


Fig. 1. The amino acid sequence of bovinc pancreatic ribonuclease (50).

Anfinsen, C. B. (1973). Principles that govern the folding of protein chains. Science.

Dill, K. A., et al. (2008). The protein folding problem. Annu. Rev. Biophys.




# S # # 0 # #

6,) 1& [/-& HHt 8& #7

# o, #0# ()
0 # )0)#(# *
# OO0 # # '& (, *

Protein Structure Prediction Center

Success Stories From Recent CASPs
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model 325_5: GDT_TS=81

CASP9: T0581-D1
model 064_1: GDT_TS=61

CASP7: T0283-D1
model 170_1: GDT_TS=71

model 321_1: GDT_TS=75
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Zhang, Y. (2007). Proteins: Structure, Function, and Bioinformatics.
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Online Services
I-TASSER
QUARK
LOMETS
COACH

COFACTOR

MetaGO
MUSTER
SEGMER
FG-MD
ModRefiner
REMO
DEMO
SPRING
GOTH
BSpred

Home Research Services Publications

People Teaching

UNIVERSITY OF MICHIGAN

Job Opening Facilities News Forum Lab Only

/-TASSER

(The server completed predictions for 506544 proteins submitted by 119641 users from 144 countries or regions)

(The template library was updated on 2019/10/03)

I-TASSER (Iterative Threading ASSEmbly Refinement) is a hierarchical approach to protein structure and function prediction. It first identifies structural templates from the PDB by multiple threading approach LOMETS, with
full-length atomic models constructed by iterative template-based fragment assembly simulations. Function insights of the target are then derived by re-threading the 3D models through protein function database BioLiP. I-
TASSER (as 'Zhang-Server') was ranked as the No 1 server for protein structure prediction in recent community-wide CASP7, CASP8, CASP9, CASP10, CASP11, CASP12, and CASP13 experiments. It was also ranked as
the best for function prediction in GASP9. The server is in active development with the goal to provide the most accurate structural and function predictions using state-of-the-art algorithms. Please report problems and
questions at I-TASSER message board and our developers will study and answer the questions accordingly. (>> More about the server ...)

[Queue] [Forumj

[Search]

[Remove] [Potential] [Decoys] [News] [Annotation] [About] [FAQ]

Our server is undergoing maintenance. You can submit jobs normally during the maintenance period, but they will get queued much slower than usual. We apologize for any

inconvenience this may cause.

I-TASSER On-line Server (View an example of -TASSER output):

Copy and paste your sequence below ([10, 1500] residues in FASTA format). Click here for a sample input:

SVMSEQ
ANGLOR
BSP-SLIM
SAXSTER

ThreaDom

ThreaDomEx

EvoDesign

GPCR-TASSER

BindProf
BindProfX
ResQ
lonCom
STRUM

Or upload the sequence from your local computer:
Choose File no file selected
Email: (mandatory, where results will be sent to)

Password: (mandatory, please click here if you do not have a password)

ID: (optional, your given name of the protein)

“ranked as the No 1 server for
protein structure prediction in
recent community-

wide CASP7, CASP8, CASP9, CAS
P10, CASP11, CASP12,

and CASP13 experiments”
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Marks, D. S., Hopf, T.A., & Sander, C. (2012). Nature biotechnology.
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Marks, D. S., Hopf, TA., & Sander, C. (2012). Nature biotechnology.

Use predicted contacts
as residue-residue
distance constraints

Marks, D. S., Hopf, TA., & Sander, C. (2012). Nature biotechnology.
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Pearce, R., & Zhang, Y. (2021). Current Opinion in Structural Biology.
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Senior, A. W., Evans, R., Jumper, J., Kirkpatrick, J., Sifre, L., Green, T., ... & Hassabis, D. (2020). Nature.
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Porta-Pardo, E., Ruiz-Serra, V., Valentini, S., & Valencia, A.
Tunyasuvunakool, K., Adler, J., Wu, Z., Green, T., Zielinski, M., idek, A., ... & Hassabis, D. (2021). Nature. (2022). PLOS Computational Biology.

Evans, R., O'Neill, M., Pritzel, A., Antropova, N., Senior, A. W., Green, T., ... & Hassabis, D. (2021). BioRxiv.
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Terwilliger, T. C., Poon, B. K., Afonine, P., Schlicksup, C. J., Croll, T. I, Millan-Nebot, C., ... & Adams, P. D. (2022). bioRxiv.
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