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Abstract
FEATURE is a computational method to recognize functional and structural sites for automatic protein function
prediction. By profiling physicochemical properties around residues, FEATURE can characterize and predict
functional and structural sites in 3D protein structures in a high-throughput manner. Despite its effectiveness, it
has been challenging to apply FEATURE to novel protein data due to limited customization support. To address
this problem, we thoroughly analyze the internal modules of FEATURE and propose a methodology to customize
FEATURE so that it can be used for new protein data for automatic functional annotations.
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Fig. 3. Fingerprints of over- or underrepresented
features. [1]

I 3 SAH2E Rt §4 == 1]

HI

site®} non-site’} B &8t X8 M= Ao}t WA
oz H2ME non-site’} site Bo =L FHE
AYE Ag ekt

Wt Ador MeE non-siteE 7HE S
query sample®] Glo]E]7} site model®] %= F&
W A o] BEFE sited] M RS &
At}

t}. Atomselector

ﬂ]_E]—O 2 rA-uﬂ 2]

e

S

g7
3}7]

query sample$

site®] model<
A= site} 22
Aol = JM o] #g
3 residue®} atome] tE HF&3 vl
RAEsto] A} AESE GEAL
=3
atomselector2b+ moduleg ©]-&3}<]

uedt atome FHatH A Yol A
o PDB IDE =ddFA o

KR
=

KN
=

N

residue®} atom
sho}. o]
= 3

7

3o ok

=)

Mo ox e

O o o T 1%

3+ resid
He 37

featurize

o]_g—

moduleS ©]-&3}o] sampled] "MAFAEZE doju
oF %A WHE sited model® ®] L 7}5 8kt



Deciphering FEATURE for Novel Protein Data Analysis and Functional Annotation

Table. 1. Description of the 44 FEATURE properties [1]
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