
Table S1. Molecular properties of five Liposcelis bostrychophila heat shock protein genes. 

Gene GenBank No. ORF Length 
Protein 

Length 

Molecular 

Weight 
pI 

LbHsp70-1 MN599717 2070 bp 690 aa 167.4 kDa 4.97 

LbHsp70-2 MN599718 1515 bp 505 aa 125.2 kDa 5.06 

LbHsp70-3 MN599719 1971 bp 657 aa 161.2 kDa 4.95 

LbHsp70-4 KR349165 1971 bp 657 aa 159.3 kDa 4.95 

LbHsp110-1 KR349166 2487 bp 829 aa 201.3 kDa 4.91 



 

Figure S1. Multiple amino acid sequence alignments of four Hsp70s from Liposcelis bostrychophila. 

Three signature sequences of the Hsp70 family are indicated by grey shading. The putative 

ATP-GTP binding site is colored with yellow shading. The potential non-organelle eukaryotic 

consensus motif and putative bipartite nuclear location signal are in green and purple shading, 

respectively. 



 

Figure S2. Multiple alignments of the deduced amino acid sequences of Hsp110s from Liposcelis 

bostrychophila and other insect species. The amino acid sequences constituting a single ATP-binding 

motif are in green color. The amino acid letters with red color indicate HSPA4 like 

nucleotide-binding domain, and the letters in blue color indicate periplasmic substrate-binding 

domain. Cs: Cryptotermes secundus, Ph: Pediculus humanus corporis. 


