBOET. TAEEBNILETH. COBMBERYTTHATE. -
VS he by ram: 743
F9v0-F =X . HatAE CEIF#YAILA Forfr: 25
POBF—NATNEDF -5 —E ol L G ~L7 : BN
oot R s ) @PDB e oy L hepsts ) ) - "
FUTUBY—ERCEET 55— J— FENTORY-RASERT 37, FEERRRY DACANLTFE, BET 39— EX0-RARRENFT. FROTEIN DATA BANE BELsHE P
BRSNS o [BY-CRERRIBIRGSERTE, 25— EROBBIERINET. PDBID3IF - A 2MTS THREE-DIMENSIONAL STRUCTURE AND INTERACTION STUDIES OF HEPATITIS ARETSSnUE
PDBX/mmCIFIZ DT o [F-D-FRYDR)CF -0~ FEANLT. B-RTRODAZRREECRDADTEETEET, USO% C VIRUS P7 IN 1,2-DIHEXANOYL-SN-GLYCERO-3-PHOSPHOCHOLINE BY
JA—y MER G L 4 SOLUTION NUCLEAR MAGNETIC RESONANCE
& B M R B Download files
PDBX/mMmCIFIF « 5 & OppB OBMRB OemoB 2Y-EXEER F—581 (OneDep) HFEH: HEPATITIS C VIRUS P7 PROTEIN
AR LB
= Cook, G.A., Dawson, L.A., Tian, Y., Opella, S.).
S Dz s — ~LT BEREA-SARD
1\% L] 2014-08-29
PDB, EMDB. BMRBADE
5 @ Ry 28 2014-10-15 —
4 KRBTk SOLUTION NMR TR
sy - Three-dimensional structure and interaction studies of hepatitis C virus p7 in 1,2-
oo glycero-3 by solution nuclear magnetic resonance. O
POBP—PATIBHF— 5 Biochemistry, 52, 2013 pre—r
“rO0-F PDBIDISM (z—a,9-0)
L] H —_— 1CSJ CRYSTAL STRUCTURE OF THE RNA-DEPENDENT RNA POLYMERASE OF BREDSLIE
HEPATITIS C VIRU!
- " BEIA—IY s EREOTLLM
POBmEIFE T i ‘ BFEH: HEPATITIS C VIRUS RNA POLYMERASE (NS58) LMEOSELE
mmCIFIC
— = Bressanelli, S., Tomei, L., Roussel, A, Incitti, L, Vitale, R.L., Mathieu, M., De Francesco, R., Rey, EA. LREOFHLLE
il _,‘9 1] 1999-08-18 SRHEDEL VR
PDBX/mmCIFIF 44 & S ot )
—_— ( 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 >
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L 'i' N\ /) ke ‘/ N PDB: 743 # | 51 7R3 6 ff A7 —SRRHE: 25 & | (LAWRSE: 1 F | BIRD: 0 & BRER
c m T \/ N by ~MES: 743
NN 21N / X L [ sz Frb 25

a4

oI (hev | "hepatitis ¢ virus") ETIE Eﬁ\ﬁ‘!‘ib‘%
Auto-pager: [}
2 MTS THREE-DIMENSIONAL STRUCTURE AND INTERACTION STUDIES OF HEPATITIS gEESYLO—K

C VIRUS P7 IN 1,2-DIHEXANOYL-SN-GLYCERO-3-PHOSPHOCHOLINE BY
@ ‘ SOLUTION NUCLEAR MAGNETIC RESONANCE

Download files

5 = - e PF&TR: HEPATITIS C VIRUS P7 PROTEIN
Mine: #m*‘ﬁ:ﬁﬁ = i Cook, G.A., Dawson, L.A., Tian, Y., Opella, 5.]. .
. E> N—TARD
2T FIANLE == 2014-08-29
PDBID: NS 2014-10-15
PDBID
ok e P BT SOLUTION NMR =56
) = Lt R Three-dimensional structure and interaction studies of hepatitis C virus p7 in 1,2-
A 5| AR dihexanoyl-sn-glycero-3-phosphocholine by solution nuclear magnetic resonance. BHEIEDS (VI
&4 ML F .
BFH
. , _ EuEHE
LA 2020 -1 - |1 YEEE
AEE: \ : : — - - BARER Z
. - . - = v
st (200 - )2 ™= e Mine: FFHllIRRERR—
L L L MEEE £t MR 1
e BTE LS S R 1
B B _ N
ss0 B J L J 2ES F-O—K CRUFFHDIAILA = hev | "hepatitis ¢ virus” E=l fﬁ&b =
. AT _ ~ = Bty PALISRT-H 2020-01-01 porep— o
SENBRUT—BOEE REE LAE: 2020-12-02 seEgovO— K
>o—
STE =BT ELECTRON MICROSCOPY
B ET— R DEREE 0.0-3 Download files
U RERRATE FOEDE oz, s -
Presen ELECTRON MICROSCOPY RUT— s n: -
RUT—HOES FHRRA—INED BB
- - S S5FiE PDBIDEIE (0-9,3-+7)
3 - s i
L J | DL POBIDIJE (z-23,9-0)
ERT SEAE 6YGI DUCK HEPATITIS B VIRUS CAPSID MUTANT R124E_DELTA78-122 ERADEE
BE Uty b ErEmE HTER: Capsid protein, Capsid protein EREDHULIR
ey § LFRDELE
g ‘ =288 2020—05‘2‘7 - LHACHULIE
SEEOSVIE
ks Y 2] 2020-09-02
ERFik ELECTRON MICROSCOPY (3 A)
Slowly folding surface ion in the ic avian itis B virus capsid governs
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PDBjM5|A - FIFIHH
USo%

