
Additional file 1: Table S1. Oligonucleotide primers (5’-3’) used in the present study. 
	Primer
	Sequence (5’-3’)

	Hc-daf-3 gene isolating

	Hc-daf-3-cF
	ATGCGAAGCTCATCCGCTGCTCCCT 

	Hc-daf-3-cR
	TCATATTTCATGCATCAGTTCGT

	Transcription level analysis

	Hc-daf-3-qF
	TGCGTAGCGCGGATATCATT

	Hc-daf-3-qR
	CATGCATCAGTTCGTCCAAGT 

	Hc-tubulin-qF
	TGTTCCATCACCCAAGGTATCC 

	Hc-tubulin-qR
	TGACAGACACAAGGTGGTTGAGAT 

	RNA interference in H. contortus

	Hc-18S-qF
	AATGGTTAAGAGGGACAATTCG 

	Hc-18S-qR
	CTTGGCAAATGCTTTCGC 



[bookmark: OLE_LINK1][bookmark: OLE_LINK2]Additional file 1: Table S2. Sequences of SMAD4 used for alignment and phylogenetic analysis. 
	Species
	GenBank
accession number 
	Reference

	Ancylostoma ceylanicum
	EYB99633.1 
	[1]

	Ascaris suum3
	ERG79533.1 
	[2]

	Brugia malayi
	CRZ23865.1 
	[3]

	Brugia malayi 
	CRZ23866.1
	

	Caenorhabditis brenneri 
	EGT54842.1
	[4]

	Caenorhabditis briggsae
	XP_002643241.1
	[5]

	Caenorhabditis elegans
	NP_508161.3
	[6]

	Caenorhabditis elegans
	NP_001024604.1
	

	Caenorhabditis elegans
	NP_001024605.1 
	

	Caenorhabditis elegans
	NP_001040864.1
	

	Caenorhabditis elegans2
	NP_492321.1 
	

	Caenorhabditis remanei
	XP_003107018.1
	[7]

	Drosophila melanogaster 
	NP_733438.1 
	[8]

	Haemonchus contortus
	CDJ96373.1 
	[9]

	Homo sapiens1
	AAA91041.1 
	[10]

	Loa loa 
	EFO19570.2 
	[11]

	Mus musculus1
	 AAM74472.1
	[12]

	Schistosoma mansoni
	AAQ84177.1
	[13]

	Toxocara canis 
	KHN83995.1 
	[14]


1 Sequence was used for alignment analysis.
2 Sequence was used as an outgroup for phylogenetic analysis.
3 The genomic sequence of this record was removed because it has been superseded by a new assembly of the genome, but the GenBank accession of the new sequence is not available now.

Additional file 1: Table S3. Sequences of Hc-daf-3-specific siRNA and control siRNA
	Name
	Sequence
	Targeted regions

	S1 siRNA
	Sence: 5’-CCGACAAAUGUGUAACUAUTT-3’
	374-392 bp

	
	anti-sense: 5’-AUAGUUACACAUUUGUCGGTT-3’
	

	S2 siRNA
	Sence: 5’- CCAGCAACAUGCUCAACAATT-3’
	1062-1080 bp

	
	anti-sense: 5’-UUGUUGAGCAUGUUGCUGGTT-3’
	

	S3 siRNA
	Sence: 5’-CCAAAUGGCCAAGGAGUAUTT-3’
	1839-1857 bp

	
	anti-sence: 5’-AUACUCCUUGGCCAUUUGGTT-3’
	

	Control siRNA
	Sence: 5’-UUCUCCGAACGUGUCACGUTT-3’
	Not applicable

	
	anti-sence: 5’-ACGUGACACGUUCGGAGAATT-3’
	



Additional file 1: Table S4. Sequence identities of Hc-DAF-3 and its MH1 domain and MH2 domain to homologues from selected metazoan species.
	Homologues
	Hc-DAF-3-MH1
	Hc-DAF-3-MH2
	Hc-DAF-3

	
	Identity (%)
	Identity (%)
	Identity (%)

	A. ceylanicum-hypothetical protein
	97.5
	97.5
	76.5

	T. canis-SMAD4
	77.1
	41.4
	45.0

	A. suum-SMAD4
	76.2
	42.4
	43.3

	B. malayi-DAF-3
	75.4
	45.5
	42.6

	H. sapniens-SMAD4
	70.3
	43.5
	39.7

	M. musculus-SMAD4
	66.7
	43.5
	39.5

	D. melanogaster-SMAD4
	67.5
	43.3
	35.8

	H. contortus-SMA-4
	58.7
	35.9
	35.9

	C. elegans-DAF-3
	55.6
	44.3
	34.1

	C. elegans-SMA-4
	58.7
	35.0
	34.1

	S. mansoni-SMAD4
	55.0
	40.6
	31.4
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