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Figure S1. The protein-coding DNA sequence and amino acid sequence for B. tabaci MEAM1 Lac2 gene. Note:
start codon (ATG); stop codon (TGA); glycosylation sites are double-underlined; blue areas are signal
peptide site; yellow areas represent copper ion domains



GATCGACGACATCCCACCAGAGATGTTCTGCAACGGAGACAACAGGCCAGCAGACTGTGGAAGGA
ACTGTATGTGCACACACAAGGTGGACATTCCTCTTCACGCTATTGTAGAGGTCGTTCTCGTCGACGA
GGTACAACAACCAAACTTGAGTCATCCGTTCCATTTGCACGGTTACACATTCAATGTCATCGGTATG
GGTCGATCACCAGACAAGAACGTTAAGAAAATCAACTTGAAACACGCATTAGATCTTGACAGGCG
AGGACTGTTGGACAGACACTTCAACCTTCCTCCCGGCAAGGACACAATTGCAGTACCAAACAACGG
ATACGTTGTCTTTAGGTTTAGGGCAGACAATCCAGGTTACTGGTTGTTCCACTGTCACTTCTTGTTCC
ACATTCTCATCGGTATGAACTTAGTCCTTCACGTAGGTACTCACGCCGACCTACCACCAGTGCCAGA
AGGTTTCCCTCGAT

Figure S2. The sequence of the gene region used for dsRNA syhthesis.



