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I-TASSER results for job �d S536199
(Cl�ck on S536199_results.tar.bz2 to download the tarball f�le �nclud�ng all model�ng results l�sted on th�s page. Cl�ck on Annotat�on of I-TASSER Output to read
the �nstruct�ons for how to �nterpret the results on th�s page. Model results are kept on the server for 60 days, there �s no way to retr�eve the model�ng data older

than 2 months)

  Subm�tted Sequence �n FASTA format

  Pred�cted Secondary Structure

  Pred�cted Solvent Access�b�l�ty

   Pred�cted normal�zed B-factor

(B-factor �s a value to �nd�cate the extent of the �nherent thermal mob�l�ty of res�dues/atoms �n prote�ns. In I-TASSER, th�s value �s deduced from thread�ng template prote�ns from the PDB �n
comb�nat�on w�th the sequence prof�les der�ved from sequence databases. The reported B-factor prof�le �n the f�gure below corresponds to the normal�zed B-factor of the target prote�n, def�ned by B=
(B'-u)/s, where B' �s the raw B-factor value, u and s are respect�vely the mean and standard dev�at�on of the raw B-factors along the sequence. Cl�ck here to read more about pred�cted normal�zed B-
factor) 

  Top 10 thread�ng templates used by I-TASSER

(I-TASSER model�ng starts from the structure templates �dent�f�ed by LOMETS from the PDB l�brary. LOMETS �s a meta-server thread�ng approach conta�n�ng mult�ple thread�ng programs, where
each thread�ng program can generate tens of thousands of template al�gnments. I-TASSER only uses the templates of the h�ghest s�gn�f�cance �n the thread�ng al�gnments, the s�gn�f�cance of wh�ch are
measured by the Z-score, �.e. the d�fference between the raw and average scores �n the un�t of standard dev�at�on. The templates �n th�s sect�on are the 10 best templates selected from the LOMETS
thread�ng programs. Usually, one template of the h�ghest Z-score �s selected from each thread�ng program, where the thread�ng programs are sorted by the average performance �n the large-scale
benchmark test exper�ments.) 

>protein
MSLGAENSVAYSNNSIAIPTNFTISVTTEILPVSMTKTSVDCTMYICGDSTECSNLLLQY
GSFCTQLNRALTGIAVEQDKNTQEVFAQVKQIYKTPPIKDFGGFNFSQILPDPSKPSKRS
FIEDLLFNKVTLADAGFIKQYGDCLGDIAARDLICAQKFNGLTVLPPLLTDEMIAQYTSA
LLAGTITSGWTFGAGAALQIPFAMQMAYRFNGIGVTQNVLYENQKLIANQFNSAIGKIQD
SLSSTASALGKLQDVVNQNAQALNTLVKQLSSNFGAISSVLNDILSRLDKVEAEVQIDRL
ITGRLQSLQTYVTQQLIRAAEIRASANLAATKMSECVLGQSKRVDFCGKGYHLMSFPQSA
PHGVVFLHVTYVPAQEKNFTTAPAICHDGKAHFPREGVFVSNGTHWFVTQRNFYEPQIIT
TDNTFVSGNCDVVIGIVNNTVYDPLQPELDSFKEELDKYFKNHTSPDVDLGDISGINASV
VNIQKEIDRLNEVAKNLNESLIDLQELGKYEQYIKWPWYIWLGFIAGLIAIVMVTIMLCC
MTSCCSCLKGCC

Sequence

                  20                  40                  60                  80                 100                 120    
                   |                   |                   |                   |                   |                   |    
MSLGAENSVAYSNNSIAIPTNFTISVTTEILPVSMTKTSVDCTMYICGDSTECSNLLLQYGSFCTQLNRALTGIAVEQDKNTQEVFAQVKQIYKTPPIKDFGGFNFSQILPDPSKPSKRSFIED

Prediction CCCCCCCCCCSSSCCSSCCCCSSSSSSSSSSSSCCCCSSSSCCSSSCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCCCCCCSSSSSCCCCCCCCCCHHHHH
Conf.Score 9777888653243428715862887777899832785687344065799889999999987799889999988777653889999985031210244245687035540489988786027887

H:Helix; S:Strand; C:Coil

Sequence

                  20                  40                  60                  80                 100                 120    
                   |                   |                   |                   |                   |                   |    
MSLGAENSVAYSNNSIAIPTNFTISVTTEILPVSMTKTSVDCTMYICGDSTECSNLLLQYGSFCTQLNRALTGIAVEQDKNTQEVFAQVKQIYKTPPIKDFGGFNFSQILPDPSKPSKRSFIED

