[bookmark: _GoBack]Table 1: List of 174 extracellular ascomycetes (T. citrinoviride) and basidiomycetes (G. lucidum) protein (≥1 PSMs) showing their expression after a fold-change cut-off (±1) for analyzing their localization and function
	S. No
	Accession
	Description
	Gene
	log2fold
change
	Functions

	1. 
	A0A024RUV1
	Endo-beta 1,3-glucanase
	M419DRAFT_93142
	0.53
	-

	2. 
	A0A024RWP2
	Uncharacterized protein
	M419DRAFT_134377
	0.53
	-

	3. 
	A0A024RWR4
	p1 protein
	M419DRAFT_134331
	-0.46
	Hydrolysis of carbohydrates, glycoproteins and glycolipids or sphingolipids      

	4. 
	A0A024RX70
	Uncharacterized protein
	M419DRAFT_134454
	0.53
	Hydrolysis of carbohydrate substrates

	5. 
	A0A024RXG4
	Beta-mannosidase A
	M419DRAFT_12549
	-0.47
	Hydrolysis of terminal non-reducing mannose residues, Protein help in the glycan degradation 

	6. 
	A0A024RYV4
	Endo-chitosanase
	M419DRAFT_13025
	-0.47
	Chitin and polysaccharide degradation and help in carbohydrate metabolism

	7. 
	A0A024RZH1
	Alpha-galactosidase
	M419DRAFT_12566
	-0.47
	Hydrolysis of oligosaccharides and polysaccharides

	8. 
	A0A024S0D5
	Acetyl xylan esterase
	M419DRAFT_88887
	0.37
	Hydrolysis of xylan subunit

	9. 
	A0A024S0P9
	Malate dehydrogenase
	M419DRAFT_138994
	-0.47
	Involve in TCA cycle, as well as carbohydrate metabolism

	10. 
	A0A024S1C2
	Putative isomerase YbhE (Fragment)
	M419DRAFT_51796
	0.33
	Catalysis of hydrogen subunit by isomerase activity

	11. 
	A0A024S1T2
	Subtilisin-like protease
	M419DRAFT_124452
	2.11
	Hydrolysis and Endopeptidase activity at serine position

	12. 
	A0A024S1V1
	Endopolygalacturonase
	M419DRAFT_133383
	-0.47
	Catalysis of the random hydrolysis linkages in pectate and helps in cell wall degradation

	13. 
	A0A024S1W8
	Uncharacterized protein
	M419DRAFT_38733
	-0.47
	-

	14. 
	A0A024S2I2
	Uncharacterized protein
	M419DRAFT_38400
	-0.47
	Catalysis the reaction of alpha-L-fucoside to form ethanol and polysaccharide catabolism 

	15. 
	A0A024S4B1
	Putative calcineurin-like phosphoesterase
	M419DRAFT_84022
	1.11
	Hydrolysis and nucleotide catabolic process of substrate

	16. 
	A0A024S517
	M6 metalloprotease
	M419DRAFT_86339
	0.11
	Metalloprotease that assimilate proteinaceous substrates, metal ion binding, protease activity,

	17. 
	A0A024S539
	Mitochondrial intermediate peptidase
	M419DRAFT_112807
	-0.47
	Metal ion binding protein helps to import cleaved proteins into the mitochondrion

	18. 
	A0A024S561
	Heat shock protein 70
	M419DRAFT_25648
	0.31
	Promote the multimeric protein to enter in to endoplasmic reticulum, also involved in stress response of cell or organism 

	19. 
	A0A024S6J9
	Alpha/beta-hydrolase
	M419DRAFT_84507
	0.53
	Hydrolysis of substrate

	20. 
	A0A024S7R4
	Pectin lyase-like protein
	M419DRAFT_25104
	-0.14
	Cleavage of C-C, C-O, C-N bonds in carbohydrates molecules

	21. 
	A0A024SAL5
	Uncharacterized protein
	M419DRAFT_123701
	1.11
	-

	22. 
	A0A024SBJ1
	Serin endopeptidase
	M419DRAFT_24449
	-0.21
	Cleaved at serine subunit as endopeptidase activity as well as hydrolase activity

