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Establishment of Analytical Method in Filamentous fungal Proteome
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Abstract: To develop the methods of Filamentous fungal proteome analysis for preliminary research. Liquid ni—
trogen grinding snailase digestion urea lysis and ammonium sulfate fractionation two-dimensional liquid chromatog—
raphy separation methods was established for application in Filamentous fungal proteome analysis. The method in—
creases the efficiency of extraction and separation of the protein for applying to Filamentous fungal proteome analy—
sis. 396 T. rubrum proteins were unambiguously identified involving in major biological processes and this experi—
ment was a basis for further fungal proteomic research. These results suggested that this protein extraction prefrac—
tion and separation methods were effective and sensitive for detection interest proteins in Filamenious fungal pro—
teome analysis especially important functional low abundance proteins.
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2 Fig.2 Identification of cytoplasmic protein pre-frationated
by ammonium sulphate precipitation
2.1 2.3
396 298
EST  NCBI NR
SDS 6 98
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Tab.1 Classification of 396 identified
protein in COGs system
Functional Classification
Information storage and processing
Translation ribo—
. . 55
somal structureand biogenesis
Transcription 7
DNA DNA replication recom— 7
bination and repair
) Cellular Processes
M'3 Marker; 1. :‘ SDS; 2. DS 5 - SDS; Cell cycle control cell 3
’ ’ SDS: 6 . o division chromosome partitioning
M. Protein Marker; 1. Without snailase digestion and SDS; 2. Without o ) Postiranslational 36
snailase digestion with SDS; 3. Without snailase digestion With extraction modification protein turnover chaperones
reagent; 4. Without snailase digestion and SDS; 5. With snailase Cell outer membrane 18
digestionand SDS; 6. With snailase digestion and extraction reagent. biosynthesis; outer membrane
1 Cell and secretion 3
Fig.1 SDS-PAGE of Trichophyton rubrum Inorganic ion transport and 18
. . Metabolism
cytoplasmic proteins . . .
Signal transduction mechanisms 3
4 ' Metabolism
5 ' 6 Energy production and conversion 27
4 5 Carbohydrate trans— 25
2 port and metabolism
' Amino acid transport and 40
° 4 metabolism
Nucleotide transport and me—
. 12
tabolism
Coenzyme metabolism
° Lipid metabolism
2.2 Secondary 20
A.B-.C metabolites biosynthesis transport and catabolism
Poorly characterized
188 178 186 General function prediction only 14
163 Function unknown 98
Total 396
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