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Supplementary Fig. 1. Comparison of binding affinities of several mosquito D7 salivary proteins to biogenic 
amines and biolipids involved in hemostasis. The equilibrium dissociation constant (KD) of AeD7L1 [1,2], 
AeD7L2 [3], AlboD7L1 (represented in blue), CxD7L2 [4], and AnSt-D7L1 [5] are reported. A “No bind” 
designation represents no protein-ligand binding and blank bar space indicates binding affinity has not been 
tested. 
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Supplementary Fig. 2. Binding pockets prediction of AlboD7L1 for eicosanoids and biogenic amines. (A) 
Ribbon representation of AlboD7L1 protein structure model shows the potential amino acids involved in 
leukotriene E4 and norepinephrine represented in blue and shown as wires. (B) Detail of the predicted 
leukotriene E4 binding pocket based on similarity with AeD7L1 (PBD ID: 3DZT) that corresponded to the 
dotted area in Fig. S2. (C) Detail of the predicted norepinephrine binding pocket based on similarity with 
AeD7L1 (PBD ID: 3DYE) that corresponded to the dotted area in Fig S2. Ligands are represented in orange 
as balls and sticks. N-terminal and C-terminal are labelled as NT and CT, respectively.  
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Supplementary Fig. 3. AlboD7L1 inhibits pro-aggregatory effects of the thromboxane A2 analog U-46619, 
low doses of collagen but not ADP. (A) AlboD7L1 does not inhibit high doses of U-46619 while it prevented 
aggregation triggered by lower doses of U-46619. (B) AlboD7L1 inhibits low doses of collagen-mediated 
aggregation (2 µg/mL) while it failed to prevent aggregation induced by high doses of collagen (10 µg/mL). 
(C) AlboD7L1 did not prevent aggregation induced by ADP. Control samples are indicated as Tyrode 
(vehicle). A Chrono-Log aggregometer model 700 was used. 
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