	23. 
	A0A024SBN9
	Peptide hydrolase (Fragment)
	M419DRAFT_111088
	1.11
	Hydrolysis of amino acid by catalytic effect of metalloexopeptidase activity

	24. 
	A0A024SCN2
	Serin endopeptidase
	M419DRAFT_141494
	0.66
	Hydrolysis and Endopeptidase activity at serine position

	25. 
	A0A024SCS5
	Neutral protease 2
	M419DRAFT_78380
	0.26
	Metalloprotease, breakage of chain with hydrophobic residue and Metal ion binding

	26. 
	A0A024SDF9
	Ribonuclease-domain-containing protein
	
M419DRAFT_128658
	-0.14
	Hydrolysis, RNA binding and Catalytic activity in the reaction to form  (RNA fragment)-3'-guanosine-3'-phosphate  

	27. 
	A0A024SE50
	Uncharacterized protein
	M419DRAFT_74764
	-0.47
	Catalysis of oxidation -reduction reaction 

	28. 
	A0A024SFE9
	alpha-1,2-Mannosidase
	M419DRAFT_122299
	0.11
	Involve in the pathway of protein glycosylation and protein modification

	29. 
	A0A024SFS5
	Uncharacterized protein
	M419DRAFT_7812
	-0.47
	-

	30. 
	A0A024SGK2
	Thiamin diphosphate-binding protein
	M419DRAFT_140781
	-0.47
	Perform oxidoreductase activity and conversion of pyruvate to acetyl-CoA and CO2

	31. 
	A0A024SGR8
	Aldo/keto reductase
	M419DRAFT_140609
	1.11
	Catalysis of a D-threo-aldose into D-threo-aldono-1,5-lactone and NADH

	32. 
	A0A024SHD1
	Alpha-fucosidase
	M419DRAFT_128297
	0.94
	Perform carbohydrate metabolism and catalysis of alpha-L-fucoside reaction into alcohol

	33. 
	A0A024SIB3
	Endo-1,4-beta-xylanase 3
	xyn3
	0.711
	Hydrolysis of beta-D-xylosidic linkages in xylan subunit and degrade polysaccharides unit 

	34. 
	A0A024SIP8
	Diphthamide biosynthesis protein 1
	M419DRAFT_136015
	-0.47
	Required for post translational modification of histidine and perform diphthamide biosynthesis 

	35. 
	A0A024SIV1
	Uncharacterized protein
	M419DRAFT_95926
	0.11
	-

	36. 
	A0A024SJ57
	Carboxylic ester hydrolase
	M419DRAFT_127881
	-0.47
	Hydrolysis of carbohydrate molecules

	37. 
	A0A024SJA0
	Acid phosphatase
	M419DRAFT_107629
	-0.34
	Hydrolysis of amino acid at ester bond 

	38. 
	A0A024SJR7
	Acetyl xylan esterase
	M419DRAFT_139631
	-0.054
	Cellulose degradation and carbohydrate metabolism 

	39. 
	A0A024SK60
	p-loop containing nucleoside triphosphate hydrolase protein
	M419DRAFT_135379
	-1.05
	ATP binding molecule perform hydrolysis as well as ligase activity 

	40. 
	A0A024SK82
	Aminopeptidase
	M419DRAFT_108286
	2.33
	Metal binding protein help in peptide bond breakage and hydrolysis of molecule

	41. 
	A0A024SKI0
	Putative isomerase YbhE
	M419DRAFT_32774
	-0.47
	Structural change in the molecule by isomerase effect

	42. 
	A0A024SLE1
	Cytidine deaminase
	M419DRAFT_71032
	-0.47
	Metal ion binding perform hydrolysis of substrate

	43. 
	A0A024SN79
	Glutathione reductase
	M419DRAFT_68234
	1.85
	Regulate the redox environment of a cell and also balance reduced glutathione level inside the cytosol

	44. 
	A0A024SNB3
	Small nuclear ribonucleo protein SmF
	M419DRAFT_69641
	0.53
	Formation of mRNA assembly through spliceosome formation

	45. 
	A0A024SNE0
	Endoglucanase
	M419DRAFT_68137
	-0.47
	-

	46. 
	A0A0F9X1R7
	Ribonuclease T(2)
	THAR02_09259
	0.26
	Perform endonucleolytic cleavage by nuclease, endonuclease activity 

