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B: Molecular Function
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C: Cellular Component
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Figure S1. The 20 GO (gene ontology) terms represented by the greatest number of transcripts in the
Wyochernes asiaticus transcriptome in (A) ‘Biological Processes,” (B) ‘Molecular Function,” and (C)

‘Cellular Component.’
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Figure S2. Amino acid sequence alignment of putative U8-agatoxin proteins from Wyochernes asciaticus,
two other pseudoscorpion species (Chelifer cancroides, Synsphyronus apimelus) and two venomous spider
species (Agalena orientalis, Stegodyphus mimosarum). Black and grey backgrounds indicate identical and
similar residues, respectively. Protein sequences from pseudoscorpions were produced by translating
nucleotide sequences, which protein sequences for spiders were retrieved directly from UniProt. Transcript
ID’s/UniProt ID’s corresponding to each protein sequence are as follows: W_asiaticus_1
(TR59395 c0 g1 il1), W_asiaticus_2 (TR109321_c0_g1 il), W _asiaticus_3 (TR76473_c0 g1 il),

W _asiaticus_4 (TR56130 c0 g1 i1), W_asiaticus_5 (TR84650 c0 g1 il1), S_apimelus_1
(Sapi_DN107241 c0 g1 il1), S_apimelus_2 (Sapi_DN114314 c0 gl il), S_apimelus_3
(Sapi_DN110686_c0_gl1_i2), S_apimelus_4 (Sapi_DN110686 _cO_gl1 i5), S_apimelus_5



(Sapi_DN126541 c0 g1 _i2), S_apimelus_6 (Sapi_DN126541 cO g1 il), S_apimelus_7
(Sapi_DN110686 c0 g1 il1), S_apimelus_8 (Sapi_DN110686 c0 gl i3), S_apimelus 9
(Sapi_DN121296 c0_g2_il1), S_apimelus_10 (Sapi_DN110686_c0_g1_i4), C_cancroides_1
(Contigl12568), C_cancroides_2 (Contiq123690), C_cancroides_3 (Contiq10704), A_orientalis (Q5Y4U4),
S_mimosarum (AOAO087TBWS).
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Figure S3. Amino acid sequence alignment of putative ctenitoxin proteins from Wyochernes asciaticus,
two other pseudoscoprions (Chelifer cancroides,Synsphyronus apimelus, and four venomous spider species
(Phoneutria nigriventer, Araneus ventricosus, Stegodyphus mimosarum, Paratseatoda tepidarium). Black
and grey backgrounds indicate identical and similar residues, respectively. Protein sequences from
pseudoscorpions were produced by translating nucleotide sequences, which protein sequences for spiders
were retrieved directly from UniProt. Transcript ID’s/UniProt ID’s corresponding to each protein sequences
are as follows: W_asiaticus_1 (TR105901 c0 g1 il1), W_asiaticus_2 (TR110069 c1 g1 il),

W _asiaticus_3 (TR57507_c0 g1 il), C_cancroides_1 (Contigl01151), S _apimelus_1
(Sapi_DN13374 c0 g1 il1), S _apimelus_2 (Sapi_DN115069 c1 g1 il), S apimelus_3
(Sapi_DN114299 c0 g1 il1), P_nigriventer (P84032), A_ventricosus (AOA4Y2LU11), S_mimosarum
(AOA087T649), P_tepidarium (AOA2L2Y3J8).
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Figure S4. Consensus maximum likelihood gene trees for A) U8-agatoxin and B) Ctenitoxin proteins based
on protein sequences from the Wyochernes asiaticus, Synsphyronus apimelus and, Chelifer cancroides
transcriptomes, and venomous spider protein sequences available from UniProt (see Figure S2 and S3 for
Transcript and UniProt ID’s). Trees were constructed using 1000 bootstrap replications, and numbers at
each node represent bootstrap values.



