Table 8: Novel domains in DLPs along with their functions
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	Organism/s
	Domain function
	Frequency in DLPs

	SANT (Swi3, Ada2, N-Cor, and TFIIIB) DNA binding domain
	Avian myeloblastosis virus
	chromatin-remodelling and regulation of transcription (1)
	11

	TCP-1(CTT or eukaryotic type II) chaperonin
	E. coli (strain K12)
	Protein folding (2)
	58

	Tudor
	S. cerevisiae S288C
	RNA metabolism, DNA transcription, gene silencing, posttranslational modifications, and genomic stability (3)
	10

	S1
 (Ribosomal protein S1-like RNA-binding domain)
	Vaccinia virus (strain Copenhagen)
	protein translation pathways (4)
	2

	MukB
	Y. pestis, B. anthracis
	chromosome condensation, segregation and cell cycle progression (5)
	27

	Interfer-bind
	Vaccinia virus Wyeth, Ectromelia virus, 
Vaccinia virus (strain Western Reserve), 
	binding to interferon-α (6)
	3

	BRCT (BRCA1 C Terminus)
	B. anthracis, S. cerevisiae
	DNA repair, DNA binding, phospho-peptide interaction, phosphorylation, protein interaction, DNA damage response (7)
	2

	PX (PhoX homologous domain)
	S. cerevisiae S288C
	Phospho-inositide signalling (8)
	15

	SIRT1 (Sirtuin)
	Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099)
	diverse cellular processes (9), stress resistance & adipogenesis (10)

	4

	HEAT
	S. cerevisiae S288C
	Nucleo-cytoplasmic transport & mitotic chromosome assembly (11)
	5
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