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Biological Analysis of 3-1,3- Glucanase in Tobacco
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Abstract | Objective | The amino acid sequence of tobacco B-1,3-glucanase was used as a material to deeply explore its characteristics. [ Meth-
od [NCBI-PROTEIN was used to screen protein sequences, and ProtParam, SignalP 4.1 and TMHMM 2. 0 tools were used to predict physico-
chemical properties, signal peptide and transmembrane structure of tobacco glucan enzyme. [ Result]The molecular weight of NtBGl-2 was the
maximum (40 390.76 Dk), and that of NtBGI-3 was the minimum (37 722. 64 Dk) ; the isoelectric point of NtBGI-1 and NtBGI-2 was less than
7.0, but NtBGI-3 was more than 7.0; NtBGI-1 and NtBGI-2 were unstable proteins, NtBGI-3 was a stable protein, and the heat resistance was
greater than that of NtBGI-1 and NtBGI-2; the dominant amino acids of NtBGI-1 and NtBGI-2 were glycine and serine, NtBGI-3 for asparagine
and alanine; NtBGI contained signal peptide, belonged to secreted proteins; NtBGI-1 had no transmembrane domain, while NtBGI-2 (13 ~35)
and NtBGI-3 (7 ~29) contained transmembrane structure, and belonged to transmembrane proteins. [ Conclusion | This study lays the foundation

for in-depth study of tobacco glucanase.
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Table 1 The related physicochemical properties of NtBGl
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Protein Amino acid Molecular Theoretical isoel- Unstable Aliphatic Advantageous
name number weight ectric point index index amino acids
NtBGI-1 359 39 145.45 6.60 42.49 88.83 Gly Ser
NtBG1-2 370 40 390.76 7.10 44.28 85.92 Gly Ser
NitBGI-3 343 37 722.64 5.12 37.47 90. 20 Asn Ala
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Note ; S-score represents the score of the signal peptide. Y-score represents the score of the original shear site, and C-score represents the score of the syn-

thesized shear site
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Fig.1 Signal peptide distribution of NtBGl
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Table 3 The situation of the mixed vegetation in the forest
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