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Gert-Jan Bekker, Haruki Nakamura & Akira R. Kinjo. Molmil: a molecular viewer
for the PDB and beyond. Journal of Cheminformatics 8, Article number: 42 (2016)
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PDB_ID: 2ht7 O~R—2

By &3 poof 2ht7 - 1= - PDBj Mine X | + ~~

-//pdbj.org/newweb/alpha/mine/summary,/2ht

English B#:E tfffx H3hn 330

PDBJ'-

Protein Data Bank .J |[| an
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2HT?7

N8 neuraminidase in open complex with oseltamivir

2HT7 DIRE

Fi#T3PDBI 2HTS 2HTE

U—

AFEH Neuraminidase, (2R,4R,55)-4-(acetylamino}-5-amino-3-(pentan-3-
yloxy)eyclohex-1-ene-1-carboxylic acid (2 entities in total &)

HREDF—T— n8, neuraminidase, oseltamivir, hydrolase

BRTSENT Influenza A virus

RO Virion membrane (By similarity) 007599 &7

AMUT—gHE 1

HFmATt 42441.87

Russell, R.J. @, Haire, LF. &,Stevens, 0.1, &, Collins, B.J. ,Lin,
mEEGE Y.P. 18, Blackburn, G.M. 6, Hay, A.. &,Gamblin, 5.J. &, Skehel, 1.1. 7
(&20: 2006-07-25, 4M0: 2006-09-05, BEEA: 2011-07-13)

Russell, R.J, Haire, LR, Stevans, D.J.Callins, PJ.Lin, Y.R,Blackburn,
.M. Hay, A.).,Gamblin, 5.1,Skehel, 3.0,
The structure of H5N1 avian influenza neuraminidase
suggests new opportunities for drug design.
31T Naturs, 443:45-43, 2006
PubMed: 16315235 & (13
Dol 1 core05114 &
Import into Mendeley &
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| % Sequence [fasta)
3 & PDBx/mmCIF
i ® PDBML (w40 (no-

DT —F R~ 8

2ht7 chain A: UniProt: NRAM _I63A3
Neuraminidase EC=3.2.1.18 GN Name=NA

Influenza A virus (strain A/Duck/Ukraine/1/1963 H3N8).

-1- FUNCTION: Catalyzes the removal of terminal sialic acid residues from viral and
cellular glycoconjugates. Cleaves off the terminal sialic acids on the glycosylated HA
during virus budding to facilitate virus release. -!1- CATALYTIC ACTIVITY:

Reaction=Hydrolysis of alpha-(2->3)-, alpha-(2->6)-,

alpha- (2->8)- glycosidic linkages of

terminal sialic acid residues in oligosaccharides, glycoproteins, glycolipids, colominic
acid and synthetic substrates.; EC=3.2.1.18; -!- SUBUNIT: Homotetramer.

HBis

ElSuillE. 7

VTR (NA)
Imel TFr (NA)
ISmol TH=x

i
ElFarl-iEE P

~ILT

MolmilTHE=

VTR (NA)
Imol T (NA)

1Smol TF T

molmil TR

P . EEIT

JSmoI'C%-R

F2anr




YO ADENT

RRE JSmol molmll N
NFOME; | EARFTEERERS VY EREATCEmERENSYT
DFDIE | CriF—ZILENS, BRIV | | dREY GR4—JL) TEIEER
TEEZEFZYY 594
=LA | RA—ILZERET (1)7RA—J)LZ&[ET
79k (2)shiftF—Z LGNS, £ | | (2) BREVTEHEEZN VY
AUTCE@EmZERTYT
3)VARFEERIF R
HLT. BEmEr7vY
TYRIZED |(VWVERIVTRFED)VITE | EREATRFZEI)VIT S
BELZ.HEF | & EETFIIRTIND E.EEmTFIZRTENS
2 OEE | QEELT, A—VILERFO
FITESE., LIXSFEDE. Ry

F7ITTIRUBRREND \ y




W
I
L

1
(1
r
ON
beft
3
S
Rat
i

T AN

D —

+ 2HT7 (#1)  OHTT (#1)

Lea J

+ B (A)

Display:
Ca trace
)

—
- \\ II‘

G Surface

.

\C"uain A

Color:
structure \_ — = oseay_} ——

Calor

befa.Jlt
Structure
Atom [CPK)

— Label I

Group
ABEGO

Custom



m V] N EOVINE -7

(N AZa—7A(2ay .

=ERATRSYI L.

[Toggle CLI1Z2E A
S FIA XEO—E.