Prediction 6523444221122230301441102013110214153130201200033252034003400310330240033013322330240132135214133143133020110013464352100000

Values range from 0 (buried residue) to 9 (highly exposed residue)

Rank PDB
H�t

Iden1 Iden2 Cov Norm.
Z-

score

Download
Al�gn.                    20                  40                  60                  80                 

                   |                   |                   |                   |                 

Sec.Str
Seq

CCCCCCCCCCSSSCCSSCCCCSSSSSSSSSSSSCCCCSSSSCCSSSCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCC
MSLGAENSVAYSNNSIAIPTNFTISVTTEILPVSMTKTSVDCTMYICGDSTECSNLLLQYGSFCTQLNRALTGIAVEQDKNTQEVFAQVKQIYKTPP

1 6nb6A 0.88 0.69 0.79 2.68 Download  MSLGADSSIAYSNNTIAIPTNFSISITTEVMPVSMAKTSVDCNMYICGDSTECANLLLQYGSFCTQLNRALSGIAAEQDRNTREVFAQVKQMYKTPT
-

2 5szsA 0.37 0.31 0.81 5.64 Download  ---SDNGISAIITANLSIPSNWTTSVQVEYLQITSTPIVVDCATYVCNGNPRCKNLLKQYTSACKTIEDALRLSAHLETNDVSSMLTFDSNAFSLAN
-

3 6nzkA 0.42 0.35 0.79 3.58 Download  VNDSLEPVGGL--YEIQIPSEFTIGNMVEFIQTSSPKVTIDCAAFVCGDYAACKSQLVEYGSFCDNINAILTEVNELLDTTQLQVANSLMNGVTLSG
-

4 6jx7 0.35 0.34 0.83 2.71 Download  VEIVDDSVKPVSTGNITIPKNFTVAVQAEYVQIQVKPVAVDCAKYVCNGNRHCLNLLTQYTSACQTIENSLNLGARLESLMLNDMITVSDRSLEFAT
-

5 6jx7 0.35 0.34 0.83 2.00 Download  VDDSVGVIKPVSTGNITIPKNFTVAVQAEYVQIQVKPVAVDCAKYVCNGNRHCLNLLTQYTSACQTIENSLNLGARLESLMLNDMITVSDRSLEFAT
-

6 6nzkA 0.41 0.35 0.80 4.00 Download  NSVNDSLEPVGGLYEIQIPSEFTIGNMVEFIQTSSPKVTIDCAAFVCGDYAACKSQLVEYGSFCDNINAILTEVNELLDTTQLQVANSLMNGVTLGV

http://zhanglab.ccmb.med.umich.edu/
http://zhanglab.ccmb.med.umich.edu/I-TASSER
http://zhanglab.ccmb.med.umich.edu/I-TASSER/queue.php
http://zhanglab.ccmb.med.umich.edu/I-TASSER/about.html
http://zhanglab.ccmb.med.umich.edu/I-TASSER/remove.html
http://zhanglab.ccmb.med.umich.edu/I-TASSER/statistics.html
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/S536199_results.tar.bz2
http://zhanglab.ccmb.med.umich.edu/I-TASSER/annotation
http://zhanglab.ccmb.med.umich.edu/FASTA/
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/lscore.txt
http://www.rcsb.org/pdb/explore/explore.do?structureId=6nb6
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading1.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=5szs
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading2.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6nzk
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading3.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6jx7
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading4.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6jx7
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading5.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6nzk
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading6.pdb
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   Top 5 f�nal models pred�cted by I-TASSER

(For each target, I-TASSER s�mulat�ons generate a large ensemble of structural conformat�ons, called decoys. To select the f�nal models, I-TASSER uses the SPICKER program to cluster all the decoys
based on the pa�r-w�se structure s�m�lar�ty, and reports up to f�ve models wh�ch corresponds to the f�ve largest structure clusters. The conf�dence of each model �s quant�tat�vely measured by C-score that
�s calculated based on the s�gn�f�cance of thread�ng template al�gnments and the convergence parameters of the structure assembly s�mulat�ons. C-score �s typ�cally �n the range of [-5, 2], where a C-
score of a h�gher value s�gn�f�es a model w�th a h�gher conf�dence and v�ce-versa. TM-score and RMSD are est�mated based on C-score and prote�n length follow�ng the correlat�on observed between
these qual�t�es. S�nce the top 5 models are ranked by the cluster s�ze, �t �s poss�ble that the lower-rank models have a h�gher C-score �n rare cases. Although the f�rst model has a better qual�ty �n most
cases, �t �s also poss�ble that the lower-rank models have a better qual�ty than the h�gher-rank models as seen �n our benchmark tests. If the I-TASSER s�mulat�ons converge, �t �s poss�ble to have less
than 5 clusters generated; th�s �s usually an �nd�cat�on that the models have a good qual�ty because of the converged s�mulat�ons.)

