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Summary of 45 FM targets (32 FM targets, 13 FM/TBM targets)

TM-score of Best Model

TM-score of Best Model

1 [ T
| T0837-D
08k | / 0837-D1
D1 | T0855-D1
06| TO793 Di: O/
---------- S —
E %o 0 P
0.4 o ‘ O;abo 5
F o 0% “0% o © E
02f o P
' ' CASP11
0 i .
0 100 200 300
Domain Length
1 . .
O u-proteins
O p-proteins
0.8f T0866D1 * ap-proteins|
T0900-D1 3’/ T0897-D2
J Tosss-02
0.6 [ T0862-D1 M % _T0892-D2
Toms-opo%-{fmma.m
o
o
0.4¢ o N
¥ x o
0.21 * *o.
CASP12
0 " A
0 100 200 300

Domain Length

Folded well without contact

prediction

0.6

0.4

TM-score of Best Model

0.2

blue: Zhang-Server

red: QUARK
T1005-D1 o a
O b
* ab

Domain Length

200 300 400 500

Experimental
Structure (Red)

Model (Blue)



Folding Large Targets ‘
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Impact of Contact and Template Quality on Structure Prediction
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T1017s2 (Bad Template, Bad Contacts, Good Fold)

CASP: CASP:
Image redacted Image redacted

x3

S

o

'

§8

s

) ’ ® residgge indea)—(‘j 100 e

Template: 5Sm9fA (yellow) Zhang-Server Model1
TM-score=0.36 TM-score=0.70

RMSD=6.3A Balance template and contacts! RMSD=4.1A
ResPRE Long range, top L=28% ResPRE Long range, top L=28%


akrys
Text Box
CASP:
Image redacted

akrys
Text Box
CASP:
Image redacted


Secondary Structure Prediction Problem
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Domain Partition Problem
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Impact of Contact Maps on 3D Structure Prediction
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Summary

e What worked

o Contact prediction by Deep Neural Networks

o Integration of contact potential, LOMETS restraints, and inherent potential

e What needs improvement

o Secondary structure prediction

o Discontinuous domain partitioning
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Contact Prediction using NeBcon
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