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Sliding Window

Example:

PDB entry 2RBF chain B
window size 11 (w = 11)
extend left = extend right = floor(11/2) = 5

focus on the input amino acid

Y

1st window | XXXXXTITMGVK

2nd window | XXXXTITMGVKL

3rd window | XXXTTMGVKLD

4th window | XXTTMGVKLDD
5th window

XXXXX | TTMGVKLDDATRERIKSAATRIDRTPHWLIKQAIFSYLEQLENSD [ XXXXX
extend extend
< > < : > <€<—>
left protein length right
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Predict Protein:

Rost et al., 2004

Evolutionary profiles:  Altschul et al.,1997
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Feature Insights

FEATURE

p AUC (%) + o

Amino acid sequence (w=09)

Amino acid sequence (w:M)

Evolutionary profile

Evolutionary profile (w=11 )

Evolutionary profile (w=9) + global & local
1) + global & local

Evolutionary profile (w

(w=
(
(
( =1
Evolutionary profile (w=9) + global & local + PredictProtein (w=3)
Evolutionary profile (w=11) + global & local + PredictProtein (w=3)
Evolutionary profile (w=9) + global & local 4+ PredictProtein (w=9)
Evolutionary profile (w=11) + global & local + PredictProtein (w=11)
(

Evolutionary profile (w=11) + global & local + PredictProtein (w=3) + refinement filter

722 1.9
72.6 £ 1.7
80.6 +2.4
80.6 £ 1.9
81.2 £ 1.3
81.1 £ 1.8
81.7 1.3
82.0 +£1.7
82.1 £2.2
81.8 £2.0
82.2 £ 1.6
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