	47. 
	A0A0F9X7W2
	Beta-glucosidase
	THAR02_07292
	0.53
	Involve carbohydrate metabolism and polysaccharide degradation,

	48. 
	A0A0F9X8A4
	Beta-xylanase
	THAR02_07111
	0.92
	Hydrolysis of xylans by endo-1,4-beta-xylanase activity

	49. 
	A0A0F9X8Y5
	Uncharacterized protein
	THAR02_06245
	-0.47
	-

	50. 
	A0A0F9XA32
	Endo-1,4-beta-xylanase
	Xyn11A
	-0.56
	Protein involve in the pathway of xylan and glycan degradation 

	51. 
	A0A0F9XHU3
	Xaa-Pro dipeptidase
	THAR02_07816
	0.94
	Metal ion binding act as proteolytic degradation 

	52. 
	A0A0F9XIQ5
	Uncharacterized protein
	THAR02_03476
	0.53
	-

	53. 
	A0A0F9XIW6
	Uncharacterized protein
	THAR02_03019
	-0.47
	-

	54. 
	A0A0F9XL67
	Uncharacterized protein
	THAR02_02338
	0.21
	-

	55. 
	A0A0F9XNR6
	Uncharacterized protein
	THAR02_01763
	-0.47
	Hydrolysis of carbohydrate, glycoproteins and glycolipids by breaking the glyosidic bonds

	56. 
	A0A0F9XR87
	Uncharacterized protein
	THAR02_05127
	-1.47
	-

	57. 
	A0A0F9XW31
	Extracellular metalloproteinase
	THAR02_03624
	-0.47
	Metal binding peptidase degrade peptide and proteins

	58. 
	A0A0F9Y225
	Uncharacterized protein
	THAR02_01721
	-0.47
	Important for amino acid metabolism

	59. 
	A0A0F9ZCK3
	Alpha-amylase
	THAR02_09676
	0.53
	Hydrolysis of glyosidic linkage in polysaccharide metabolism

	60. 
	A0A0F9ZNZ9
	D-3-phosphoglycerate dehydrogenase 2
	THAR02_05914
	-0.47
	Biosynthesis of L-serine from 3-phospho-D-glycerate which involve in amino acid biosynthesis

	61. 
	A0A0F9ZPQ3
	Hit family protein 1
	THAR02_05655
	0.11
	Catalytic effect in the enzymatic reaction

	62. 
	A0A0F9ZWR8
	Uncharacterized protein
	THAR02_03436
	-0.47
	-

	63. 
	A0A0G0A0B1
	Glycosyl hydrolase family 3 N terminal domain-containing protein
	THAR02_02181
	0.11
	Carbohydrate and polysaccharide metabolism and degradation through hydrolase and glycosidase effect

	64. 
	A0A0G0A171
	Endo-1,4-beta-xylanase
	THAR02_08858
	-0.43
	Involve in Xylan and Glycan degradation, found in carbohydrate metabolism 

	65. 
	A0A0G0A296
	Uncharacterized protein
	THAR02_08478
	-0.67
	Sphingolipid metabolism, Glucosidase and hydrolase activity 

	66. 
	A0A0G0A8F4
	Metallopeptidase family M24
	THAR02_06482
	0.53
	-

	67. 
	A0A0G0AEN4
	Leukotriene A(4) hydrolase
	THAR02_04372
	1.85
	Metal cofactor binding site which transport from cytosol to vacuole, hydrolysis and proteolysis of peptide and proteins 

	68. 
	A0A0W7V8X1
	Carboxymethylenebutenolidase
	TGAM01_v206423S
	-0.47
	Hydrolysis of substrate

	69. 
	A0A0W7VA76
	Glucanase
	TGAM01_v210818
	0.26
	Act on polysaccharide and other carbohydrate degradation                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                    

