Table S2
	Domain
	PFAM ID
	Adjusted p-value

	Helicase conserved C-terminal domain
	PF00271.24
	0.000

	DEAD/DEAH box helicase
	PF00270.22
	0.000

	WD domain, G-beta repeat
	PF00400.25
	0.000

	RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
	PF00076.15
	0.000

	ATPase family associated with various cellular activities (AAA)
	PF00004.22
	0.000

	Bromodomain
	PF00439.18
	0.000

	SNF2 family N-terminal domain
	PF00176.16
	0.000

	PHD-finger
	PF00628.22
	0.000

	Tetratricopeptide repeat
	PF00515.21
	0.001

	Ubiquitin carboxyl-terminal hydrolase
	PF00443.22
	0.001

	Tetratricopeptide repeat
	PF07719.10
	0.002

	Type III restriction enzyme, res subunit
	PF04851.8
	0.004

	DnaJ domain
	PF00226.24
	0.005

	Double-stranded RNA binding motif
	PF00035.18
	0.008

	PX domain
	PF00787.17
	0.009

	GTPase of unknown function
	PF01926.16
	0.011

	PCI domain
	PF01399.20
	0.011

	HEAT repeat
	PF02985.15
	0.014

	Tudor domain
	PF00567.17
	0.015

	UBA/TS-N domain
	PF00627.24
	0.015

	tRNA synthetases class I (M)
	PF09334.4
	0.027

	Importin-beta N-terminal domain
	PF03810.12
	0.027

	Adaptin N terminal region
	PF01602.13
	0.027

	HECT-domain (ubiquitin-transferase)
	PF00632.18
	0.031

	Helicase associated domain (HA2)
	PF04408.16
	0.031

	Zinc finger C-x8-C-x5-C-x3-H type (and similar)
	PF00642.17
	0.048

	Putative GTPase activating protein for Arf
	PF01412.11
	0.048

	tRNA synthetases class I (I, L, M and V)
	PF00133.15
	0.048

	Mov34/MPN/PAD-1 family
	PF01398.14
	0.048

	THAP domain
	PF05485.5
	0.048


