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Appendix A Nucleotide sequence and deduced amino acids for Fohsc704. Signature 

sequences or motifs for FoHSP704 were selected in the box. The putative 

polyadenylation signals (AATAAA) for Fohsc704 were underlined. 
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Appendix B Nucleotide sequence and deduced amino acids for Fohsc705. Sequences 

or motifs for FoHSP705 were selected in the box. 



4 
 



5 

Appendix C Multiple alignment of deduced amino acids of five HSPs in 

Frankliniella occidentalis and the counterparts from other species. Note: The 

sequence of FoHSC704 was compared with those of Zootermopsis nevadensis 

(KDR08641.1), Athalia rosae (XP_012264348.1), Lasius niger (KMQ94354.1), 

Eufriesea mexicana (OAD62568.1), and Epicauta chinensis (AHK26790.1). 4354.1), 

Eufriesea mexicana (OAD62568.1), and Epicauta chinensis (AHK26790.1). The a, b 

and c sequences in red solid boxes are highly variable regions. Ⅰ represents a 

putative ATP/GTP-binding site and Ⅱ represents EF-hand (EFh) domain. Identical 

amino acids were shown in black boxes and similar amino acids were highlighted in 

gray. Gaps have been introduced to permit alignment.  
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Appendix D Multiple alignment of deduced amino acids of five HSPs in 

Frankliniella occidentalis and the counterparts from other species. Note: FoHSP705 

was compared with those of Myzus persicae (XP_022174838.1), Athalia rosae 

(XP_020709814.1), Melipona quadrifasciata (KOX73871.1), and Liposcelis 

bostrychophila (AKP54258.1). The d sequence in red solid box is a typical feature of 

the HSP70 family and Ⅲ represents Thymopoietin domain. Identical amino acids 

were shown in black boxes and similar amino acids were highlighted in gray. Gaps 

have been introduced to permit alignment. 

 


