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Figure S1. Phylogenetic relationship of ALDHs in Ae. Aegypti (AAEL) with   An. gambiae ALDHs (AGAP). Amino acid sequences were aligned using ClustalW and a distance neighbor-joining tree was generated using TREECON (Van de Peer and De Wachter, 1993). Nodes with distance bootstrap values (1000 replicates) of 70% are shown. Three ALDHs used in this study are highlighted in gray. 



1

image1.tiff
100—— AGAP003578
100 AAEL014080
100 AGAP009944

AAEL009948

AAEL009029
100 L AAFL010764
100 AGAP000331
L aaEL011756

99

100

100| AAEL009664
AAEL012162




