Supplementary table: 5
Computational design of potential siRNA molecules for silencing of protease (3LC-like proteinase) and RNA-dependent RNA polymerase gene of SARS-CoV-2 by RNAi technology
Md. Adnan Karim a,b, Takim Sarker b*, Abdus Samad b*, Foysal Ahammad c,b, Jomana Jaman d,b, Ziaul Karim e  





















[bookmark: _GoBack]Supplementary table 5: Effective siRNA against 3CL-like proteinase 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)

	Pro1
	28-210
	4-26
	AGGGTTGTATGGTACAAGTAACT
	UUACUUGUACCAUACAACCCU
GGUUGUAUGGUACAAGUAACU
	19.0
	14.6
	38
	1.9
	-34.5
	74.9
	74.8
	0.997

	Pro2
	70-527
	15-37
	ATCCTAAGACACCTAAGTATAAG
	UAUACUUAGGUGUCUUAGGAU
CCUAAGACACCUAAGUAUAAG
	6.3
	18.9
	33
	1.7
	-33.4
	72.8
	73.1
	0.983

	Pro3
	70-527
	16-38
	TCCTAAGACACCTAAGTATAAGT

	UUAUACUUAGGUGUCUUAGGA
CUAAGACACCUAAGUAUAAGU
	6.3
	20.3
	33
	1.8
	-33.2
	72.2
	72.5
	0.938

	Pro4
	70-527
	114-136
	GTGCTATGAGGCCCAATTTCACT

	UGAAAUUGGGCCUCAUAGCAC
GCUAUGAGGCCCAAUUUCACU
	7.4
	17.8
	48
	1.9
	-38.4
	79.6
	80.5
	0.887

	Pro5
	529-740
	91-113

	TGGTTGTACGCTGCTGTTATAAA

	UAUAACAGCAGCGUACAACCA
GUUGUACGCUGCUGUUAUAAA
	11.6
	21.0
	43
	1.8
	-36.4
	79.4
	80.5
	0.912

	Pro6
	529-740
	134-156
	ATCGATTTACCACAACTCTTAAT

	UAAGAGUUGUGGUAAAUCGAU
CGAUUUACCACAACUCUUAAU
	17.7
	10.0
	33
	1.6
	-32.0
	74.5
	75.7
	1.004

	Pro7
	529-740
	171-193
	GGCTATGAAGTACAATTATGAAC
	UCAUAAUUGUACUUCAUAGCC
CUAUGAAGUACAAUUAUGAAC
	-1.8
	13.4
	33
	1.7
	-32.5
	69.9
	70.2
	0.997

	Pro8
	832-918
	43-65
	ACACCTTTTGATGTTGTTAGACA

	UCUAACAACAUCAAAAGGUGU
ACCUUUUGAUGUUGUUAGACA
	11.8
	16.1
	33
	2.0
	-31.8
	73.6
	73.9
	0.948

	Pro9
	832-918
	45-67
	ACCTTTTGATGTTGTTAGACAAT

	UGUCUAACAACAUCAAAAGGU
CUUUUGAUGUUGUUAGACAAU
	21.4
	7.4
	33
	1.6
	-32.1
	72.0
	72.3
	0.928



