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Figure S1. Phylogeny from Orthofinder and Blast2GO Short Reports. In A : phylogeny of the species
from orthofinder (names: in black, non-Ichneumonidae; in orange, parasitoids of lepidopterans; in

green, of aphids; in red, of dipterans). B, Second level GO categories of biological process and

molecular function among functionally annotated M. pulchricornis transcripts. In C: Enzyme Code

Level 3 Distribution.

Toxins 2021, 13, 502. https://doi.org/10.3390/toxins13070502

www.mdpi.com/journal/toxins



Toxins 2021, 13, 502

54 of S6

MGPIIINFVV TFIMMYCEGI AGEVINNDTI NLEYFQHPFF FNMVHAKHQC
RKSCEDITMD DMTIQTDSDI KSSCYGTYND CRAMVVADTV DLQYCRKNNS
TDIVWAFDSQ RKVEYGQKSN CGDGATEYTV PRVGYSGGSG CPICVCTCYE
ATSGMASNKG KWWFSAVPQT SDENKVITGV KFVEINHTIF LQIKQNQFPI
DTTGNWKTLD EEVEAEEGVS KDTRLLLTDK RRSLMLDEFE LPDGYVITGV
KFEEATIPTT SLLAIRLSVR STKLTKSKDG LESETSTWIH GTTSKLKSTH
LKWLPSSMGL NPDLKTHIMF GIGDLSKDFG KLTEPTISAE PCEATILKET
PMGGLOLLLV NISEKQKIYP RVAPLGIDPD PESKEEEDDD DDMGDNGDSA
STTNLQFILI ALVPLSIIEN LEFD

MEKLSMNLVV ILMITHCKEI AGDLINLKYF REAIIFSEHD LGTCGFGCGK
LTLSETANYK STFTKQVCDG YLVNCQTIVG KANASLQFCL DDQNSRMVWA
ENKQYGGAQY GIQPRECITP INEPLKTKDS ETCEACVCTC YHERESSEDE
NVWRFSLAEE TSGDAKVVTG VRFTLIDNII HLQIKENDLI STTNGTWKSI
TVDSDRDGPD TRKYATLSHN LOTIKLNQIF SPENSVITGV KFVKVPNLDK
KGFALELQIR STKLNDENDA LDPRHQDWHS GDPSTLTAGP RWWPDRGIHN
TPLPIVSLNR TSLNKDEFGMT TNPQFYADPV VSCAQHDYPL KGIQLLLVEL
GGQEVIIPRI SPAIIKGSTL PDYLDYESNS EPELTDSANT ANLQFCLIAM
LPLLTIWNLE N
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Figure S2. Comparison of Contig 38.p1 and .p2. Highlight in yellow putative signal peptide. In red

peptides found by mass spectrometry in the total venom or the MpVLPs samples (in brown those

found only in TV). The lower figure shows the Blastp comparison of the two proteins.
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Figure S3. CLUSTAL multiple sequence alignment of the M. pulchricornis venom Metalloproneinases.
Proteins with name of the same color clustered together and may form a clade as shown by the clustal
clustering on the left. AA in blue, putative Furin site; AA in red highlight in cyan, putative triad
involved in Ca2+ binding; Conserved Cys in red highlight in yellow; Highlight in grey sequence
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Figure S4. CLUSTAL multiple sequence alignment of the DUF4803 containing proteins. Proteins with

name of the same color clustered together and may form a clade as shown by the clustal clustering on

the left. Conserved Cys in red highlight in yellow; Highlight in grey sequence features and highly

conserved AA.
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