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https://swissmodel.expasy.org/interactive

Eﬂ E"’“"T"P" SWISS-MODEL Modelling Repository Tools Documentation Login Create Accoun
ool The Camlr for Melacslar Lidy Seancas

Start a New Modelling Project @ 2
Target L3 Targe 1 Supported Inputs @
Sequence: Targef FOBKLCOSGELVATKKVLQDKRFKNRE L) TMRKLDHCHIVRLRYFFY SSGOKKDEVY LNLVLDYVEETVY o0
(Format must be _ Sequence(s) -
Targe} RVARHYSRAKQTLEMVYVKLYMYQLFRSLAY IHSFGICHRDIKEQNLLLDPDTAVLKLCDFGSAKOLVE
FASTA, Clustal,
pisin string, or & EENVSYICSRYYRAPELIFGATDYTSSIDVWSAGCVLAELLLGQPIFPGISGVDOLVEIIKVLGTETRER 21 Target-Template Alignment  ~
-
valid UniProtke — e e e
User Template -

AC) Add Hetero Target 2 Reset

DeepWiew Project -
Project Title:

Untitled Project

Email:

Optional

Search For Templates Build Model

By using the SWISS-MODEL server, you agree fo comply with the following terms of use and fo cife the
corresponding articles.
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Export Alignment
Order by:  GMQE v

FASTA format = Clustal Format | PNG Image
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https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE=Proteins& PROGRAM=blastp&BLAS
T PROGRAMS=blastp&QUERY=NP 001137312.1&LINK LOC=protein&PAGE TYPE
=BlastSearch
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Standard Protein BLAST

blastn blasip blastx | tblastn | thlastx |

1@”’“ Sequence BLASTP programs search protein databases using a protein query. more...

seomoncolel Clear Query subrange &)
LDLTDTHSPISEQALSPDSESFDWKAIQEGANS IVSSLHQARAS L SRQGSSDSDSILSLKSGISIGSPFH -
LPLNQDDKPAPNKGPRILKPGEKS S IEAKKKEEETAKSLKGGKKVYKSLITGKPRPSLESMASQHAQAQA From
PYISRGATHMVHYPGVRSSSPSTSPVPKKPPPRGQMSKPPSQAPGAGSSPRTMKVPPSSEPSPASGPPSSQ
GGSSKASSRSESROSTPSAPVRRSLTRPMISPERASYS PERNGLSPSHNKLSQLFQLPRT ASFSASSTHSS To

GSGRMAYTSPGROLVOPTRTEQSGLPRETSGIPRSESASKILNQCGPSKKAEL SRMSSTKSSG5ESDRSE
KPGLVRQSTFIKEAPSPTLKRKLEESASFESLSPSSTS)SOTPYSSPSLPOMSLSLPYQGSGHTEAPQS]
NSAENGDGK SLERHDISRSHSESPSRLPINARTGTHWKREHSKHSSS LPRVGTWKRTGSSS5ILSASSESSE
KGRSEDERQPTHPPOKSGKEGGLERKGTWRKAKGEETSYAPHSLDLODQTGDAMSKSEDVIWWVRIEDCPIN
NPRSSKSPTASTPPVIDELPIKGLACDRDSSESHEKLMSENAAMSHLGSE THLNLLRSSESLDKKEVTDIK
PAPSNPNIGPELHEFPYSERTPFSSTNSSKHSSPSGAVAARVSPFNY TPSPRESSADGSTRPRPSQIPTPL
SSNAKKRDTKGDTTESGSYIVTSY

T !!En{:se EI e [ No nle chosen %]

Job Title
Enter a descriptive title for your BLAST search @)

Align two or more sequences &

Choose Search Set
Lol # | Protein Data Bank proteins{pdb) Y@ 3
Organism
Optional Exclude £
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. igj
Exclude Models (XM/XP) | Uncultured/environmental sample sequences
Optional

Gl 1A e 5 3
el SGIS plastp 4l s e i)
Al )5 1) ada sy ye (s 550

Aulad (Al 1) protein Data Bank proteins(PDB) 4u: X Database Ciaud )3 :Y
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Program Selection 4
Algorithm ® blastp (protein-protein BLAST)
PSI-BLAST (Position-Specific lterate ST)
PHI-BLAST (Pattern Hit Initiated BLAST)
5 DELTA-BLAST (Domain Enhanced Lockup Time Accelerated BLAST)

Choose a BLAST algonthm &)

Search database Protein Data Bank proteins(pdb) using Blastp (protein-protein BLAST)