F—#%%81 (OneDep)

~LVF

PDB, EMDB, BMRBADE

5 &

Fo>o—k
PDBF7—NATN507—54
Y>0-k

BEIA-IYH
PDBx/mmCIFIZ DT
TA-YLER &
PDBX/mmCIFLT ¢4 @

%n)l

English B4 HE#FX b 30

DBj
'Year Anniversary J‘ 3 SR (boo mma/eune; BN .

na 3».."_' - wwPDB( ACSHPDAYY POBAY BMRA(Y Adv. Search Search halp
—

MEIOFTIAIADOHE R

B, MEIOFDAILABME (Novel Coronavirus disease 2019: COVID-19) MOILANER P TEAZMES
BOTWET. SRAICTOFRSAJLR (Severe Acute Respiratory Syndrome Coronavirus 2: SARS-CoV-2) %2
BUBHREERRT 320, BT 39/ VHOWERRRBCHFO>TVET. ZTUT, MASNMERPDBICE
BENTLOTUVFETY. POBTRAMEDIEER S, MEIOS DL ANER-SEFRLELRE. BT
U-H'EEKREDEREFRTANINZ L, ABCCOR-ICHBNENET.

FECOVANADI V) ORICHTZHRREFEUTD SADRF) R-S(CHBLTVET.

© 242; 20X 2LATOF P~ (Coronavirus Proteases) &

® 246; SARSIOFIAILR2 2JAZ7 (SARS-CoV-2 Spike) &
* 249: SARSIOFT DL 22 RNMEFFHRNAR X517 (SARS-CoV-2 RNA-dependent RNA
Polymerase) &

J0F94)LX, 2020. David S.
Goodsell@RCSB PDB (C& 3R
EEEE

2RI FU—1 0PI Tid, BUESCLZIIL-TEROLY UG TEBIL, TATOPDB IDERBEIRRLTVET. TREMWE) 9710
BENREOBVVREBBEOHERRLTED, P /BRMNIF100%ECPDBIY FU—@GUHY FIRRZEOEZHRALTHVET. BROI>H
U—1 057@, SEAMENEZREHLVWIY NU-TT.

’ FRE: 2020-03-11

2T hU—(616) | gEie (252) BHOI RU— (56)

6272

SARS-COV-2 MACRODOMAIN IN COMPLEX WITH ADP-HPM
HFEH: Replicase in 1ab, ine Di (Hydroxy yl)pyrrolidine I, 1,2~

= -
d ( 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 > w

https://pdbj.org/featured/covid-19
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SPDB Improving Carbohydrates
B in the PDB for 2020

~10% of PDB structures contain carbohydrates.

wwPDB.org

To improve the ability to search for these structures
and their complex chemistry (e.g., stereo-isomers,
anomeric configurations, branched chains),

%
{ wwPDB is embarking on a new
/"‘/\/Q remediation effort that will:
W Standardize Chemical Component Dictionary definitions

B Adopt carbohydrate nomenclature following
IUPAC-IUBMB recommendations

B Provide a uniform representation for oligosaccharides
B Adopt glycoscience community naming conventions

W Incorporate glycoscience community tools to properly
identify, validate, and biocurate glycosylation sites in
PDB structures

Implementation

New sequence descriptions will be included in PDB structure data files:

Condensed IUPAC:
LFucpal-6[DManpat1-3DManpb1-4DGlcpNAcb1-4](LFucpal-3]DGlcpNAcb1-ASN
LINUCS:
[IASNI{[(4+1))[b-D-GlepNAc]{[(3+1))[a-L-Fucpl{}{(4+1)][b-D-GlepNAc]{[(4+ 1)][b-D-Manpl{[(3+1)][a-D-Manp]{}}}[(6+ 1))(a-L-Fucpl{}}}
These descriptions can be translated into Symbolic representations used by glycoscientists:

Symbolic:

.a3.[34.[34

ab Example based on PDB Entry 6cmg
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