Supplemental material
	Table S1. Primers for dsRNA synthesis

	Gene
	Fragment
	Orientation
	Sequence

	Mr-IAG
	100_1
	F
	5'-ATGGGATACTGGAATGCCGAG-3'

	
	
	R
	5'-AGAGGCATTCGATCTCATAGCT-3'

	
	100_2
	F
	5'-CTCCGTTGACTTTGACTGCG-3'

	
	
	R
	5'-CAGATCGTCGCTCTTTGGAA-3'

	
	100_3
	F
	5'-TGCTGACATCTATACCGTTCCT-3'

	
	
	R
	5'-TCCTCCTCCACCTTAGATACCT-3'

	
	100_4
	F
	5'-GAGGAGGAGATTCAGCACATG-3'

	
	
	R
	5'-ACTTCTCCTCACGCTGTCC-3'

	
	100_5
	F
	5'-CCAAGGGAGGAATGCTGCAAC-3'

	
	
	R
	5'-CTGGAACTGCAGGTGTTAACG-3'

	
	250_1
	F
	5'-CAACTACATCAACCCAGGACCC-3'

	
	
	R
	5'-ACTTCTCCTCACGCTGTCC-3'

	
	 
	 
	 

	Mr-SID1
	F
	5'- TTTGCACGGGTATTCACAAA -3' 

	
	R
	5'- ACAGCAAGCTCATGCACAAC-3' 

	 
	 
	 
	 

	T7 promotor
	5'-TAATACGACTCACTATAGGG-3'


	
	Table S2. Primers for in-vitro validation of RNAi-associated genes

	Gene
	Paralog
	Orientation
	Sequence
	Product size

	Dicer
	Dicer1
	F
	5'-ATGCAGCGCACTTACCGTAT-3'
	420-bp

	
	
	R
	5'-CATCCCCTCTGGAACTTGAT-3' 
	

	
	Dicer2
	F
	5'-TTCTTTTGCCCACATGTTCA-3'
	420-bp

	
	
	R
	5'-ACCCTTTTGGGTCAAATTCC-3'
	

	Argonaute
	Ago1
	F
	5'-TTGCATCAAGTTGGAAGCTG-3'
	329-bp

	
	
	R
	5'-GGATTGAAACGGACCTCGTA-3'
	

	
	Ago2
	F
	5'-CCAACTGTCGGAAACATCCT-3'
	399-bp

	
	
	R
	5'-AGCTGCTCGCATTTCCTTTA-3
	

	
	Ago3
	F
	5'-TGGAACTCCCTCCATAGCTG-3'
	328-bp

	
	
	R
	5'-GAACCTGGTGTGATGCCTTT-3'
	

	Mr-SID1
	F
	5'- TGGTCGGTTTCAGACATTCA-3'
	2267-bp

	
	R
	5'- CCTTGTCCCACGATCAGTCT-3' 
	






	Table S3. Primers for RACE reactions

	Gene
	Primer 
	Sequence

	Mr-Dicer2
	GSP 5'
	5'- TTCCTCGACTTCACACTGCACTCCA-3' 

	
	Nested 5'
	5'- GACTAGTGCGCAATCCATCGTCAGC-3' 

	Mr-SID1
	GSP 5'
	5'-TCAGAGTGCAGCGATCATCATCAGG-3' 

	
	Nested 5'
	5'-GAATGTCTGAAACCGACCACCACCAC-3'

	Mr-Ago3
	GSP 3'
	5'-CACCAGATAGCCCGTATGCTCCTGT-3'

	
	Nested 3'
	5'- TTGGCCGGTGCAAGAATGTT-3' 



	Table S4. Real time primers and probes for RNAi-associated genes

	Gene
	Paralog
	Orientation
	Sequence
	Probe

	Dicer
	Dicer1
	F
	5'-CTTCACCTGTGCTTGGTCAG-3' 
	#25

	
	
