Biological Process

	GO Term
	Aspect
	P-value
	Sample frequency
	Background frequency
	Genes

	GO:0006606 protein import into nucleus 
	P 
	4.12e-06 
	3/12 (25.0%) 
	8/15451 (0.1%) 
	kpna5, kpna2 kpna4 

	GO:0051170 nuclear import 
	P 
	4.12e-06 
	3/12 (25.0%) 
	8/15451 (0.1%) 
	kpna5, kpna2 kpna4

	GO:0034504 protein localization to nucleus 
	P 
	4.12e-06 
	3/12 (25.0%) 
	8/15451 (0.1%) 
	kpna5, kpna2 kpna4 

	GO:0051169 nuclear transport 
	P 
	2.10e-05 
	3/12 (25.0%) 
	13/15451 (0.1%) 
	kpna5, kpna2 kpna4

	GO:0006913 nucleocytoplasmic transport 
	P 
	2.10e-05 
	3/12 (25.0%) 
	13/15451 (0.1%) 
	kpna5, kpna2 kpna4

	GO:0017038 protein import 
	P 
	9.73e-05 
	3/12 (25.0%) 
	21/15451 (0.1%) 
	kpna5, kpna2 kpna4

	GO:0033365 protein localization to organelle 
	P 
	3.61e-04 
	3/12 (25.0%) 
	32/15451 (0.2%) 
	kpna5, kpna2 kpna4

	GO:0006605 protein targeting 
	P 
	5.19e-04 
	3/12 (25.0%) 
	36/15451 (0.2%) 
	kpna5, kpna2 kpna4

	GO:0006886 intracellular protein transport 
	P 
	3.24e-02 
	3/12 (25.0%) 
	142/15451 (0.9%) 
	kpna5, kpna2 kpna4

	GO:0033036 macromolecule localization 
	P 
	3.47e-02 
	4/12 (33.3%) 
	390/15451 (2.5%) 
	kpna5 kpna2 apobl kpna4 

	GO:0034613 cellular protein localization 
	P 
	4.20e-02 
	3/12 (25.0%) 
	155/15451 (1.0%) 
	kpna5, kpna2 kpna4

	GO:0070727 cellular macromolecule localization 
	P 
	4.28e-02 
	3/12 (25.0%) 
	156/15451 (1.0%) 
	kpna5, kpna2 kpna4


Cellular Component

	GO Term
	Aspect
	P-value
	Sample frequency
	Background frequency
	Genes

	GO:0005643 nuclear pore 
	C 
	7.09e-05 
	3/12 (25.0%) 
	19/15451 (0.1%) 
	kpna5 kpna2 kpna4 

	GO:0046930 pore complex 
	C 
	7.09e-05 
	3/12 (25.0%) 
	19/15451 (0.1%) 
	kpna5 kpna2 kpna4 

	GO:0005635 nuclear envelope 
	C 
	2.96e-04 
	3/12 (25.0%) 
	30/15451 (0.2%) 
	kpna5 kpna2 kpna4 

	GO:0044428 nuclear part 
	C 
	1.69e-03 
	4/12 (33.3%) 
	180/15451 (1.2%) 
	hes6 kpna5 kpna2 kpna4 

	GO:0005634 nucleus 
	C 
	2.24e-03 
	8/12 (66.7%) 
	1803/15451 (11.7%) 
	her13 pds5a hes6 kpna5 kpna2 her8a her11 kpna4 

	GO:0043227 membrane-bounded organelle 
	C 
	2.53e-03 
	9/12 (75.0%) 
	2552/15451 (16.5%) 
	her13 pds5a hes6 kpna5 kpna2 her8a her11 psap kpna4 

	GO:0043231 intracellular membrane-bounded organelle 
	C 
	2.53e-03 
	9/12 (75.0%) 
	2552/15451 (16.5%) 
	her13 pds5a hes6 kpna5 kpna2 her8a her11 psap kpna4 

	GO:0043229 intracellular organelle 
	C 
	1.12e-02 
	9/12 (75.0%) 
	3044/15451 (19.7%) 
	her13 pds5a hes6 kpna5 kpna2 her8a her11 psap kpna4 

	GO:0043226 organelle 
	C 
	1.12e-02 
	9/12 (75.0%) 
	3045/15451 (19.7%) 
	her13 pds5a hes6 kpna5 kpna2 her8a her11 psap kpna4 

	GO:0012505 endomembrane system 
	C 
	3.66e-02 
	3/12 (25.0%) 
	148/15451 (1.0%) 
	kpna5 kpna2 kpna4 


Molecular Function

	GO Term
	Aspect
	P-value
	Sample frequency
	Background frequency
	Genes

	GO:0008565 protein transporter activity 
	F 
	1.03e-03 
	3/12 (25.0%) 
	45/15451 (0.3%) 
	kpna5 kpna2 kpna4 

	GO:0046982 protein heterodimerization activity 
	F 
	2.37e-02 
	2/12 (16.7%) 
	21/15451 (0.1%) 
	hes6 her11
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