FIGURE S1. Nucleotide and deduced amino acid sequences of genes encoding small
heat shock proteins (sHSPs) in Bemisia tabaci. The three sHSP genes include
Bthsp19.5 (A); Bthspl9.2 (B); and Bthsp21.3 (C). HSP20 family profiles and
a-crystallin domains are underscored.
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