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	GO molecular function complete
	REF LIST
	Input LIST
	Expected
	fold Enrichment
	P-value
	FDR

	C3HC4-type RING finger domain binding
	6
	3
	0.07
	41.35
	1.34E-04
	2.72E-02

	DNA replication origin binding
	15
	5
	0.18
	27.57
	3.14E-06
	2.54E-03

	single-stranded DNA helicase activity
	23
	5
	0.28
	17.98
	1.84E-05
	6.38E-03

	protein folding chaperone
	41
	6
	0.5
	12.1
	1.96E-05
	6.33E-03

	unfolded protein binding
	90
	9
	1.09
	8.27
	2.94E-06
	3.56E-03

	single-stranded DNA binding
	122
	10
	1.48
	6.78
	4.35E-06
	3.02E-03

	chaperone binding
	112
	9
	1.35
	6.65
	1.53E-05
	6.73E-03

	heat shock protein binding
	142
	9
	1.72
	5.24
	8.74E-05
	2.12E-02

	integrin binding
	154
	9
	1.86
	4.83
	1.57E-04
	2.92E-02

	cell adhesion molecule binding
	306
	13
	3.7
	3.51
	1.31E-04
	2.90E+00




