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[bookmark: _GoBack]Supplementary table 4: Effective siRNA against RNA-dependent RNA polymerase (RdRp) with melting temperature (Tm), GC%, free energy of folding and free energy of binding with target.
	Alias
	Conserved Position
	Target Position
	siRNA Target Sequence
	siRNA duplex (21nt guide and 21nt passenger (5’-3’))
	seed-duplex stabilty (Tm), guide
	seed-duplex stabilty (Tm), passenger
	GC %
	Free energy of folding
	Free energy of binding
	Tm (conc) 
	Tm (Cp) 
	Validity (Binary)

	Pol1
	0-176
	101-123
	ATGCACTTTTCGCATATACAAAA
	UUGUAUAUGCGAAAAGUGCAU
GCACUUUUCGCAUAUACAAAA
	8.2
	10.3
	33
	1.7
	-31.7
	81.5
	80.5
	1.003

	Pol2
	0-176
	135-157
	CCCTACTATAACTCAAATGAATC
	UUCAUUUGAGUUAUAGUAGGG
CUACUAUAACUCAAAUGAAUC
	13.8
	7.9
	33
	1.7
	-32.0
	77.9
	79.1
	0.971

	Pol3
	178-420
	27-49
	GTGTCTCTATCTGTAGTACTATG
	UAGUACUACAGAUAGAGACAC
GUCUCUAUCUGUAGUACUAUG
	18.8
	20.2
	38
	1.6
	-35.2
	81.5
	82.8
	1.007

	Pol4
	178-420
	40-62
	TAGTACTATGACCAATAGACAGT
	UGUCUAUUGGUCAUAGUACUA
GUACUAUGACCAAUAGACAGU
	14.5
	13.1
	33
	1.5
	-33.5
	80.3
	81.3
	0.969

	Pol5
	178-420
	49-71
	GACCAATAGACAGTTTCATCAAA
	UGAUGAAACUGUCUAUUGGUC
CCAAUAGACAGUUUCAUCAAA
	16.3
	13.4
	38
	1.3
	-34.5
	79.4
	80.6
	0.960

	Pol6
	422-800
	220-242
	GCCAATGTTAATGCACTTTTATC
	UAAAAGUGCAUUAACAUUGGC
CAAUGUUAAUGCACUUUUAUC
	10.3
	6.9
	33
	1.6
	-31.2
	78.3
	79.5
	1.010

	Pol7
	422-800
	293-315
	GACTTTATGAGTGTCTCTATAGA
	UAUAGAGACACUCAUAAAGUC
CUUUAUGAGUGUCUCUAUAGA
	20.2
	8.9
	33
	1.7
	-32.9
	79.1
	80.1
	0.927

	Pol8
	422-800
	362-384
	TGCGTAAACATTTCTCAATGATG
	UCAUUGAGAAAUGUUUACGCA
CGUAAACAUUUCUCAAUGAUG
	18.1
	14.7
	33
	1.8
	-31.4
	78.0
	78.4
	1.047

	Pol9
	826-981
	30-52
	GGCTAGCATAAAGAACTTTAAGT
	UUAAAGUUCUUUAUGCUAGCC
CUAGCAUAAAGAACUUUAAGU
	4.9
	20.9
	33
	1.7
	-31.8
	79.3
	80.6
	1.069

	Pol10
	826-981
	117-139
	TACTAAAGGACCTCATGAATTTT
	AAUUCAUGAGGUCCUUUAGUA
CUAAAGGACCUCAUGAAUUUU
	13.6
	19.9
	33
	1.7
	-32.1
	81.5
	82.8
	0.985

	
	
	
	
	
	
	
	
	
	
	
	
	



