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[bookmark: _GoBack]Table S1. The information about different sequence alignment tools used in our method. The information includes names, version numbers, alignment types (e.g. sequence-sequence, profile-sequence, and profile-profile), and parameters of these sequence alignment tools.
	Alignment tool
	Version number
	Type
	Parameters

	CSBLAST
	2.1.0
	Sequence-sequence
	-j 5 –e 1 –h 0.0000000001

	CSIBLAST
	2.1.0
	Sequence-sequence
	-j 5 –e 1 –h 0.001

	BLAST
	2.2.17
	Sequence-sequence
	-F T -j 5 -e 1

	PSI-BLAST
	2.2.17
	Profile-sequence
	-j 5 –e 1 –h 0.001

	SAM
	3.5.i686
	Profile-sequence
	-calibrate 1 –sw 2 –dpstyle 0 –adpstyle 5

	HMMer
	3.0b3
	Profile-sequence
	Default parameters

	FFAS
	03
	Profile-profile
	Default parameters

	COMPASS
	2.42
	Profile-profile
	-e 1

	PRC
	1.5.6
	Profile-profile
	-hits 50 –align prc

	MUSTER
	3.0
	Profile-profile
	Default parameters

	RAPTOR
	1.66
	Profile-profile
	Number of models is set to 10

	HHSearch
	1.2
	Profile-profile
	Default parameters

	HHSearch
	1.5.0
	Profile-profile
	Default parameters

	HHSearch
	1.5.1
	Profile-profile
	-realign –mact 0

	HHSearch in HHSuite
	2.0.8
	Profile-profile
	-realign –mact 0

	HHblits
	2.2.17
	Profile-profile
	-oa3m –n $nr_iteration and –realign –mact 0