[Toggle CLI|%
Open > ESE,
avURSAY
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Settings

View >

Enable full-scresn

Toggle CLI CLI:

Clear Command Line Interface

Help

Manual
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pdbj.org - Microsoft Edge

£ | https://pdbj.org/mine_malmil?pdbid=2ht7
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ide cartoon.,all $HN—bky—URREA D A
hide ball stickjall HRATAVIRRET D

show st:.cks, byresD(resn G39 around 5) #/FG39MEILS ADKEZER
color cpk,all #[EFDEZCPKIZ

\show ball stick, resn G39 #ERLIEFZ. KS50DTA7IL—LTRR
/

. /( PDB _ID:2HT7 M G39/E DD Ei&E
R406

ARG371

&t [RFEIXDRERZLTH)vIT S
=g E.TDREL-FEASFS EF4H
%\:19 M, ETIZRETIND

ASP151, TYRA061%E 4 &R
(UniProt: NRAM_I63A3)

ASP151: Proton Donor/Acceptor
TYR406: Nucleophile
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1. “all’"hhE

X | hide cartoon] CEN S (AW

O  hide cartoon,all] A—by—2hVEZ TS !

2. “color”&"cartoon color’z X Al

X [ color red,all ] AHEEFLEN...

O [ cartoon color red,all} H—b—2DELFRLES !
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PDB_ID:4fqcxFRRLTH5

Crystal Structure of PGT121 Fab Bound to a complex-type sialylated N-glycan

PDB_ID:4fqc PDB_ID:4fqc -
IRiEEh=
SNFGIZ& 5
H—hH—2 KRR
show cartoon, snfg show snfg-icon,snfg
(o)
SNFG ¢ o=

(Simple Nomenclature For Glycan)
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[3E1T]1, all show sticks, all S THOEFEEERT

[E4T], chain [$#] cartoon color red, chain A ASBEDH—by—2%FFRIC

[E17], resn [BREAR] show sticks, resn CYS AFAEER T

[€17]1, name [[RFA] show spheres, name CB CREFEIRF I

[321T], symbol [JTHRA] show spheres, symbol S BELTRERE RIS

[E1T7], entity [TUTATA4ES] show spheres, entity 3 T T 4T13%BkE R

[XE1T], resi [&#F] show spheres, resi 104 104B B & BkERIC

[E1T], resi [BEI1+[ES] show spheres, resi 104+212 104F& B L2128 BB ERIC

[E1T], resi [BE]1-[ES] show spheres, resi 104-212 104~212& BBk &K (C

[E1T], [&#] around [FERE] show sticks, resn ATP around 5 ATPALSALL R DE FEEERIC

[3EfT], byres ([&#] around [fEH#]) |show sticks, byres (resn ATP around 5) |ATPASLSALITDREZERRIC

[R1T], [F#¥] and [&#] show spheres, chain A and resi 104 ASED104TE B EBRFRIC

[EfT], [&#] or [FH#] show sticks, resn SER or resn THR T UMALAZ U EERRIC

[3217], hetatm show spheres, hetatm HETATMZ Bk R /R (Z

[347]1, hydro show spheres, hydro KD FEERFRRIZ

[21T]1, snfg show cartoon, snfg SNFGE R alRE/i BB E H— b y—o
(S

select [BIRFAFA], [FH] select actsite,resi 104+212 104£212F H ¥ actsiteL i@ %

[i‘ﬁ'] ’ [E*Rﬁ?‘g] show spheres, actsite BIRLf-actsiteZx Bk TR 7RI
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Molmil

RTaATUFOEX 1 B
show [RRiA] show spheres, all BRETILDIERT
hide [®TiK] hide spheres, all REFILDFR T

% [RREK]IE. Bk spheres. #f:1lines. AT4/Y%7 :sticks. "R— /L& RXT(v¥:ball _stick, A—hk“H—>:cartoon, /\v%¥
7R—> :ca-trace, SNFGERAT4Y%Y:snfg-icon

color [fA]

color blue, all

HRIZTH

cartoon_color (]

cartoon_color red, all

A== DEZIRITT D

color [r,g,b]

color [0,255,255],all

7 14]0,255,255]129 %

color cpk

color cpk, all

TRILIZBRTTS

MKIRDO BT HBHEHTE S, NEDOLCR~FENLIR :group, IKEEIZ K D501 : structure, {REKTIZ L 5 ¥ F :bfactor

bg color [f]

bg_color white

BARZAIC

turn [xyz], [BEIEEHC )]

turn y, 180

YERDEDHYIZ180° [ElEL

reset

reset

DFETDREIZRT

Set cif use auth, [on/)off]

set cif use_auth,off

label_asym_id % & &% 5 7 12 |
label seq id % F&EFE 51T
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