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Figure S1. Predicted model of TmSpz-like using the SWISS-MODEL program. (A) Homology model of TmSpz-like
based on the reference model [SMTL ID: 3e07.1]. Crystal structure of Spatzle cysteine knot homodimer. (B) Ramachandran
plot diagram of TmSpz-like that allows a combination of conformational angles psi () and phi (¢). The shaded region
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corresponds to allowed conformation of residues. Ramachandran outlier residues are shown in the predicted model. (C)
Ramachandran outliers (A-chain: 198ILE, 197ILE, 191ASN, 250PRO, 256PRO; B-chain; 233ILE, 254PRO) constitute 3.94%
of the residues of TmSpz-like.

Table S1. Percentage amino acid sequence identity of TmSpz-like with its orthologs in other insects

TcSpz  PxSpz BiSpz NiSpz ClSpz HhSpz  ArSpz-like DmSpzX] DmSpzXI AaSpzlB PvSpz5-like SeSpz MsSpzlA MsSpz1B

TmSpz-like 85 38 49 43 43 43 40 36 36 36 35 34 26 26
TcSpz 100 36 49 42 40 42 39 35 35 33 35 37 28 28
PxSpz 100 40 41 38 42 45 30 30 34 31 41 43 43
BiSpz 100 48 47 40 47 28 28 32 37 36 31 31
NISpz 100 51 48 67 35 35 35 33 37 33 33
ClSpz 100 52 47 37 37 41 37 40 41 41
HhSpz 100 43 33 33 38 39 33 36 36

ArSpz-like 100 28 28 35 33 40 34 34

DmSpzX] 100 100 34 25 30 32 32
DmSpzXI 100 34 25 30 32 32
AaSpz1B 100 30 27 30 30

PvSpz5-like 100 36 29 29

SeSpz 100 52 52

MsSpz1A 100 100