	70. 
	A0A0W7VAM8
	Uncharacterized protein
	-
	-0.73
	-

	71. 
	A0A0W7VBK8
	Carboxypeptidase
	TGAM01_v210676
	-0.47
	Involve in the degradation of small peptides

	72. 
	A0A0W7VFL5
	Acetyl esterase
	-
	-0.47
	-

	73. 
	A0A0W7VGF3
	Uncharacterized protein
	-
	-0.47
	-

	74. 
	A0A0W7VGL0
	Xaa-Pro aminopeptidase
	-
	-0.47
	-

	75. 
	A0A0W7VIW2
	Beta-glucuronidase
	TGAM01_v209037
	-0.47
	-

	76. 
	A0A0W7VIY6
	Alpha-glucuronidase
	-
	-0.05
	-

	77. 
	A0A0W7VKS6
	Beta-glucosidase
	-
	-0.47
	-

	78. 
	A0A0W7VLF8
	Glycosyl hydrolase family 3 N terminal domain-containing protein
	-
	-0.47
	-

	79. 
	A0A0W7VLG1
	Uncharacterized protein
	-
	-0.15
	-

	80. 
	A0A0W7VM73
	Oxalate decarboxylase family bicupin
	TGAM01_v200512
	0.85
	Involve in metal ion binding and oxalic acid metabolism

	81. 
	A0A0W7VMC2
	Uncharacterized protein
	TGAM01_v200482
	-1.20
	-

	82. 
	A0A0W7VUB6
	Dipeptidyl peptidase 3
	UPI00073C0628 (sequence no)
	1.11
	cleave dipeptides from the N-terminal of peptides

	83. 
	A0A0W7VXG2
	Beta-mannosidase
	UPI00073C61E7
	1.53
	Hydrolysis of terminal non-reducing mannose residues

	84. 
	A0A0W7VXN6
	Uncharacterized protein
	TGAM01_v206178
	0.53
	-

	85. 
	A0A0W7VZ27
	Dihydrolipoyl dehydrogenase
	TGAM01_v209298
	0.21
	Balanced redox environment inside the cell and flavoprotein ligand binding protein involve in the oxidative degradation of pyruvate, fatty acids and amino acids

	86. 
	A0A0W7VZR4
	Alpha-1,2-mannosidase
	UPI00073C9E47
	-0.05
	Perform glycosidase activity

	87. 
	A0A0W7W3X4
	Glycosyl hydrolase family 3 N terminal domain-containing protein
	UPI00073B6DD2
	-0.05
	Hydrolysis of glycosidic bond between two or more carbohydrates

	88. 
	A0A0W7W494
	Alpha-L-arabinofuranosidase
	TGAM01_v202157
	0.53
	Hydrolysis of alpha-L-arabinofuranoside residues in alpha-L-arabinosides and involve xylan, polysaccharide and carbohydrate degradation 

	89. 
	A0A1T3C538
	Aspartyl protease
	A0O28_0109880
	-0.47
	Peptidase, Peptide hydrolase and Proteinase hydrolyzes peptide bond  


	90. 
	A0A1T3C5D7
	GH3 beta-xylosidase BXL1
	A0O28_0110250
	0.03
	Involve in polysaccharide and carbohydrate metabolism

	91. 
	A0A1T3C891
	Small nuclear ribonucleoprotein Sm D3
	A0O28_0041910
	-1.46
	formation of the spliceosome which help in mRNA processing

	92. 
	A0A1T3CA80
	Uncharacterized protein
	A0O28_0010860
	-0.79
	Metal ion binding protein regulate transcriptional process 

	93. 
	A0A1T3CB41
	Uncharacterized protein
	A0O28_0014310
	0.53
	-

	94. 
	A0A1T3CJG0
	Purple acid phosphatase
	A0O28_0079440
	-0.47
	Catalyzes the hydrolysis reaction of  orthophosphoric monoester 

