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1 SUPPLEMENTARY DATA
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Intashia linei

Trichoplax adhaerens
Thelohanellus kitauei
Stylophora pistillata
MNematostella vectensis
Camelus ferus

Homo sapiens
Omithorhynchus anatinus
Ophiophagus hannah
Caolius striatus
Callipepla squamata
Chaetura pelagica
Chelonia mydas

Rana catesbeiana
Xenapus tropicalis
Danio rerio
Branchiostoma floridae
Oikopleura dicica
Ciona intestinalis
Apostichapus japonicus
Strongylocentrotus purpuratus
Lingula anatina
Qctopus bimaculoides
Crassostrea gigas
Lottia gigantea
Biomphalaria glabrata
Helobdella robusta
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" Hypsibius dujardini
Stegodyphus mimosarum
Tetranychus urticae
Sarcoptes scabiei
Euroglyphus maynei
Tropilaelaps mercedesae
Ixodes scapularis
Sirigamia maritima
Folsomia candida
Orchesella cincta
Zootermopsis nevadensis
Atta cephalotes
Nasania vitripennis
Megaselia scalaris
Glossina marsitans morsitans
Drosophila melanogaster
Lutzomyia longipalpis
Clunio marinus
Anopheles gambiae
htera brumata
Heliothis virescens
Bombyx mori
Oryctes borbonicus
Agrilus planipennis
Tribolium castangum
Pediculus humanus corporis
Rhodnius prolixus
Diaphorina citri
Acyrthosiphon pisum
Daphnia pulex
Soboliphyme baturini
Trichuris trichiura
Trichinella pseudospiralis
Syphacia muris
Pristianchus pacificus
Steinernema glaseri
Strongyloides ratti
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xylophilus

Globodera pallida
Meloidogyne hapla

Dracuneulus medinensis
_EGongylnnama pulchrum

Brugia malayi

Anisakis simplex
4E Toxoeara canis

Ascaris lumbricoides
Angiostrongylus costaricensis
Qesophagostomum dentatum
Necator americanus
Ancylostoma ceylanicum
Ancylostoma duodenale
Heligmosomoides polygyrus bakeri
Dictyocaulus viviparus
Nippostrongylus brasiliensis
Haemonchus contortus:
Diploscapter pachys
Heterorhabditis bacteriophora
Caenorhabditis elegans

Macrostomum lignana
FSchistocephalus solidus.
Clonorchis sinensis
Echinostoma caproni
Trichobilharzia regenti
Schistosoma mansoni
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Figure S1. Prevalence of ArmRP members across metazoan species. The phylogenetic tree was
generated by the NCBI CommonTree tool (https://www.ncbi.nlm.nih.gov/Taxonomy/
CommonTree/wwwcmt . cgi).
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