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T. virens Gv29-8-1 43 BH 41 5 5\ 24 Sk I8 T Bt & B R A BF 28 BT (http: //genome. jgi. doe. gov/TriviGv29
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#1 KEABRSRBARSHRYHEAEERIHRR

AER -3 -2 . -1 1 2 3
M BE BSwH/X BE SR/ BE S/ BE RSHA/% RE G/ BE BRERE/%
A 139 41,25 42 12. 46 274 81.31 83 24.6 14 4,15 30 8. 90
G 1 3.26 5 1.48 28 8.31 13 3.86 11 3.26 9 2. 67
S 37 10,98 78 23.15 19 5. 64 33 9.79 26 7.72 32 9. 50
C 8 2. 37 3 0. 89 9 2.67 5 1.48 8 2.37 11 3.26
Q 0 0. 00 21 6.23 2 0.59 43 12.76 11 3.26 10 2,97
L 2 0.59 52 15.43 1 0. 30 31 9. 20 16 4.75 38 11,28
T 35 10. 39 22 6.53 1 0. 30 22 6.53 30 8.90 39 11. 57
M 0 0. 00 12 3.56 1 0.30 1 0. 30 4 1.19 2 0.59
D 0 0. 00 9 2. 67 1 0. 30 14 4.15 15 4.45 16 4,75
P 0 0. 00 2 0.59 1 0. 30 0 0. 00 98 29.08 26 7.72
F 0 0. 00 18 5. 34 0 0. 00 8 2. 37 5 1.48 11 3.26
N 0 0. 00 14 4,15 0 0. 00 7 2. 08 17 5.04 11 3.26
voo97 28,78 11 3.26 0 0. 00 19 5.64 - 24 7.12 38 11. 28
R 0 0. 00 10 2.97 0 0.00 6 1.78 8 2.37 8 2.37
1 8 2. 37 8 2. 37 0 0.00 10 2.97 10 2.97 26 7.72
H 0 0. 00 8 2. 37 0 0. 00 14 4.15 5 1.48 3 0. 89
w 0 0. 00 8 2.37 0 0. 00 5 1,48 3 0. 89 2 0. 59
E 0 0. 00 7 2.08 0 0. 00 10 2.97 12 3.56 10 2.97
Y 0 0. 00 6 1.78 0 0. 00 5 1.48 7 2.08 5 1.48
K 0 0. 00 1 0. 30 0 0. 00 8 2.37 13 3.86 10 2.97
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Prediction for Secreted Proteins from Trichoderma Viride Gv29-8 Genome

HAN Changzhi

(College of Forestry; The Key Laboratory of Forest Disaster

Warning and Control of Yunnan Province, Southwest Forestry University Kunming 650224, China)

Abstract: Trichoderma virens Gv29-8 is the important bio-control agent of Trichoderma ssp. , which can inhibit many
plant pathogens. To identify the secreted protein from T. virens and clearly its characteristic. 12,427 protein sequences in T.
virens was analyzed to find the secreted protein whti the program including SignalP, ProtComp, TMHMM, big-PI Fungal pre-
dictor and TargetP. Meanwhile, the distribution of amino acids, the length of signal peptide as well as the signal peptide cleav-
age site of secreted protein ware analyzed. 377 secrete proteins were found in T. virens. And the length of amino acids and the
signal peptide were different plant pathogens. The signal peptide cleavage site belongs to AXA type, which was same as other

plant pathogenic fungi, bacteria and ocomycete,
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