More about C-score
Local structure accuracy prof�le of the top f�ve models

  Prote�ns structurally close to the target �n the PDB (as �dent�f�ed by TM-al�gn)

(After the structure assembly s�mulat�on, I-TASSER uses the TM-al�gn structural al�gnment program to match the f�rst I-TASSER model to all structures �n the PDB l�brary. Th�s sect�on reports the top
10 prote�ns from the PDB that have the closest structural s�m�lar�ty, �.e. the h�ghest TM-score, to the pred�cted I-TASSER model. Due to the structural s�m�lar�ty, these prote�ns often have s�m�lar
funct�on to the target. However, users are encouraged to use the data �n the next sect�on 'Pred�cted funct�on us�ng COACH' to �nfer the funct�on of the target prote�n, s�nce COACH has been extens�vely
tra�ned to der�ve b�olog�cal funct�ons from mult�-source of sequence and structure features wh�ch has on average a h�gher accuracy than the funct�on annotat�ons der�ved only from the global structure
compar�son.) 

-

7 6jx7 0.36 0.34 0.82 3.00 Download  ------VIKPVSTGNITIPKNFTVAVQAEYVQIQVKPVAVDCAKYVCNGNRHCLNLLTQYTSACQTIENSLNLGARLESLMLNDMITVSDRSLEFAT
-

8 6b7nA 0.40 0.33 0.77 9.39 Download  LQNTRPSIVSLYDGEVEIPSAFSLSVQTEYLQVQAEQVIVDCPQYVCNGNSRCLQLLAQYTSACSNIEAALHSSAQLDSREIINMFKTSTQSLQLAN
-

9 5x58A 0.89 0.64 0.72 3.84 Download  -------SIAYSNNTIAIPTNFSISITTEVMPVSMAKTSVDCNMYICGDSTECANLLLQYGSFCTQLNRALSGIAAEQDRNTREVFAQVKQMYKTPT
-

10 6nzkA 0.41 0.36 0.79 19.72 Download  ---NDSLEPVGGLYEIQIPSEFTIGNMVEFIQTSSPKVTIDCAAFVCGDYAACKSQLVEYGSFCDNINAILTEVNELLDTTQLQVANSLMNGVTLST
-

(a) All the res�dues are colored �n black; however, those res�dues �n template wh�ch are �dent�cal to the res�due �n the query sequence are h�ghl�ghted �n color. Color�ng scheme �s based on
the property of am�no ac�ds, where polar are br�ghtly coloured wh�le non-polar res�dues are colored �n dark shade. (more about the colors used)

(b) Rank of templates represents the top ten thread�ng templates used by I-TASSER.
(c) Ident1 �s the percentage sequence �dent�ty of the templates �n the thread�ng al�gned reg�on w�th the query sequence.
(d) Ident2 �s the percentage sequence �dent�ty of the whole template cha�ns w�th query sequence.
(e) Cov represents the coverage of the thread�ng al�gnment and �s equal to the number of al�gned res�dues d�v�ded by the length of query prote�n.
(f) Norm. Z-score �s the normal�zed Z-score of the thread�ng al�gnments. Al�gnment w�th a Normal�zed Z-score >1 mean a good al�gnment and v�ce versa.
(g) Download Al�gn. prov�des the 3D structure of the al�gned reg�ons of the thread�ng templates.
(h) The top 10 al�gnments reported above (�n order of the�r rank�ng) are from the follow�ng thread�ng programs:
       1: MUSTER   2: FFAS-3D   3: SPARKS-X   4: HHSEARCH2   5: HHSEARCH I   6: Neff-PPAS   7: HHSEARCH   8: pGenTHREADER   9: PROSPECT2   10: PRC   

(By r�ght-cl�ck on the �mages, you can export �mage f�le or change the conf�gurat�ons, e.g. mod�fy�ng the background color or stopp�ng the sp�n of your models)

