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1 F/ 10
ID Tobs Tore MA PE1 Tore2 MA PE2
Q60042 102 84.14 17.51 98.48 3.45
Q60041 90 91.44 1.60 93.89 4.32
Q60037 90 84.08 6.58 98.41 9.34
Q12603 85 85.91 1.07 90.91 6.95
P40942 80 81.00 1.25 85.89 7.37
P23360 80 72.81 8.99 77.18 3.52
P51584 75 67.43 10.09 86.59 15.46
P07528 70 69.73 0.39 77.32 10.45
P23556 70 81.02 15. 74 69.35 0.93
P40944 70 75.15 7.36 71.57 2.24
P36917 70 71.67 2.39 66. 66 4.77
P10478 70 76.46 9.23 73.93 5.61
P56588 67 57.84 13.67 56.51 15. 66
P07986 65 66. 16 1.78 64.21 1.22
P40943 65 67.14 3.29 66.58 2.43
P45703 60 50. 87 15.22 58.13 3.11
P33559 60 49.62 17.30 55.38 7.70
P26541 60 68. 67 14.45 57.63 3.95
P14768 55 60. 96 10. 84 54.82 0.34
P26223 55 58.2 5.82 54.89 0.20
Q00177 52 49.91 4.02 50. 45 2.99
059859 40 52.89 32.23 55.55 38.88
P29417 40 44.81 12.03 47.07 17.67
9.25 7.33
, 3 , MA PE
M SE MAE.
MAPE = L5 v=2tl
nt=1 | yi|
2
MSE = ]Emz_l(yt - )7,
MAE = JI;Z:1| yi- M.
Yoo ( ).
2
2.1 BP
BP , ,
; BP
BP ,
23 , BP )
Sgmoid 4 9 2
, 0.01, 1 000 )
0.1 0.6 Sgmoid 0.9, 7,
0.951 %. 7.3%,MSE 6.01 ,MAE 4.6
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2
Sgmoid Sgmoid
0.90 0.10 0.6 7 0.94 0.40 0.65 11
0.93 0.15 0.35 13 0.95 0.07 0.55 2
0.98 0.09 0.40 9 0.97 0.20 0.80 4
0.91 0.30 0.45 3 0.92 0.08 0.70 15
0.96 0.25 0.50 17
2.2 BP
) 23 3 , 20
BP , 60 ,
; ) 3 , Tmare , Puwape >
’ 60 1 L
7.68% 13.04 %. ,
3
Tumare/ (%) Puape/ ( %) 2/ (%) Tware/ (%) Puare/ ( %) 2/ (%)
10 8.95 6.08 15.03 38 7.15 8.08 15.24
23 6.53 7.18 13.7 41 7 7.38 14.38
30 6.55 6.06 12.61 45 6.61 1.78 8.39
32 5.53 7.28 12.81 46 7.65 5.77 13.41
36 5.82 5.38 11.2 52 8.37 0.83 9.2
, MA PE 34.02%, 0. 83 %. 45
, MA PE 6.61% 1.78%,
8. 39 %. , 60 , 10 , M SE
MAE | 4 32 , 9 MSE MAE 7 , 45
52 )
4 10 MSE MAE
10 23 30 32 36 38 41 45 46 52
MSE 6.55 5.35 5.45 4.25 5.21 5.45 6.05 5.43 5.54 6.38
MSE 6. 82 6. 47 5.44 11.42 3.43 6.91 6.97 2.00 5.05 0.64
MAE 5.33 3.76 3.92 3.41 3.61 4.37 4.58 4.13 4.52 5.26
MAE 5.39 5.52 3.85 7.12 3.32 5.93 5.49 1.46 4.56 0.62
3
7
- ) yL I u s )
9.25% 3.94 %. ,
8 , 1 , 150. 46 - 29.06
BP
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A Moded for Amino Acid Composition and Optimum
Temperature in F/ 10 Xylanase
Zhang Guangya Fang Bai shan

(College of Material Sdence and Engineering, Huagiao Universty, 362021, Quanzhou, China)

Abgract By usng uniform desgn and neural network construction, the authors established a mathematical model for a
mino acid composition and optimal temperature of xylanasesin F/ 10 family. Ascompared with the method of stepwise re-
gression adopted by previous literature, the present model showed better resultsin fitting and prediction of optina tenr
perature. Under the conditions including learning rate of 0.1 and dynamic parameter of 0.6 and sigmoid parameter of 0.9
and knot number in the hidden layer of 7, the resultsof the present model in fitting and prediction of optimal temperatare
can be shown respectively by mean absolute percent error of 6.6 % and 1. 78 %, mean square error of 5. 43 and 2. 00
, and mean absolute error of 4.13  and 1.46
Keywords uniform desgn, BP neural network , xylanase, amino acid composition, optimum temperature



