	GO pathway analysis of biomarker genes

	ID
	Description
	BgRatio
	pvalue
	FRD
	qvalue
	geneID
	Count

	GO:0010951
	negative regulation of endopeptidase activity
	252/18723
	0.001757
	0.057699
	0.021723
	A2ML1/SH3RF1
	2

	GO:0010466
	negative regulation of peptidase activity
	262/18723
	0.001897
	0.057699
	0.021723
	A2ML1/SH3RF1
	2

	GO:0045861
	negative regulation of proteolysis
	351/18723
	0.003376
	0.057699
	0.021723
	A2ML1/SH3RF1
	2

	GO:0051709
	regulation of killing of cells of other organism
	13/18723
	0.003467
	0.057699
	0.021723
	KRT6A
	1

	GO:1903651
	positive regulation of cytoplasmic transport
	13/18723
	0.003467
	0.057699
	0.021723
	VPS11
	1

	GO:0051346
	negative regulation of hydrolase activity
	379/18723
	0.003925
	0.057699
	0.021723
	A2ML1/SH3RF1
	2

	GO:0033147
	negative regulation of intracellular estrogen receptor signaling pathway
	15/18723
	0.004
	0.057699
	0.021723
	VPS11
	1

	GO:2000641
	regulation of early endosome to late endosome transport
	18/18723
	0.004798
	0.057699
	0.021723
	VPS11
	1

	GO:2001185
	regulation of CD8-positive, alpha-beta T cell activation
	19/18723
	0.005064
	0.057699
	0.021723
	SH3RF1
	1

	GO:0052548
	regulation of endopeptidase activity
	432/18723
	0.005072
	0.057699
	0.021723
	A2ML1/SH3RF1
	2

	GO:0052547
	regulation of peptidase activity
	461/18723
	0.005758
	0.057699
	0.021723
	A2ML1/SH3RF1
	2

	GO:0036037
	CD8-positive, alpha-beta T cell activation
	27/18723
	0.00719
	0.057699
	0.021723
	SH3RF1
	1

	GO:0031342
	negative regulation of cell killing
	28/18723
	0.007456
	0.057699
	0.021723
	KRT6A
	1

	GO:1903649
	regulation of cytoplasmic transport
	28/18723
	0.007456
	0.057699
	0.021723
	VPS11
	1

	GO:0051873
	killing by host of symbiont cells
	29/18723
	0.007721
	0.057699
	0.021723
	KRT6A
	1

	GO:0051883
	killing of cells in other organism involved in symbiotic interaction
	29/18723
	0.007721
	0.057699
	0.021723
	KRT6A
	1

	GO:0019835
	cytolysis
	32/18723
	0.008517
	0.057699
	0.021723
	KRT6A
	1

	GO:1903955
	positive regulation of protein targeting to mitochondrion
	32/18723
	0.008517
	0.057699
	0.021723
	VPS11
	1

	GO:0033146
	regulation of intracellular estrogen receptor signaling pathway
	35/18723
	0.009313
	0.057699
	0.021723
	VPS11
	1

	GO:0046640
	regulation of alpha-beta T cell proliferation
	35/18723
	0.009313
	0.057699
	0.021723
	SH3RF1
	1

	GO:1903749
	positive regulation of establishment of protein localization to mitochondrion
	36/18723
	0.009578
	0.057699
	0.021723
	VPS11
	1

	GO:0006904
	vesicle docking involved in exocytosis
	37/18723
	0.009843
	0.057699
	0.021723
	VPS11
	1

	GO:0033144
	negative regulation of intracellular steroid hormone receptor signaling pathway
	38/18723
	0.010108
	0.057699
	0.021723
	VPS11
	1

	GO:0046633
	alpha-beta T cell proliferation
	38/18723
	0.010108
	0.057699
	0.021723
	SH3RF1
	1

	GO:0045022
	early endosome to late endosome transport
	40/18723
	0.010638
	0.058294
	0.021947
	VPS11
	1

	GO:0098927
	vesicle-mediated transport between endosomal compartments
	43/18723
	0.011432
	0.059348
	0.022344
	VPS11
	1

	GO:1903214
	regulation of protein targeting to mitochondrion
	44/18723
	0.011696
	0.059348
	0.022344
	VPS11
	1

	GO:0052372
	modulation by symbiont of entry into host
	49/18723
	0.013019
	0.061865
	0.023291
	KRT6A
	1

	GO:1903747
	regulation of establishment of protein localization to mitochondrion
	50/18723
	0.013283
	0.061865
	0.023291
	VPS11
	1

	GO:0043370
	regulation of CD4-positive, alpha-beta T cell differentiation
	51/18723
	0.013547
	0.061865
	0.023291
	SH3RF1
	1

	GO:0030520
	intracellular estrogen receptor signaling pathway
	54/18723
	0.014339
	0.06252
	0.023538
	VPS11
	1

	GO:0008333
	endosome to lysosome transport
	55/18723
	0.014603
	0.06252
	0.023538
	VPS11
	1

