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Study description

Research sample

Sampling strategy

Data collection

Timing and spatial scale

Data exclusions

Reproducibility

The transcriptomic custom database used in this study is available in the NIRD Research Data Archive with identifier 10.11582/2020.00067 [https://l.antigena.com/
l/-
XpFdcjUOuQ3kwVUGwNUCcawa65ouPHcGAU1UyZ4_G8tW7vXlL81qJ8DGsAVtkPIn4FKNoqN6enY799zIGURLtFK78EEeGN7Vjv6rkUj6QgiCaGMuFn2wNUwN3avmVFcl
TjxYAKWjK8PqF7hKgWurRu8L2F61L~640JO9Vwr1vwCQm]. The transcriptome data from Undheim et al. are available at the National Center for Biotechnology
Information (NCBI) under bioprojects PRJNA200639 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA200639], PRJNA200641 [https://www.ncbi.nlm.nih.gov/
bioproject/PRJNA200641], PRJNA200753 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA200753], PRJNA200640 [https://www.ncbi.nlm.nih.gov/bioproject/
PRJNA200640], and PRJNA213032 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA213032], while individually curated sequences are available in the
Transcriptome Shotgun Assembly Sequence Database (https://www.ncbi.nlm.nih.gov/nuccore/) as GASI01000001–GASI01000195, GASL01000001–GASL01000050,
GASK01000001–GASK01000051, GASH01000001–GASH01000185, and GASR01000001–GASR01000119. Undheim et al.’s proteomic evidence are available as
supplementary files associated with the original publication. The assembled transcriptomes from Jenner et al. are available via the Natural History Museum’s Data
Portal (https://data.nhm.ac.uk/dataset/evolution-of-centipede-venoms; last accessed 30 June 2020). 9), while the proteomic data are available in the
ProteomeXchange Consortium via the PRIDE partner repository with the data set identifier PXD013356 [https://www.ebi.ac.uk/pride/archive/projects/PXD013356].
In addition we used the following databases: NCBI non-redundant (nr) database (https://www.ncbi.nlm.nih.gov), EnsemblMetazoa (https://metazoa.ensembl.org/
index.html), and the databases in the InterPro Consortium (https://www.ebi.ac.uk/interpro/).

The study reports phylogenetic analyses of previously published venom proteome-annotated transcriptome data from centipede
venom glands, supplemented by mapping of sequence data to the genome of Strigamia maritima, and descriptive statistics of GC
content of the sequence data.

The primary data used in the paper encompassed proteomic and transcriptomic venom data for nine species of centipedes that were
selected to represent all centipede orders.These data were previously published in Undheim et al. 2014, Mol. Biol. Evol. 31:
21-24-2148 and Jenner et al. 2019, Mol. Biol. Evol. 36: 2748-2763. The transcriptome data from Undheim et al. are available at the
National Center for Biotechnology Information (NCBI) under bioprojects PRJNA200639 [https://www.ncbi.nlm.nih.gov/bioproject/
PRJNA200639], PRJNA200641 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA200641], PRJNA200753 [https://
www.ncbi.nlm.nih.gov/bioproject/PRJNA200753], PRJNA200640 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA200640], and
PRJNA213032 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA213032], while individually curated sequences are available in the
Transcriptome Shotgun Assembly Sequence Database (https://www.ncbi.nlm.nih.gov/nuccore/) as GASI01000001–GASI01000195,
GASL01000001–GASL01000050, GASK01000001–GASK01000051, GASH01000001–GASH01000185, and GASR01000001–
GASR01000119. Undheim et al.’s proteomic evidence are available as supplementary files associated with the original publication.
The assembled transcriptomes from Jenner et al. are available via the Natural History Museum’s Data Portal (https://data.nhm.ac.uk/
dataset/evolution-of-centipede-venoms; last accessed 30 June 2020). 9), while the proteomic data are available in the
ProteomeXchange Consortium via the PRIDE partner repository with the data set identifier PXD013356 [https://www.ebi.ac.uk/pride/
archive/projects/PXD013356]. Our analyses further included sequences obtained from the following public sequence databases: NCBI
non-redundant (nr) database (https://www.ncbi.nlm.nih.gov), EnsemblMetazoa (https://metazoa.ensembl.org/index.html), and the
databases in the InterPro Consortium (https://www.ebi.ac.uk/interpro/). We also used a transcriptomic custom database that is
available in the NIRD Research Data Archive with identifier 10.11582/2020.00067 [https://l.antigena.com/l/-
XpFdcjUOuQ3kwVUGwNUCcawa65ouPHcGAU1UyZ4_G8tW7vXlL81qJ8DGsAVtkPIn4FKNoqN6enY799zIGURLtFK78EEeGN7Vjv6rkUj6Q
giCaGMuFn2wNUwN3avmVFclTjxYAKWjK8PqF7hKgWurRu8L2F61L~640JO9Vwr1vwCQm].

The number of datasets reflects the number of species sampled in these two previous studies. These species were chosen to
represent all major lineages of centipedes.

The primary data were collected for two previous studies: Undheim et al. 2014, Mol. Biol. Evol. 31: 21-24-2148 and Jenner et al.
2019, Mol. Biol. Evol. 36: 2748-2763. Information about data collection is included in these papers.

See Undheim et al. 2014, Mol. Biol. Evol. 31: 21-24-2148 and Jenner et al. 2019, Mol. Biol. Evol. 36: 2748-2763.

No data were excluded.

The results can be reproduced by accessing and re-analysing all the data used in this study. All the relevant data are publicly available