¥ Show results in a new window

+]Algorithm parameters MNote: Parameter values that differ from the default are highligk

e Al | 4y K ol €

aulai S Blast 44 R 55 e 10

BLAST ® Home  Re

Format Request

Job Title: Protein Sequence (2754 letters)

Request ID TKCOBHB401R
Status Searching
Time since submission 00:00:00

This page will be automatically updated in 1 seconds until search is done
BLAST is a registered trademark of the National Library of Medicine

NCEI

National Center for Biotechnology Information, U.S. National Library of Medicine 1
8600 Rockville Pike, Bethesda MD, 20894 USA

Policies and Guidelines | Contact
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Sequences producing significant alignments:

Select: All None Selected:0
i1 Alignments o

Max | Total Query E

Description score |score | cover | value Ident Accession
|| Chain A, Structure Of Glycogen Synthase Kinase-3 (Gsk3b 813 813 96% 0.0 95% 1109 A
] Chain A, Gsk3b In Complex With Inhibitor 813 813 96% 0.0 95% 4ACC A
L) Chain A Gsk-3beta with inhibitor 6-chloro-N-cyclohexyl-4-(1H-pyrrolof2.3-blpyridin-3-yl)pyridin-2-amine 813 813 96% 0.0 95% 4106 A
[ Chain A, Gsk-3 Beta Complexed With Amp-Pnp 813 813 96% 0.0 95% 1PYX A

] Chain A, Structure Of A Carboxamide Compound (3) (2-{2-{(cyclopropylcarbonyl) Aminolpyridin-4-yl-4-oxo-4h- 812 812  96% 0.0 95% 4PTC A

] Chain A, GSK3beta complex with N-(6-(3.4-dihydroxyphenyl}-1H-pyrazolo[3.4-blpyridin-3-yl)acetamide 810 810 96% 0.0 94% 50Y4 A
] Chain A, Crystal Structure Of Human Glycogen Synthase Kinase 3 Beta (gsk3b) In Complex With Inhibitor 142 810 810 96% 0.0 94% 3SAY A

L] Chain A Gsk-3 Beta Complexed With Staurosporine 810 810 96% 0.0 95% 1Q3D A
[ Chain A Crystal Structure of GSK3b in complex with inhibitor 15R 809 809 96% 0.0 94% 441R A
[l Chain A X-ray Crystal Structure Of Gsk3b In Complesx With Brd3937 807 807  96% 0.0 94% SHLP A
L] Chain A, Crystal Structure Of Glycogen Synthase Kinase 3 In Complexed With Inhibitor 300 800 95% 0.0 95% 105K A

p28 Lo 48 43 & las el e 228 Lie |y Dy i (358 IS 0 g8 sy o 2l 8 JueSS 3l amy
S AL Gy ol a0 Algidiy adliia AL b (g g Gpain s25 305 s ) e i
sidentity O e G iiin ) )1 4S Gl (A5 5 coad 3 ) g (AN g (gamis JUALL Snin ) g

.23L Query coverage

Sequences producing significant alignments:
Select: All None Selected:0

i1 Alignments e
Desrpin o o £ et g

|| Chain A, Structure Of Glycogen Synthase Kinase-3 (Gsk3b 813 813 96% 0.0 95% J 1109 A

] Chain A, Gsk3b In Complex With Inhibitor 813 813 96% 0.0 95% 4ACC A

L) Chain A Gsk-3beta with inhibitor 6-chloro-N-cyclohexyl-4-(1H-pyrrolof2.3-blpyridin-3-yl)pyridin-2-amine 813 813 96% 0.0 95% 4106 A

L) Chain A, Gsk-3 Beta Complexed With Amp-Pnp 813 813 96% 0.0 95% 1PYX A

Chain A Structure Of A Carboxamide Compound (3) (2-{2-{(cyclopropylcarbonyl) Aminolpyridin-4-yll-4-oxo-4h- 812 812  96% 0.0 95% 4PTC A

[l Chain A, GSK3beta complex with N-{6-{3.4-dihvdroxyphenyl}-1H-pyrazolo[3.4-blpyridin-3-yl)acetamide 810 810 96% 0.0 94% 50Y4 A
] Chain A, Crystal Structure Of Human Glycogen Synthase Kinase 3 Beta (gsk3b) In Complex With Inhibitor 142 810 810 96% 0.0 94% 3SAY A