	GO:0048278
	vesicle docking
	59/18723
	0.015659
	0.064957
	0.024456
	VPS11
	1

	GO:2000514
	regulation of CD4-positive, alpha-beta T cell activation
	67/18723
	0.017767
	0.064957
	0.024456
	SH3RF1
	1

	GO:0031640
	killing of cells of other organism
	68/18723
	0.01803
	0.064957
	0.024456
	KRT6A
	1

	GO:0046637
	regulation of alpha-beta T cell differentiation
	68/18723
	0.01803
	0.064957
	0.024456
	SH3RF1
	1

	GO:0043903
	regulation of biological process involved in symbiotic interaction
	72/18723
	0.019082
	0.064957
	0.024456
	KRT6A
	1

	GO:0051865
	protein autoubiquitination
	73/18723
	0.019345
	0.064957
	0.024456
	SH3RF1
	1

	GO:0033143
	regulation of intracellular steroid hormone receptor signaling pathway
	74/18723
	0.019608
	0.064957
	0.024456
	VPS11
	1

	GO:0140029
	exocytic process
	76/18723
	0.020134
	0.064957
	0.024456
	VPS11
	1

	GO:0140056
	organelle localization by membrane tethering
	77/18723
	0.020397
	0.064957
	0.024456
	VPS11
	1

	GO:0043154
	negative regulation of cysteine-type endopeptidase activity involved in apoptotic process
	78/18723
	0.020659
	0.064957
	0.024456
	SH3RF1
	1

	GO:0061844
	antimicrobial humoral immune response mediated by antimicrobial peptide
	79/18723
	0.020922
	0.064957
	0.024456
	KRT6A
	1

	GO:1903533
	regulation of protein targeting
	81/18723
	0.021447
	0.064957
	0.024456
	VPS11
	1

	GO:0007032
	endosome organization
	82/18723
	0.02171
	0.064957
	0.024456
	VPS11
	1

	GO:0043367
	CD4-positive, alpha-beta T cell differentiation
	83/18723
	0.021972
	0.064957
	0.024456
	SH3RF1
	1

	GO:0022406
	membrane docking
	86/18723
	0.022759
	0.064957
	0.024456
	VPS11
	1

	GO:2000117
	negative regulation of cysteine-type endopeptidase activity
	86/18723
	0.022759
	0.064957
	0.024456
	SH3RF1
	1

	GO:0046330
	positive regulation of JNK cascade
	89/18723
	0.023545
	0.06583
	0.024784
	SH3RF1
	1

	GO:0051702
	biological process involved in interaction with symbiont
	94/18723
	0.024855
	0.066118
	0.024893
	KRT6A
	1

	GO:2001237
	negative regulation of extrinsic apoptotic signaling pathway
	97/18723
	0.02564
	0.066118
	0.024893
	SH3RF1
	1

	GO:0031341
	regulation of cell killing
	99/18723
	0.026163
	0.066118
	0.024893
	KRT6A
	1

	GO:0006626
	protein targeting to mitochondrion
	100/18723
	0.026424
	0.066118
	0.024893
	VPS11
	1

	GO:0050830
	defense response to Gram-positive bacterium
	101/18723
	0.026686
	0.066118
	0.024893
	KRT6A
	1

	GO:0035710
	CD4-positive, alpha-beta T cell activation
	102/18723
	0.026947
	0.066118
	0.024893
	SH3RF1
	1

	GO:0046634
	regulation of alpha-beta T cell activation
	104/18723
	0.027469
	0.066118
	0.024893
	SH3RF1
	1

	GO:0006906
	vesicle fusion
	106/18723
	0.027992
	0.066118
	0.024893
	VPS11
	1

	GO:0035821
	modulation of process of other organism
	106/18723
	0.027992
	0.066118
	0.024893
	KRT6A
	1

	GO:0090174
	organelle membrane fusion
	110/18723
	0.029036
	0.067422
	0.025383
	VPS11
	1

	GO:0046632
	alpha-beta T cell differentiation
	112/18723
	0.029557
	0.067489
	0.025409
	SH3RF1
	1

	GO:0007041
	lysosomal transport
	114/18723
	0.030079
	0.067553
	0.025433
	VPS11
	1

	GO:0030518
	intracellular steroid hormone receptor signaling pathway
	116/18723
	0.0306
	0.067615
	0.025456
	VPS11
	1

	GO:0072655
	establishment of protein localization to mitochondrion
	120/18723
	0.031641
	0.068807
	0.025905
	VPS11
	1

	GO:0019730
	antimicrobial humoral response
	122/18723
	0.032162
	0.068846
	0.02592
	KRT6A
	1

	GO:0070585
	protein localization to mitochondrion
	125/18723
	0.032942
	0.06892
	0.025947
	VPS11
	1

	GO:0032874
	positive regulation of stress-activated MAPK cascade
	126/18723
	0.033202
	0.06892
	0.025947
	SH3RF1
	1

	GO:0070304
	positive regulation of stress-activated protein kinase signaling cascade
	128/18723
	0.033722
	0.068954
	0.02596
	SH3RF1
	1

