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PDB Searchlite 2 ®
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search 3-D) mactomolecular structwe data primanly determmed experimentally by 2ray crystallography and MME

Enter keywords known to relate to the ﬁﬂfﬂgfﬂ:ﬁ galeciles of interest

A more advanced, customizable search can be performed usmg the SearchFields mteiface.
Other PDE seaich mterfaces and 1elated databases are found here.

Examples:

4hhb Find all structwres contaiming the term 4406, This will melude the structure
with the PDE code and any other structures that reference that code.

idcode: 4hhb Find the smgle stuctine wath the PDE code 4hhb. [DCODE 15 an example of
an attribute.
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Your query found 47 struetines in the ewnrrent PDE 1elease and you have selected 0 struetines so far. (There are curently 4 stiuctines
bemg processed o1 "on hold" matching yowr query!) You can select specific structures by clicking on the checkbox next to thew id. If
you do not select any structures, certam options will default to all structines. To examine an mdividual structine select the Explore Iinke!

Pull down to select option: [ New Search $][Go|
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Classification  MNucleotidyltransferase

Compounnd Mol Id: 1; Molecule: Eeverse Transcriptase, Cham: A, B, Synonyin: Hiv-1 Et; Ee: 2.7.7 49, Engmeered: Yes, Mutation:
C2E08

Classification  MNucleotidyltransferase
Compound Mol _Id: 1; Molecule: Reverse Transciiptase; Cham: A, B; Svnonyim: Hiv-1 Et; Ee: 2.7.7 49; Engmeered: Yes; Mutation:

Y188L, C2805 iil ‘iil‘ |‘EEE

Classification  Transferase T

Componnd Mol Id: 1; Molecule: Hiw-1 Reverse Transciiptase (A-Cham), Chain: A, Fragment: Pag; Ec:
Mol _Id: 2; Molecule: Hiw-1 Reverse Transciiptase (B-Cham); Cham: B; Fragment: P31, Ec:

ngmeered: Yes
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PDB Structure Explorer - 1COT
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Componnd:

Anthors:

Exp. Method:
Classification:
EC Number:
Source:

FPrimary Citation:

Deposition Date:

Mol _Id: 1; Molecule: Hiv-1 Reverse Transcriptase (A-Chain); Chain: A;
Fragment: P66; Ec: 2.7.7.49; Engineered: Yes
Mol _Id: 2; Molecule: Hiv-1 Reverse Transcriptase (B-Chain); Chain: B;
Fragment: P51; Ec: 2.7.7.49; Engineered: Yes

J. Ren, K. M. Esnouf, A. L. Hopkins, D. 1. Stuart, D. K. Stammers
X-ray Diffraction

Transferase

2.7.7.49

Human Immunodeficiency Virus Type 1; Human Immunodeficiency
Virus Type 1

Ren, I., Esnouf, R. M., Hopkins, A. L., Stuart, D. ., Stammers, D. K.
Erjsta]lugrap]:m: ﬁ.]:lal of the Bmdmg Modes of Thiazoloisoindolinone
Non- Nucleoside III.hlhltllIE to HIV-1 Reverse Transcriptase and
Comparison with Modelling Studies J. Med. Chem. 42 pp. 3845 (1999)

[ Medline ]

19. Jul-1999 FRelease Date:  19-Jul-2000
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Classiication  Transherass

Conpoung Mol _Dd: 1; Molecule: Hiv-1 Reverse Transcriptase A-Chaindy; Chain: A; Fragment: Pe6; Ec: 2.7.7.49; Enginesred: Yes
Mol_Id: 2; DMolamuile: Hiv-1 Beverss Transcriptase (B-Chain); Chain: B; Fragment: PS1; Ec: 2.7.7.49; Engitesred: Yes

Exp. hkthod  X-ray Diffraction

(B ) View Structure “« 7?7 %
Summary Information. Tnteractive 3D Display:
View Structure Choose from the following display options:

Download/Display File ¢ VEML (default options): Interactive immersive 1ibbon diagram
* VEML (custom options, full sereen display): Interactive immersive 1ibbon or eylnder

Structural Neighbors diagram with ligands
- ws - CLICK HERE

- F]l'StGlEllL’:E (needs Chime _
Ehime)

Other Sowrces ® Java (sunple interactive sequence/structure/property backbone diagramy:

sequence Details

Structure Facto _
ey still Images:

| Explore ||

Searchlite  SearchFislds

Fibbons 2530x250) Cyhinders (230x7350)
Eibbons (300x500) Cylinders (S00x500)
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Classiication  Transfkerase

Conpouns BMol_Dd: 1; Molecule: Hiv-1 Reverse Transcriptase (A-Chaind; Chain: A; Fragment: Pa6; Ec: 2.7.7.49; Engineerad: Yes
Mol _Id: 2; Molecule: Hiv-1 Reverse Transcriptase (B-Chain); Chain: B; Fragment: P51; Ec: 2.7.7.49; Enginesred: Yes

Exp. Method  X-ray Diffraction
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