	95. 
	A0A1T3CK12
	Uncharacterized protein
	A0O28_0081000
	0.53
	Catalytic effect on the hydrolysis of peptide bond

	96. 
	A0A1T3CKI7
	Dienelactone hydrolase
	A0O28_0083480
	-1.47
	Catalyze the hydrolytic reaction

	97. 
	A0A1T3CRQ5
	4-O-methyl-glucuronoyl methylesterase
	A0O28_0020980
	0.53
	Hydrolysis of carbohydrate substrate

	98. 
	A2VEB0
	Chitinase 18-1
	chi18-1
	-0.47
	Perform chitin and polysaccharide degradation

	99. 
	A2VEC7
	Chitinase 18-18
	chi18-18
	-0.47
	Hydrolysis of carbohydrate metabolic process

	100. 
	A3QVU7
	Glucanase
	CBHII
	0.13
	Cellulose and polysaccharide degradation

	101. 
	A4V8W5
	Serin endopeptidase
	p8048
	0.33
	Hydrolysis of protein by hydrolysis of peptide bond

	102. 
	A7J2C6
	Acetylesterase
	aes1
	0.53
	Hydrolysis of glucose and xylose, act on chitin substrate for degradation

	103. 
	B5TWC7
	Glucanase
	-
	0.66
	Cellulose, polysaccharide and other carbohydrate metabolism

	104. 
	E3QKL1
	Extracellular metalloproteinase
	mep
	-2.47
	Assimilation of metal protein, act as Zn cofactor and other metal binding affinity

	105. 
	G0R720
	Calnexin
	TRIREDRAFT_73678
	-0.47
	Involved in the noncovalent folding, assembly and/or disassembly of other polypeptides or RNA molecules

	106. 
	G0R816
	Trypsin-like serine protease
	TRIREDRAFT_73897
	-0.63
	Endopeptidase activity at serine position

	107. 
	G0R894
	Glyceraldehyde-3-phosphate dehydrogenase
	gpd1
	-0.47
	Involved in carbohydrate degradation

	108. 
	G0R8T0
	Aspartate protease
	pap1
	-0.47
	Catalyze the hydrolysis of internal, alpha-peptide bonds in a polypeptide chain

	109. 
	G0R900
	Carboxy terminal WSC domain-containing protein
	TRIREDRAFT_73523
	-0.05
	React on exposure to high levels of reactive oxygen species inside the cell 

	110. 
	G0R911
	Glycoside hydrolase family 92
	TRIREDRAFT_74198
	-0.23
	Catalyse the hydrolysis of carbohydrate metabolism

	111. 
	G0RC44
	Alpha-galactosidase
	TRIREDRAFT_72632
	-0.15
	Hydrolysis of alpha-D-galactoside, other more complex oligosaccharides

	112. 
	G0RCG3
	Predicted protein
	TRIREDRAFT_104461
	-1.05
	Catalysis of biochemical reaction at physiological condition

	113. 
	G0RCS5
	6-phosphogluconate dehydrogenase, decarboxylating
	pgd1
	-0.69
	Involve in the pentose phosphate pathway

	114. 
	G0REM9
	Phospholipase C
	TRIREDRAFT_21960
	-0.27
	Hydrolysis of ester bond in the peptide chain

	115. 
	G0RF16
	Predicted protein
	TRIREDRAFT_105275
	-0.14
	-

	116. 
	G0RF78
	Glycoside hydrolase family 79
	TRIREDRAFT_73005
	-0.47
	Catalyse the hydrolysis of carbohydrate metabolism

	117. 
	G0RIG1
	Predicted protein
	TRIREDRAFT_3716
	0.53
	-

	118. 
	G0RIK1
	Predicted protein
	TRIREDRAFT_22210
	-0.20
	Peptide bond cleavage of carboxy molecule

	119. 
	G0RIK4
	Glycoside hydrolase family 92
	TRIREDRAFT_60635
	-0.47
	Hydrolysis of carbohydrate molecule

	120. 
	G0RJA4
	Peptidase M18-like protein
	TRIREDRAFT_61912
	1.11
	Breakdown of amino acid and other peptide molecules

	121. 
	G0RJN8
	Predicted protein
	TRIREDRAFT_78010
	-0.47
	breakdown of allantoin

	122. 
	G0RKF5
	Predicted protein
	TRIREDRAFT_22459
	-0.10
	Catalysis the reaction hydrolysis of C-terminal amino acid residue 

	123. 
	G0RLL3
	Predicted protein 
	TRIREDRAFT_4221
	-0.47
	Metabolism of carbohydrate molecule

	124. 
	G0RQK0
	Superoxide dismutase [Cu-Zn]
	sod1
	1.11
	Act as metal cofactor binding, catalytic process activates to degrade free radicals inside cells (redox homeostasis)