Reset to �n�t�al or�entat�on Sp�n On/Off Reset to �n�t�al or�entat�on Sp�n On/Off Reset to �n�t�al or�entat�on Sp�n On/Off
Download Model 1
C-score=-1.25 (Read more about C-score)
Est�mated TM-score = 0.56±0.15
Est�mated RMSD = 10.5±4.6Å 

Download Model 2
C-score = -1.25 

Download Model 3
C-score = -1.86 

Top 10 Ident�f�ed stuctural analogs �n PDB

Cl�ck
to v�ew Rank PDB H�t TM-score RMSDa IDENa Cov Al�gnment

1 6jx7A 0.816 1.16 0.349 0.832 Download
2 5szsA 0.779 1.83 0.359 0.813 Download
3 6b7nA 0.775 1.66 0.379 0.802 Download
4 6u7kA 0.772 1.54 0.367 0.795 Download
5 6cv0A 0.710 3.05 0.359 0.783 Download
6 6nzkA 0.701 3.50 0.409 0.788 Download
7 6u7hA 0.697 3.31 0.341 0.775 Download
8 6nb3A2 0.694 3.41 0.393 0.783 Download
9 6nb6A 0.688 3.46 0.780 0.774 Download

10 5x59A 0.653 3.95 0.322 0.759 Download

(a) Query structure �s shown �n cartoon, wh�le the structural analog �s d�splayed us�ng backbone trace.

https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/cscore.txt
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/lscore.html
http://zhanglab.ccmb.med.umich.edu/TM-align
http://zhanglab.ccmb.med.umich.edu/TM-score
http://www.rcsb.org/pdb/explore/explore.do?structureId=6jx7
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading7.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6b7n
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading8.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=5x58
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading9.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6nzk
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/threading10.pdb
http://zhanglab.ccmb.med.umich.edu/I-TASSER/color.html
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1.pdb
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/cscore.txt
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model2.pdb
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model3.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6jx7
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_6jx7A.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=5szs
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_5szsA.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6b7n
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_6b7nA.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6u7k
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_6u7kA.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6cv0
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_6cv0A.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6nzk
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_6nzkA.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6u7h
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_6u7hA.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6nb3
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_6nb3A2.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=6nb6
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_6nb6A.pdb
http://www.rcsb.org/pdb/explore/explore.do?structureId=5x59
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/model1_5x59A.pdb
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  Pred�cted funct�on us�ng COFACTOR and COACH

(Th�s sect�on reports b�olog�cal annotat�ons of the target prote�n by COFACTOR and COACH based on the I-TASSER structure pred�ct�on. Wh�le COFACTOR deduces prote�n funct�ons (l�gand-
b�nd�ng s�tes, EC and GO) us�ng structure compar�son and prote�n-prote�n networks, COACH �s a meta-server approach that comb�nes mult�ple funct�on annotat�on results (on l�gand-b�nd�ng s�tes) from
the COFACTOR, TM-SITE and S-SITE programs.) 

Reset to �n�t�al or�entat�on Sp�n On/Off

(b) Rank�ng of prote�ns �s based on TM-score of the structural al�gnment between the query structure and known struc
(c) RMSDa �s the RMSD between res�dues that are structurally al�gned by TM-al�gn.
(d) IDENa �s the percentage sequence �dent�ty �n the structurally al�gned reg�on.
(e) Cov represents the coverage of the al�gnment by TM-al�gn and �s equal to the number of structurally al�gned res

query prote�n.

  L�gand b�nd�ng s�tes

Reset to �n�t�al or�entat�on Sp�n On/Off

Cl�ck
to v�ew Rank C-score Cluster

s�ze
PDB
H�t

L�g
Name

Download
Complex L�gand B�nd�ng S�te Res�dues

1 0.05 2 1vd5A GLY Rep, Mult 281,297
2 0.05 2 2eatA CZA Rep, Mult 40,71,74,75,259,262,311,312,313,318
3 0.05 2 4zgmA 32M Rep, Mult 308,312
4 0.05 2 2h7hA Nuc.Ac�d Rep, Mult 298,299,302,306
5 0.02 1 4s1yA CPT Rep, Mult 78,362

Download the res�due-spec�f�c l�gand b�nd�ng probab�l�ty, wh�ch �s est�mated by SVM.
Download the all poss�ble b�nd�ng l�gands and deta�led pred�ct�on summary.
Download the templates cluster�ng results.

