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New Job Job Status My Jobs  Inquiry & Bug Report  Docs About Xu Group

The predicted model for the whole sequence. Left click for an image of higher quality; right click to save. Summary (help)

The input predicted as 1 domain(s)
Best template: 3drrA, p-value 1.96e-15
Overall uGDT (GDT): 466 (83)
560(100%) residues are modeled
6(1%) positions predicted as disordered
Secondary struct: 30%H, 20%E, 48%C
Solvent access: 30%E, 37%M, 32%B

Download

the predicted model as PDB file.

detailed prediction results.
To open .zip files, you may use 7-zip for Windows or
unzip for Linux/Unix/MacOS.

Current status: Complete
Submitted on: 2017-10-22 14:34
Scheduled on: 2017-10-22 14:35
Finished on: 2017-10-22 15:05

Status

RT1 | rt1

Section I. Input Sequence and Domain Partition (help)

 
Section II. Summary Prediction Results

Section III. Detailed Prediction Results (you can see each result entry by clicking on it)

[-] Click to view the predicted structure property for the whole sequence
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[-] Click to view 3D model(s) for domain 1 [1, 560] P-value:1.96e-15

161 171 181 191 201 211 221 231

QSSMTKILEP FRKQNPDIVI YQYMDDLYVG SDLEIGQHRT KIEELRQHLL RWGLTTPDKK HQKEPPFLWM GYELHPDKWT
241 251 261 271 281 291 301 311

VQPIVLPEKD SWTVNDIQKL VGKLNWASQI YPGIKVRQLC KLLRGTKALT EVIPLTEEAE LELAENREIL KEPVHGVYYD
321 331 341 351 361 371 381 391

PSKDLIAEIQ KQGQGQWTYQ IYQEPFKNLK TGKYARMRGA HTNDVKQLTE AVQKITTESI VIWGKTPKFK LPIQKETWET
401 411 421 431 441 451 461 471

WWTEYWQATW IPEWEFVNTP PLVKLWYQLE KEPIVGAETF YVDGAANRET KLGKAGYVTN RGRQKVVTLT DTTNQKTELQ
481 491 501 511 521 531 541 551

AIYLALQDSG LEVNIVTDSQ YALGIIQAQP DQSESELVNQ IIEQLIKKEK VYLAWVPAHK GIGGNEQVDK LVSAGIRKVL

View Alternative Model Template: 3drr:A

Jsmol viewer quick guide

Left-click+drag to rotate
the structure.
Use the middle-scroller to
zoom.
Right-click the structure for
more options.
Hover over a target residue
in the sequence alignment
box to see it highlighted in
the structure.
Visit the Jmol mouse
manual wiki

Rotation
spin on/off
spin on/off 
fast
slow

fast
slow 

Coloring
color AAs
color SSs
color AAs
color SSs 

Display
side chain
back bone
cartoon

side chain
back bone
cartoon 
Zoom

 

Show Quality
low
high low
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Save
 

Rank: 1 P-value: 1.96e-15 uGDT(GDT): 466(83) uSeqId(SeqId): 556(99) Score: 484

http://www.pdb.org/pdb/explore/explore.do?structureId=3drr
http://wiki.jmol.org/index.php/Mouse_Manual
http://wiki.jmol.org/index.php/Mouse_Manual
http://raptorx.uchicago.edu/documentation/#goto2
http://raptorx.uchicago.edu/documentation/#goto2
http://raptorx.uchicago.edu/documentation/#goto2
http://raptorx.uchicago.edu/documentation/#goto2
http://raptorx.uchicago.edu/documentation/#goto2
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Please cite the following server and method papers:

1. Morten Källberg, Haipeng Wang, Sheng Wang, Jian Peng, Zhiyong Wang, Hui Lu, and Jinbo Xu. Template-based protein structure modeling using the RaptorX web
server. Nature Protocols 7, 1511-1522, 2012.
2. Jianzhu Ma, Sheng Wang, Feng Zhao, and Jinbo Xu. Protein threading using context-specific alignment potential. Bioinformatics (Proceedings of ISMB 2013), Vol.
29, Issue 13, pp. i257-i265. 
3. Jian Peng and Jinbo Xu. A multiple-template approach to protein threading. PROTEINS, 2011 Jun;79(6):1930-9. doi: 10.1002/prot.23016. Epub 2011 Apr 4.
4. Jian Peng and Jinbo Xu. RaptorX: exploiting structure information for protein alignment by statistical inference. PROTEINS, 2011, Vol 79, Issue S10, pp. 161-171.
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Click to see help for this sequence alignment box.The sequences are arranged in the order of query,3drrA
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