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Table 1 The amino acids distribution in cleavage sites of SP of secreted proteins in T. reesei QM6a
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amino acids N Ratio Ratio No- Ratio N Ratio Ratio N Ratio
177 49.72 52 14,61 297 83.43 92 25.84 21 5.90 43 12.08
11 3.09 4 1.12 36 10.11 16 4.49 18 5.06 18 5.06
S 24 6.74 73 20.51 18 5.06 30 8.43 27 7.58 31 8.71
L 3 0.84 71 19.94 2 0.56 36 10.11 15 4.21 27 7.58
P 1 0.28 1 0.28 2 0.56 1 0.28 112 31.46 31 8.71
C 8 2.25 1 0.28 1 0.28 3 0.84 3 0.84 8 2.25
T 22 6.18 31 8.71 0 0.00 22 6.18 25 7.02 16 12.92
\Y% 100 28.09 21 .90 0 0.00 19 5.34 20 5.62 31 8.71
Q 0 0.00 17 4.78 0 0.00 42 11.80 15 4.21 14 3.93
E 0 0.00 13 3.65 0 0.00 14 3.93 14 3.93 7 1.97
H 0 0.00 12 3.37 0 0.00 12 3.37 2 0.56 13 3.65
N 0 0.00 11 3.09 0 0.00 11 3.09 14 3.93 15 4.21
D 0 0.00 10 2.81 0 0.00 9 2.53 21 5.90 12 3.37
F 0 0.00 9 2.53 0 0.00 6 1.69 9 2.53 8 2.25
1 10 2.81 7 1.97 0 0.00 11 3.09 8 2.25 28 7.87
R 0 0.00 7 1.97 0 0.00 9 2.53 11 3.09 6 1.69
A 0 0.00 7 1.97 0 0.00 7 1.97 3 0.84 1 0.28
M 0 0.00 4 1.12 0 0.00 3 0.84 2 0.56 5 1.40
Y 0 0.00 3 0.84 0 0.00 8 2.25 3 0.84 5 1.40
K 0 0.00 2 0.56 0 0.00 5 1.40 13 3.65 7 1.97
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Predicting forsecreted proteins from Trichoderma reesei QM6a genome
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Abstract  Trichoderma reesei QM6a was an important industrial production strains for cellulase
production.To identify the secreted protein from T. reesei and clear its characteristic,9 143 protein se-
quences in T'. reesei was analyzed to predict the secreted protein using 5 programs including SignalP,
ProtComp, TMHMM, big-PI Fungal predictor and TargetP. Meanwhile, the distribution of amino acids,
the length of signal peptide as well as the signal peptide cleavage site of secreted protein were analyzed. A
total of 356 secrete proteins were found in T. reesei ,and the length of amino acids and the signal peptide
were different from the plant pathogens. The signal peptide cleavage site belonged to AXA type, which
was consistent with other plant pathogenic fungi,bacteria and oomycete. Through the above bioinformat-
ics analysis, the prediction of secreted proteins can be effectively achieved in T. reesei,and the type of
signal peptide cleavage site was consistent with other secreted proteins from different species.

Keywords Trichoderma reesei ; secreted protein; signal peptide; prediction algorithm
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