H19% WS HENRKSARE Vol. 19 No. 5
2009 4E 5 f COMPUTER TECHNOLOGY AND DEVELOPMENT May 2009

- BP#IZNMEZEEFEQR_FEHTHMN GBI

EEEL, £ ALK b2
(1. XS HASRSEFTLEHFTHRELTRT, K 482 230039;
2. RMAAILER ©F 5L TEER, XM 42 230601)

W EFARZHTRELYER¥MANEERE MEAR _SLHBMEEQRSHAMAXRLER, Xl
if BLAST T R/8%8) Identity NF-TF 35% 8 46 M EEAFRE S W REEAMIESE, FFIRA 5 (IR Profile 555, &
HARANIRSHEO N BAR _REHWETRN, XRERES, B EWHLER"N Pofile HBAEN BN
#.EMHERENEETRIFNSR, HANRE QEHER T 5 AI45K QE.

X@R - BAR L5 ;BP M2 M EERMFI ;5 U5 ; Profile 45

T4y %E . TP183 XRARIREE A RS :1673 - 629X(2009)05 - 0217 - 03

Application of BP Neural Network in Protein Secondary
Structure Prediction

~ WANG Fei-lu"?, SONG Jie!, SONG Yang'*?
(1. Ministry of Education Key Lab. of Computing Intelligence and Signal Processing,
, Anhui University, Hefei 230039, China;
2. School of Electronics & Information Engineering, Anhui University of Architecture, Hefei 230601, China)

Abstract: Prediction of protein structure plays an important role in the research of bicinformatics, and prediction of secondary structure is
the key step to protein structure predicition. Using BLAST, and get 46 protein’s single chains who's identities not more than 35% as the
data set. With 5 encoding and Profile encoding ; to prediction protein’s secondary structure by different information windows. The experi-

ment show that, Profile encoding method which is rich in “biological evolution information” gain the higher precision, the precision of QE

is more higher than the precision QE of 5 encoding.
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