	R
	5'-CTTGAAGATGTGTAAGGAAGGAT-3' 
	

	
	Dicer2
	F
	5'-AAACTCATGGGAAACCCAAA-3'
	#83

	
	
	R
	5'-TGGCAGCAAGTATCTCAATAAGC-3'
	

	Argonaute
	Ago1
	F
	5'-GCAAGCTCCAGGTACTCCAG-3' 
	#154

	
	
	R
	5'-GGAGGTAGCAACGCACTGA-3' 
	

	
	Ago2
	F
	5'-AGTCTCCTAATGTTCGGTCCTG-3'
	#25

	
	
	R
	5'-TGTACCTCCCATTTTTGCATT-3' 
	

	
	Ago3
	F
	5'-AAAGATTACATTATCCAAAGCTTAACG-3' 
	#132

	
	
	R
	5'-TCAATGGGAAGATACACTGTCTTACT-3'
	

	Mr-SID1
	F
	5'-AATGAACCAGCTTCAGGAGAAA-3' 
	#138

	
	R
	5'-CTGCATCATGAGGAACAACTG-3' 
	






	Table S5. GenBank accession numbers

	Species
	Gene
	Accession number

	Macrobrachium rosenbergii
	Dicer1
	KY369130

	
	Dicer2
	KY369131

	
	Ago1
	KY369127

	
	Ago2
	KY369128

	
	Ago3
	KY369129

	
	SID1
	KY369132

	Litopenaeus vannamei
	Dicer1
	ACF96960.1

	
	Dicer2
	AEB54796.1

	
	Ago1
	ADK25180.1

	
	Ago2
	ADK25181.1

	
	SID1
	HM234688.1

	Penaeus monodon
	Dicer1
	ABR14013.1

	
	Dicer2
	AGL08684.1

	
	Ago2
	AHB63227.1

	
	Ago3
	AGC95229.1

	Marsupenaeus japonicas
	Dicer1
	ADB44075.1

	
	Ago1
	ADB44074.1

	
	Ago2
	BAM37459.1

	Drosophila melanogaster
	Dicer1
	AAF56056.1

	
	Dicer2
	AAF57830.2

	
	Ago1
	AAF58314.1

	
	Ago2
	Q9VUQ5

	
	Ago3
	EF688531

	Panulirus interruptus
	Ago1
	AHA12408.1

	Homo sapiens
	SIDT1
	AAI17223.1

	Caenorhabditis elegans
	SID1
	AF478687.1

	Locusta migratoria
	SID1
	JN676095.1

	Aphis glycines
	SID1
	JX870428.1

	Spodoptera litura
	SID1
	KF717089.1

	Schistocerca gregaria
	SID1
	AHN55087.1

	Zootermopsis nevadensis
	SID1
	KDR19041.1





[bookmark: _GoBack]Figure S1. Planned dsMr-IAG used in the dsRNA length dependency experiments. (A) Mapping of dsMr-IAG sequences on the complete mRNA sequence of Mr-IAG. (B) Sequence of planned 19-bp and 75-bp dsMr-IAG fragments 
Figure S2. Effect of dsMr-IAG administered under full coverage condition with 100‑bp fragments compared to negative control (non-injected group) and positive control (entire ORF injected group – 518-bp). 
Figure S3. Phylogenetic analysis of different regions of Mr-SID1. (A) Scheme presenting a bioinformatics evaluation of the intracellular, transmembrane and extracellular regions of the putative Mr-SID1 obtained by SMART (http://smart.embl-heidelberg.de). (B) Phylogenetic analysis based on multiple alignments of SID1 proteins using Mega 6.o software. The neighbor-joining tree was constructed according to multiple alignments of the entire amino acid sequence of SID1. Tree scale indicates the evolutionary distance by tree branch length, which is proportional to sequence differences. Bootstrap values are presented by numbers next to the branches. See GenBank accession numbers in Table S5. 