	GO:0046328
	regulation of JNK cascade
	133/18723
	0.03502
	0.070556
	0.026564
	SH3RF1
	1

	GO:0043401
	steroid hormone mediated signaling pathway
	136/18723
	0.035799
	0.071079
	0.02676
	VPS11
	1

	GO:0048284
	organelle fusion
	141/18723
	0.037095
	0.072601
	0.027333
	VPS11
	1

	GO:0045580
	regulation of T cell differentiation
	146/18723
	0.03839
	0.073365
	0.027621
	SH3RF1
	1

	GO:0044409
	entry into host
	151/18723
	0.039684
	0.073365
	0.027621
	KRT6A
	1

	GO:2001236
	regulation of extrinsic apoptotic signaling pathway
	151/18723
	0.039684
	0.073365
	0.027621
	SH3RF1
	1

	GO:1903364
	positive regulation of cellular protein catabolic process
	155/18723
	0.040718
	0.073365
	0.027621
	VPS11
	1

	GO:0001764
	neuron migration
	156/18723
	0.040976
	0.073365
	0.027621
	SH3RF1
	1

	GO:0046631
	alpha-beta T cell activation
	156/18723
	0.040976
	0.073365
	0.027621
	SH3RF1
	1

	GO:0007034
	vacuolar transport
	157/18723
	0.041234
	0.073365
	0.027621
	VPS11
	1

	GO:0090316
	positive regulation of intracellular protein transport
	160/18723
	0.042009
	0.073784
	0.027779
	VPS11
	1

	GO:0061025
	membrane fusion
	163/18723
	0.042782
	0.074192
	0.027933
	VPS11
	1

	GO:0007254
	JNK cascade
	167/18723
	0.043814
	0.07454
	0.028064
	SH3RF1
	1

	GO:0016482
	cytosolic transport
	168/18723
	0.044071
	0.07454
	0.028064
	VPS11
	1

	GO:0042129
	regulation of T cell proliferation
	171/18723
	0.044844
	0.074817
	0.028168
	SH3RF1
	1

	GO:0045619
	regulation of lymphocyte differentiation
	174/18723
	0.045616
	0.074817
	0.028168
	SH3RF1
	1

	GO:0052126
	movement in host environment
	175/18723
	0.045873
	0.074817
	0.028168
	KRT6A
	1

	GO:0007033
	vacuole organization
	180/18723
	0.047159
	0.076009
	0.028616
	VPS11
	1

	GO:1902115
	regulation of organelle assembly
	186/18723
	0.048699
	0.077333
	0.029115
	VPS11
	1

	GO:0001906
	cell killing
	188/18723
	0.049213
	0.077333
	0.029115
	KRT6A
	1

	GO:0009755
	hormone-mediated signaling pathway
	190/18723
	0.049726
	0.077333
	0.029115
	VPS11
	1

	GO:0099023
	vesicle tethering complex
	62/19550
	0.021993
	0.148567
	0.127064
	VPS11
	1

	GO:0045095
	keratin filament
	96/19550
	0.033876
	0.148567
	0.127064
	KRT6A
	1

	GO:0005776
	autophagosome
	100/19550
	0.035266
	0.148567
	0.127064
	VPS11
	1

	GO:0005078
	MAP-kinase scaffold activity
	11/18368
	0.003588
	0.017968
	0.00445
	SH3RF1
	1

	GO:0030674
	protein-macromolecule adaptor activity
	296/18368
	0.00372
	0.017968
	0.00445
	VPS11/SH3RF1
	2

	GO:0061630
	ubiquitin protein ligase activity
	304/18368
	0.003919
	0.017968
	0.00445
	VPS11/SH3RF1
	2

	GO:0061659
	ubiquitin-like protein ligase activity
	316/18368
	0.004228
	0.017968
	0.00445
	VPS11/SH3RF1
	2

	GO:0060090
	molecular adaptor activity
	369/18368
	0.005723
	0.019458
	0.004819
	VPS11/SH3RF1
	2

	GO:0004842
	ubiquitin-protein transferase activity
	433/18368
	0.00781
	0.021146
	0.005237
	VPS11/SH3RF1
	2

	GO:0019787
	ubiquitin-like protein transferase activity
	458/18368
	0.008707
	0.021146
	0.005237
	VPS11/SH3RF1
	2

	GO:0019905
	syntaxin binding
	74/18368
	0.023934
	0.049437
	0.012244
	VPS11
	1

	GO:0035591
	signaling adaptor activity
	81/18368
	0.026173
	0.049437
	0.012244
	SH3RF1
	1

	GO:0004867
	serine-type endopeptidase inhibitor activity
	98/18368
	0.031592
	0.050154
	0.012422
	A2ML1
	1

	GO:0005200
	structural constituent of cytoskeleton
	103/18368
	0.033182
	0.050154
	0.012422
	KRT6A
	1

	GO:0000149
	SNARE binding
	110/18368
	0.035403
	0.050154
	0.012422
	VPS11
	1

	GO:0002020
	protease binding
	135/18368
	0.043302
	0.056625
	0.014025
	A2ML1
	1