(a) C-score �s the conf�dence score of the pred�ct�on. C-score ranges [0-1], where a h�gher score �nd�cates a mo
(b) Cluster s�ze �s the total number of templates �n a cluster.
(c) L�g Name �s name of poss�ble b�nd�ng l�gand. Cl�ck the name to v�ew �ts �nformat�on �n the B�oL�P database.
(d) Rep �s a s�ngle complex structure w�th the most representat�ve l�gand �n the cluster, �.e., the one l�sted �n the L

Mult �s the complex structures w�th all potent�al b�nd�ng l�gands �n the cluster.

  Enzyme Comm�ss�on (EC) numbers and act�ve
s�tes

Reset to �n�t�al or�entat�on Sp�n On/Off

Cl�ck
to v�ew Rank CscoreEC PDB

H�t TM-score RMSDa IDENa Cov EC Number Act�ve S�te Res�dues

1 0.114 2vz9B 0.312 7.90 0.053 0.520 2.3.1.85 NA
2 0.114 2vz8B 0.310 7.93 0.041 0.518 2.3.1.85 NA
3 0.110 2vz8A 0.325 8.35 0.037 0.574 2.3.1.85 NA
4 0.109 2hg4C 0.307 8.18 0.028 0.534 2.3.1.94 NA
5 0.108 3b8eA 0.296 7.37 0.029 0.466 3.6.3.9 41

 Cl�ck on the rad�o buttons to v�sual�ze pred�cted act�ve s�te res�dues.
(a) CscoreEC �s the conf�dence score for the EC number pred�ct�on. CscoreEC values range �n between [0-1]; 

where a h�gher score �nd�cates a more rel�able EC number pred�ct�on.
(b) TM-score �s a measure of global structural s�m�lar�ty between query and template prote�n.

(c) RMSDa �s the RMSD between res�dues that are structurally al�gned by TM-al�gn.

(d) IDENa �s the percentage sequence �dent�ty �n the structurally al�gned reg�on.
(e) Cov represents the coverage of global structural al�gnment and �s equal to the number of structurally al�gned

by length of the query prote�n.

  Gene Ontology (GO) terms

Top 10 homologous GO templates �n PDB
Rank CscoreGO TM-

score RMSDa IDENa Cov PDB
H�t Assoc�ated GO Terms

1 0.17 0.2961 7.37 0.03 0.47 3b8eA
GO:0016323 GO:0002026 GO:0005886 GO:0006814 GO:0006813 GO:0016021 GO:0003869 GO:0006811 GO:0042383 GO
GO:0008217 GO:0042470 GO:0045989 GO:0045822 GO:0000166 GO:0042493 GO:0016020 GO:0031947 GO:0006810 GO
GO:0046872 GO:0005391 GO:0003824 GO:0006754 GO:0006812 GO:0008152 GO:0015077 GO:0015662 GO:0015672 GO

2 0.12 0.3416 6.60 0.06 0.51 2b9bB GO:0006948

3 0.11 0.3116 7.90 0.05 0.52 2vz9B
GO:0016740 GO:0000166 GO:0000036 GO:0003824 GO:0004312 GO:0004313 GO:0004314 GO:0004315 GO:0004316 GO
GO:0004320 GO:0005488 GO:0008152 GO:0008270 GO:0009058 GO:0016295 GO:0016296 GO:0016297 GO:0016491 GO
GO:0031177 GO:0048037 GO:0055114

http://zhanglab.ccmb.med.umich.edu/COFACTOR
http://zhanglab.ccmb.med.umich.edu/COACH
http://zhanglab.ccmb.med.umich.edu/BioLiP/qsearch_pdb.cgi?pdbid=1vd5
http://zhanglab.ccmb.med.umich.edu/BioLiP/sym.cgi?code=GLY
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/CH_TM_1vd5A_BS04_GLY.pdb
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/CH_complex1.pdb
http://zhanglab.ccmb.med.umich.edu/BioLiP/qsearch_pdb.cgi?pdbid=2eat
http://zhanglab.ccmb.med.umich.edu/BioLiP/sym.cgi?code=CZA
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/CH_CF_2eatA_BS02_CZA.pdb
https://zhanglab.ccmb.med.umich.edu/I-TASSER/output/S536199/CH_complex2.pdb
http://zhanglab.ccmb.med.umich.edu/BioLiP/qsearch_pdb.cgi?pdbid=4zgm
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4 0.11 0.3097 7.93 0.04 0.52 2vz8B
GO:0016740 GO:0000166 GO:0000036 GO:0003824 GO:0004312 GO:0004313 GO:0004314 GO:0004315 GO:0004316 GO
GO:0004320 GO:0005488 GO:0008152 GO:0008270 GO:0009058 GO:0016295 GO:0016296 GO:0016297 GO:0016491 GO
GO:0031177 GO:0048037 GO:0055114