] Chain A Gsk-3 Beta Complexed With Staurosporine 810 810 96% 0.0 95% 1Q3D A
] Chain A, Crystal Structure of GSK3b in complex with inhibitor 15R 809 809 96% 0.0 94% 4R A
] Chain A X-ray Crystal Structure Of Gsk3b In Complex \With Brd3937 807 807 96% 0.0  94% B5HLP A

) Chain A Crystal Structure Of Glycogen Synthase Kinase 3 In Complexed With Inhibitor 800 800 95% 0.0 95% 1Q5K A
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GenPept~ Send to: » 5
Change region shown v

Chain A, Structure Of Glycogen Synthase Kinase-3 (Gsk3b)

PDB: 1109_A
Identical Proteins FASTA  Graphics

Customize view =

Analyze this sequence

Goto: Run BLAST

LOCUS 1Ies_A 428 aa linear PRI 1@-0CT-2812 |dentify Conserved Domains
DEFINITION Chain A, Structure Of Glycogen Synthase Kinase-3 (Gsk3b). .

ACCESSION  1Ie9 A Highlight Sequence Features
VERSION 1Ies_A

DBSOURCE pdb: molecule 1182, chain &5, release Aug 27, 2807; Find in this Sequence

deposition: Jan 29, 28@1;

class: Transferase;

source: Mmdb_id: 18277, Pdb_id 1: 1I@g;
Exp. method: X-Ray Diffraction. Protein 3D Structure
Co-structure of
human glycogen
synthase kinase beta

KEYWORDS
SOURCE Homo sapiens (human)
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammzlia; Eutheris; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.
REFERENCE 1 (residuss 1 to 428)

AUTHORS  ter Haar,E., Coll,J].T., Austen,D.A., Hsiao,H.M., Swenson,L. and Diffraction
Jain,J. Resolution: 2.595 A
TITLE Structure of GSK3beta reveals a primed phosphorylation mechanism
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Proteins: 2 Chemicals: 2 moedified: 2017-11-26
MMDE ID: 156255 PODBE ID: 6B8J
View in iCn3D  Similar Structures PubMed Proteins Conserved Dt

Crystal Structure Of Gsk-3beta Complexed With Pf-04802367 .
penetrant Kinase Inhibitor[Transferase EC: 2. ¥ 11.26]2 7 11.1]
Taxonomy: Homo sapiens

Proteins: 1 Chemicals: 2 modified: 2016-0%-22

MMDE ID: 143330 PDB ID: 5K5N

View iniCn3D  Similar Structures PubMed Proteins Conserved Dc

X-ray Crystal Structure Of Gsk3b In Complex With Brd3937[Tr
INHIBITOR, EC: 2 7.11.26]2.7.11.1]

View iniCn3D  Similar Structures PubMed Proteing Conserved Dc

X-ray Crystal Structure Of Gsk3b In Complex With Chirg9021[
INHIBITOR, EC: 2.7 .11.26]2.7.11.1]

Taxonomy: Homo sapiens

Proteins: 2 Chemicals: 6 maodified: 2016-08-01

MMDE ID: 139550 FDE ID: 5HLM

View iniCn3D  Similar Struciures PubMed Proteing Conserved Dg

Sl paS Sl ) a8l e s A O g8 ) s sla Al saian (LES (948 dadia
DUialu (pais (358 dndia )0 AL ead (o (s JUALL (g ) (i 4 Cad (San (9 1
il ol 4d) ) samd

Chemical daxd (1 yisS (g Hla protein So slohas anlad QA 1) o HliaAls (348 dadia y
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Biotechnology Information

|Enter PDB ID or MMDB ID Search

6B8J: Co-structure of Human Glycogen Synthase Kinase Beta With a Selective
imidazol-2-yl-4-phenylpyrimidin-2-yl)[2-(2-pyridylamino)ethyl]amine Inhibitor

PDB ID: 6B8] Download
Citation: MMDB ID: 156255
Synthesis, Binding Mode, and Antihyperglycemic Activity of PDB Deposition Date: 2017/10/8
Potent and Selective (5-Imidazol-2-yl-4-phenylpyrimidin-2-yl) Updated in MMDB: 2017/11
[2-(2-pyridylamino)ethyl]amine Inhibitors of Glycogen Synthase | Experimental Method: x-ray diffraction
Kinase 3 Resolution: 2.595 A@
Wagman AS, Boyce RS, Brown SP, Fang E, Goff D, Jansen IM, Le Source Organism: Homo sapiensy
VP, Levine BH, Ng SC, Ni Z], Nuss IJM, Pfister KB, Ramurthy S, Similar Structures:

Renhowe PA, Ring DB, Shu W, Subramanian S, Zhou XA, Shafer CM,
Harrison SD, Johnson KW, Bussiere DE

J. Med. Chem. (2017) 60 p.8482-8514
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Start a New Modelld

Target Supported Inputs @

Sequence(s). = - ORKLCDSGELVATKRVLODKREKNRE LOIMREL DECN IVRLRYF 7Y S SGDKKDEVYLNLVLD YVEETVY

{Format must be Sequence(s) A
= - RVARHYSRAKQTLEMVYVKLYMYQLFRSLAY THSFGICHRDIKEQNLLLDEDTAVLKLCDFGSAKQLVAG

FASTA, Clustal,

plsin string, or & e EENVSYICSRYYRAPELIFEATDYTSS IIVWSAGCVLAELLLGCRI FEGDSGVDQLVEI IKVLGTETREQ [ Target-Template Alignment | +

valid UniProtkB

AG) User Template -

1 DeepView Project -

Tempiate File: + Add Template File...

Project Title: Untitied Project

Email Optional

Build Model

By using the SWISS-MODEL server, you agree to comply with the following terms of use and to cite the
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Start a New Modelling Project @

Target L Target E Supported Inputs @
Sequence(s): Targe: FOBKLCDSGELVATKKVLQDKREKNAE LQIMRKLDECHIVALRYEFYSSEOKKDEVYINIVIDYVEETVY 1
(Format must be Sequence(s) -

Targe: RVARHYSRAKOTLEMVYVKLYMYQLFRSLAY THSFGICHRDIKEONLLLDEDTAVLELCDFGSAKDIVES 2
FASTA, Clustsl,

4

plain string, or & Target EPNVSYICSRYYRAPELIFGATDYTSSIDVWSAGCVIAELLLGOPFIFPGDSGVDOLVEIIKVLGTETREEQ 2 Target-Template Alignment

valid UniProtkB - T T T e e e e

- User Template -
AC) Add Hetero Target > Reset
Deep\View Project -
Tempiate File: + Add Template File...

Project Title: Untitied Project

Email: Optional

Build Model

By using the SWISS-MODEL server, you agree fo comply with the following terms of use and to cife the
correannnding arficles

b aulai SIS Add Template file.. 428 555 2 IS ol ) amlai 30 15 S 55 Al G

Aed 5L )y e b


http://pishgam-bio.ir/
https://t.me/pishgam_bioinformatics

@pishgaman_bioinformatics :s) & http://pishgam-bio.ir ;b
el oala 5l (L ald i) sty s S (L. 5 NCBI) o313 sl o8 el Siila 5l sas (52 30 )8 5 lad (i ) sl
e O s 0 ASSLe Ly ASad dali )5 S

¢ Open >
€« “ “~ B 5 ThisPC » Desktop » w @ | Search Desktop 2

Organize = Mew folder = ~ [N 0
E This PC 8 8

I Desktop 1

Documents

* Downloads

J’) Music

=] Pictures

H Videos

= Local Disk (T3

6b3j.pdb

W W

File name: | 6b8j.pdb we [ LAl W

Open |v Cancel

Anlad A a0 sai gl J8 als je jaaS o S Q8 G5 iy


http://pishgam-bio.ir/
https://t.me/pishgam_bioinformatics

@pishgaman_bioinformatics :s) & http://pishgam-bio.ir :<ubw
o o)y 5l (L s ald i) sy s S (L. s NCBI) 0313 b o8 1 el Saiile sl s (53 30 )8 5 b (3 54l
e O s 0 ASSLe Ly ASad dali )5 S

¥ Target

Targe: FORKICDSGELVAIKKVLODKRFKNRE LQIMRKLDHCNIVR LRYF FY SSGDKKDEVYLNLVLDYVEETVY L

Target EVARHY SBAKOTL PMV VKL YMYQTLFRSLAY THSFGICHRDIKPONLLLDEDTAVLELCDFGSAKQINEG

[ ]

Targec[EENVSYICSRYYRAPELIFGATDY TSSIDVIWSAGCVLAELLLGORIFPGDSGVDOLVEIIEVLGTETRED

[ ]

Add Hetero Target 2 Reset 1
=+ Add Template File...

Untitled Project

Template (6b8j.pdb) Uploaded v

Optional

Build Model @ 2

By using the SWISS-MODEL server, vou agres fo comply with the fallowing terms of use and o cite the
cormesponding arficles.
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