	125. 
	G0RRB8
	GMC oxidoreductase
	TRIREDRAFT_66795
	0.85
	oxidative degradation of pyruvate, fatty acids and amino acids

	126. 
	G0RRK9
	Glycoside hydrolase family 17 (Fragment)
	TRIREDRAFT_66792
	-0.47
	catalyze the hydrolysis of reaction

	127. 
	G0RTR0
	Saccharopine dehydrogenase
	TRIREDRAFT_123631
	-0.95
	Catalysis of oxidation reduction process

	128. 
	G0RTY5
	Predicted protein (Fragment)
	TRIREDRAFT_81517
	-0.47
	Hydrolysis of alpha-peptide bonds in a polypeptide chain

	129. 
	G0RU13
	Glycoside hydrolase family 16
	TRIREDRAFT_123726
	-0.47
	Catalyse the carbohydrate hydrolysis reaction

	130. 
	G0RUP8
	Predicted protein
	TRIREDRAFT_69061
	-0.47
	-

	131. 
	G0RV68
	Dipeptidase
	TRIREDRAFT_111694
	-0.47
	hydrolyzes a dipeptide into its constituent amino acids, also have metal binding affinity

	132. 
	G0RV96
	Glycoside hydrolase family 2
	TRIREDRAFT_69245
	-0.79
	Involve in N- glycan degradation and glycan metabolism

	133. 
	G0RVB1
	Cellulase signal transduction associated dehydrogenase
	TRIREDRAFT_123946
	-0.47
	Catalyse he oxidation and reduction process

	134. 
	G0RVG0
	Predicted protein
	TRIREDRAFT_52267
	-1.31
	Catalyzes the NAD(H)-dependent conversion of D-fructose 6-phosphate and D-mannitol 1-phosphate

	135. 
	G0RVK4
	Glycoside hydrolase family 5
	TRIREDRAFT_111849
	-0.54
	Hydrolysis of sphingolipids metabolic reaction by breaking glyosidic bond of carbohydrate

	136. 
	G9MH63
	Uncharacterized protein
	TRIVIDRAFT_63385
	-0.47
	-

	137. 
	G9MJY5
	Uncharacterized protein
	TRIVIDRAFT_208383
	0.11
	-

	138. 
	G9MK64
	Glycoside hydrolase family 2 protein
	TRIVIDRAFT_33307
	-0.47
	Hydrolysis of terminal non-reducing beta-D-mannose residues and perform N-glycan degradation

	139. 
	G9MLN0
	Uncharacterized protein
	TRIVIDRAFT_31329
	-0.24
	-

	140. 
	G9MMP0
	Carbohydrate esterase family 9 protein
	TRIVIDRAFT_61393
	1.11
	Catalyze the hydrolysis of carbohydrate metabolism

	141. 
	G9MNM6
	Uncharacterized protein
	TRIVIDRAFT_37219
	-0.47
	-

	142. 
	G9MQD2
	Uncharacterized protein
	TRIVIDRAFT_200371
	0.11
	-

	143. 
	G9MSH8
	Glycoside hydrolase family 3 protein
	TRIVIDRAFT_83777
	0.35
	Hydrolysis of carbohydrate compound and help in polysaccharide catabolism

	144. 
	G9MSH9
	Glycoside hydrolase family 3 protein
	TRIVIDRAFT_29366
	0.10
	Catabolize hydrolysis of carbohydrate metabolism reaction and help in polysaccharide degradation

	145. 
	G9MW94
	Uncharacterized protein
	TRIVIDRAFT_93159
	0.53
	-

	146. 
	G9MWX5      
	Carbohydrate esterase family 1 protein
	
	-0.47
	Catalyze the reaction to form ferulate and polysaccharide and perform polysaccharide degradation

	147. 
	G9MYF4
	Uncharacterized protein
	TRIVIDRAFT_90260
	1.53
	Catalyze oxidation -reduction of compound

	148. 
	G9N4S9
	Glycoside hydrolase family 74 protein
	TRIVIDRAFT_59360
	0.07
	Catabolize hydrolysis of carbohydrate metabolism reaction

	149. 
	G9N626
	Alpha-galactosidase
	TRIVIDRAFT_76590
	-0.47
	Hydrolyse simple and complex form of carbohydrates and polysaccharides