5 0.11 0.3149 8.29 0.04 0.55 3hhdC GO:0003824 GO:0005488 GO:0008152 GO:0009058 GO:0016740
6 0.11 0.3128 7.89 0.04 0.53 2uvaG GO:0003824 GO:0004312 GO:0005835 GO:0006633 GO:0008152 GO:0016491 GO:0016740 GO:0055114

7 0.11 0.3254 7.53 0.04 0.53 3feyA

GO:0034660 GO:0006379 GO:0006810 GO:0031047 GO:0051028 GO:0016032 GO:0006406 GO:0006417 GO:0006370 GO
GO:0008334 GO:0006369 GO:0005488 GO:0005634 GO:0005737 GO:0006446 GO:0031124 GO:0003723 GO:0006366 GO
GO:0030529 GO:0050434 GO:0005515 GO:0006368 GO:0005845 GO:0000387 GO:0000398 GO:0010467 GO:0000339 GO
GO:0000184

8 0.11 0.3142 8.09 0.03 0.54 2qo3B GO:0003824 GO:0005488 GO:0008152 GO:0009058 GO:0016740

9 0.11 0.3253 8.35 0.04 0.57 2vz8A
GO:0016740 GO:0000166 GO:0000036 GO:0003824 GO:0004312 GO:0004313 GO:0004314 GO:0004315 GO:0004316 GO
GO:0004320 GO:0005488 GO:0008152 GO:0008270 GO:0009058 GO:0016295 GO:0016296 GO:0016297 GO:0016491 GO
GO:0031177 GO:0048037 GO:0055114

10 0.11 0.3083 8.14 0.03 0.53 2hg4D GO:0003824 GO:0005488 GO:0008152 GO:0009058 GO:0016740 GO:0048037

Consensus pred�ct�on of GO terms
Molecular Funct�on GO:0016418 GO:0016419 GO:0072341 GO:0016628 GO:0016297 GO:0019842 GO:0019171 GO:0032559 GO:0015081 GO:0035639
GO-Score 0.43 0.43 0.43 0.43 0.43 0.43 0.43 0.33 0.33 0.33
B�olog�cal Process GO:0045933 GO:0009206 GO:0031946 GO:0090032 GO:0051241 GO:0051234 GO:0006942 GO:0042221 GO:0008016 GO:0031944
GO-Score 0.33 0.33 0.33 0.33 0.33 0.33 0.33 0.33 0.33 0.33
Cellular Component GO:0031224 GO:0048770 GO:0042598 GO:0044459
GO-Score 0.33 0.33 0.33 0.33

(a) CscoreGO �s a comb�ned measure for evaluat�ng global and local s�m�lar�ty between query and template prote�n. It's range �s [0-1] and h�gher values �nd�cate more conf�dent pred�ct�ons.

(b) TM-score �s a measure of global structural s�m�lar�ty between query and template prote�n.

(c) RMSDa �s the RMSD between res�dues that are structurally al�gned by TM-al�gn.

(d) IDENa �s the percentage sequence �dent�ty �n the structurally al�gned reg�on.

(e) Cov represents the coverage of global structural al�gnment and �s equal to the number of structurally al�gned res�dues d�v�ded by length of the query prote�n.

(f) The second table shows a consensus GO terms amongst the top scor�ng templates. The GO-Score assoc�ated w�th each pred�ct�on �s def�ned as the average we�ght of the GO term, where the we�ghts are ass
template.

Please c�te the follow�ng art�cles when you use the I-TASSER server:
1. Yang Zhang. I-TASSER: Fully automated prote�n structure pred�ct�on �n CASP8. Prote�ns, 77 (Suppl 9): 100-113, 2009.
2. Ambr�sh Roy, J�any� Yang, Yang Zhang. COFACTOR: an accurate comparat�ve algor�thm for structure-based prote�n funct�on annotat�on. Nucle�c Ac�ds Research, 40:

W471-W477, 2012.
3. J�any� Yang, Yang Zhang. I-TASSER server: new development for prote�n structure and funct�on pred�ct�ons, Nucle�c Ac�ds Research, 43: W174-W181, 2015.
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