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Section I. Input Sequence and Domain Partition (help)

1 11 21 31 41 51 61 71 81 91
PISPIETVPV KLKPGMDGPK VKQWPLTEEK IKALVEICTE MEKEGKISKI GPENPYNTPV FAIKKKDSTK WRKLVDFREL NKRTQDFWEV QLGIPHPAGL
1111111111 11111112111 11111111211 11111111211 1111111111 1111111111 1111112111 1121112111 11211111111 1111111111
101 111 121 131 141 151 161 171 181 191
KKKKSVTVLD VGDAYFSVPL DEDFRKYTAF TIPSINNETP GIRYQYNVLP QGWKGSPAIF QSSMTKILEP FRKQNPDIVI YQYMDDLYVG SDLEIGQHRT
111111112111 1111111111 1111111111 11111111211 1111111111 1111111111 1111112111 112111121111 1111111111 1111111111
201 211 221 231 241 251 261 271 281 291
KIEELRQHLL RWGLTTPDKK HQKEPPFLWM GYELHPDKWT VQPIVLPEKD SWTVNDIQKL VGKLNWASQI YPGIKVRQLC KLLRGTKALT EVIPLTEEAE
11111112111 11111111211 11111111211 1111111111 1111111111 1111111111 1111112111 1121111212111 11121111111 1111111111
301 311 321 331 341 351 361 371 381 391

Section Il. Summary Prediction Results

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

e The input predicted as 1 domain(s)

e Best template: 3drrA, p-value 1.96e-15
e Overall uGDT (GDT): 466 (83)

e 560(100%) residues are modeled

o 6(1%) positions predicted as disordered
e 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.

Status

Current status: Complete

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

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

[-]1 Click to view the predicted structure property for the whole sequence

Disorder

Loading / nol/j2sicore/package.js...

Legend for 3-class secondary structure (hovering over aresidue will display the predicted distribution for that residue)

B Helix [l Beta [] Coil

1 11 21 31 41 51 61 71

e Ik l-...._ .J.. _.u
PISPIETVPV KLKPGMDGPK VKQWPLTEEK IKALVEICTE MEKEGKISKI GPENPYNTPV FAIKKKDSTK WRKLVDFREL
81 91

101 111 121 131 141 151

NKRTQDFWEV QLGIPHPAGL KKKKSVTVLD VGDAYFSVPL DEDFRKYTAF TIPSINNETP GIRYQYNVLP QGWKGSPAIF
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QSSMTKILEP FRKQNPDIVI YQYMDDLYVG SDLEIGQHRT KIEELRQHLL RWGLTTPDKK HQKEPPFLWM GYELHPDKWT

NN,

VQPIVLPEKD SWTVNDIQKL VGKLNWASQI YPGIKVRQLC KLLRGTKALT EVIPLTEEAE LELAENREIL KEPVHGVYYD

w il

PSKDLIAEIQ KQGQGQWTYQ IYQEPFKNLK TGKYARMRGA HTNDVKQLTE AVQKITTESI VIWGKTPKFK LPIQKETWET
1 431 441 451 461

WWTEYWQATW IPEWEFVNTP PLVKLWYQLE KEPIVGAETF YVDGAANRET KLGKAGYVTN RGRQKVVTLT DTTNQKTELQ

481 491 501 511 521 531 541

ATYLALQDSG LEVNIVTDSQ YALGIIQAQP DQSESELVNQ IIEQLIKKEK VYLAWVPAHK GIGGNEQVDK LVSAGIRKVL

[-1 Click to view 3D model(s) for domain 1 [1, 560] P-value:1.96e-15

View Alternative Model v | Template: 3drr:A

Rank: 1 P-value: 1.96e-15 uGDT(GDT): 466(83) uSeqld(Seqld): 556(99) Score: 484
s N ;
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AsJPG

Click to see help for this sequence alignment box.The sequences are arranged in the order of query,3drrA

G 10 20 30 40 50 60
-PISPIETVP VKLKPGMDGP KVKQWPLTEE KIKALVEICT EMEKEGKISK IGPENPYNTP VFAIKKKDST
SPISPIETVP VKLKPGMDGP KVKQWPLTEE KIKALVEICT EMEKEGKISK IGPENPYNTP VFAIKKKDST
-000000000000000000000000000000000000000000000000000000000000000000000
70 80 90 100 110 120 130
KWRKLVDFRELNKRTQDFWEVQLGIPHPAG LKKKKSVTVLDVGDAYFSVP LDEDFRKYTAFTIPSINNET
KWRKLVDFRELNKRTQDFWE VQLGIPHPAG LKKKKSVTVLDVGDAYFSVP LDEDFRKYTAFTIPSINNET
0000000000000000000000000000000000000000000000000000000000000000000000
140 150 160 170 180 190 200
PGIRYQYNVLPQGWKGSPAI FQSSMTKILEPFRKQNPDIV IYQYMDDLYVGSDLEIGQHR TKIEELRQHL
PGIRYQYNVLPQGWKGSPAI FQSSMTKILEPFRKQNPDIV ICQYMDDLYVGSDLEIGQHRTKIEELRQHL
0000000000000000000000000000000000000000000000000000000000000000000000
210 220 230 240 250 260 270
LRWGLTTPDKKHQKEPPFLWMGYELHPDKWTVQPIVLPEKDSWTVNDIQKLVGKLNWASQ IYPGIKVRQL
LRWGLTTPDKKHQKEPPFLWMGYELHPDKWTVQPIVLPEKDSWTVNDIQKLVGKLNWASQ IYPGIKVRQL
0000000000 00O00O0OO0O0O0O00O00O00OOOOOOOOOOOOOOOOOOOOOOOOOODOOOOOOOOOOOOOOOOOOOOOOOO
280 290 300 310 320 330 340
CKLLRGTKALTEVIPLTEEAELELAENREI LKEPVHGVYYDPSKDLIAEI QKQGQGQWTY QIYQEPFKNL
CKLLRGTKALTEVIPLTEEAELELAENREI LKEPVHGVYYDPSKDLIAEI QKQGQGQWTY QIYQEPFKNL
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