	150. 
	G9NC25
	Peptide hydrolase
	TRIVIDRAFT_74747
	-0.47
	Hydrolysis of peptide bond through exopeptidase activity

	151. 
	G9NG75
	Uncharacterized protein
	TRIATDRAFT_297147
	0.53
	dissociation of GDP from the small GTPase that prevent GTP binding

	152. 
	G9NK86
	Glycoside hydrolase family 92 protein
	TRIATDRAFT_49834
	-0.21
	Catalyze hydrolysis of carbohydrate metabolism

	153. 
	G9NXA4
	Extracellular metalloproteinase
	TRIATDRAFT_299629
	-0.05
	Metal proteolytic enzyme uses for its catalytic mechanism

	154. 
	G9NZ09
	Glycoside hydrolase family 74 protein
	TRIATDRAFT_87590
	-0.62
	Catabolize hydrolysis of carbohydrate metabolism reaction

	155. 
	G9PA15
	Uncharacterized protein
	TRIATDRAFT_153450
	-0.47
	Oxidation reduction process with Binding of flavin mono nucleotide

	156. 
	H9C5T7
	Endo-1,4-beta-xylanase
	XYNII
	-0.47
	Involve in Xylan and Glycan degradation, found in carbohydrate metabolism

	157. 
	H9C5T8
	Beta-xylosidase
	BxlI
	-0.01
	Involve in polysaccharide degradation

	158. 
	I2EC22
	Peptidase A4
	-
	-0.47
	Catalyze the hydrolysis of internal, alpha-peptide bonds in a polypeptide chain

	159. 
	O93833
	Endoglucanase II
	egl2
	-0.67
	Carbohydrate binding and Glycosidase activity

	160. 
	P07981
	Endoglucanase EG-1
	egl1
	1.28
	Cut internal beta-1,4-glucosidic bonds in carbohydrate molecules and involve in polysaccharide degradation 

	161. 
	P19355
	Exoglucanase 1
	Cbh1
	-0.38
	Carbohydrate metabolism, cellulose and polysaccharide degradation

	162. 
	P24657
	Ribonuclease Trv
	-
	0.12
	Lysis of ribonucleic acid

	163. 
	P40393
	Ras-related protein RIC2
	RIC2
	-0.47
	intracellular protein translocation by ligand binding

	164. 
	P81605
	Dermcidin
	DCD
	1.54
	Perform antimicrobial activity as well as hydrolysis of peptides

	165. 
	Q0ZBL0
	Endo-1,4-beta-xylanase
	-
	-0.47
	Help in Xylan degradation

	166. 
	Q4R1C4
	Exo-beta-D-glucosaminidase
	gls93
	-0.47
	Hydrolysis of chitin, polysaccharide and other carbohydrates substrate

	167. 
	Q6UJY1
	Glucanase
	cbhI
	-0.38
	Cellulolytic degradation of carbohydrate and polysaccharides

	168. 
	Q76FP5
	Endo-beta-1,6-galactanase
	6GAL
	0.045
	Hydrolysis of galactooligomers by breaking (1->6)-beta-D-galactosidic linkages

	169. 
	Q7Z9M8
	Xyloglucanase
	cel74a
	-0.27
	Hydrolysis of glyosidic bond carbohydrates, Degrade the polysaccharide and cellulose in to simple sugar form

	170. 
	Q7Z9M9
	Cip1
	cip1
	-0.46
	Metal binding protein help in hydrolysis of carbohydrates

	171. 
	Q8J1V6
	Endo-1,4-beta-xylanase
	xyn11A
	-1.46
	Involve in xylan degradation

	172. 
	Q96VL0
	Superoxide dismutase [Cu-Zn]
	SOD1
	-0.14
	Metal ion binding helps in the destruction of normally produces radicals which harmful for cell metabolism process

	173. 
	Q99024
	Alpha-glucuronidase
	-
	0.01
	Release ethanol through alpha-glucuronidase activity, Carbohydrate metabolism

	174. 
	W8JE35
	Endopolygalacturonase
	pg1
	0.85
	Hydrolysis of (1->4)-alpha-D-galactosiduronic linkages in pectate and other galacturonans



