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Figure S1. The overlap of known AT, AP and NE proteins for each model organism. The results in 8 organisms, including H. sapiens, M. musculus, R. norvegicus, D. rerio, C. elegans, D. melanogaster, S. cerevisiae and A. thaliana were shown, respectively. 

Figure S2. The comparison of THANATOS with other existing resources. In the introduction, we used the numbers of collected proteins for the 8 public databases described in original literature. However, most of databases were updated after the publication, and here we directly counted the protein numbers from downloaded files of the databases. (A) The numbers of mutually collected proteins in 8 public databases. In total, there were 2, 11, 45, 138, 729 and 5,625 proteins simultaneously collected in 6, 5, 4, 3, 2 and 1 databases, respectively. No proteins were mutually collected in 7 or all databases. (B) The overlap of collected data between THANATOS and each of the 8 databases. i. The number of proteins collected in the corresponding database; ii. The number of proteins in the public databases that can also be found in THANATOS. 

Figure S3. THANATOS can be browsed by 2 options, including (A) browse by process and (B) browse by species. 

Table S1. The statistics of experimentally identified AT, AP and NE proteins. The data set was manually collected from the literature and integrated in THANATOS database. i. +, positive regulation; ii. -, negative regulation; iii. Pro., the number of proteins; iv. Total, the total number of AT, AP and/or NE proteins in each species. 

Table S2. The numbers of experimentally or computationally identified proteins across 164 eukaryotes in the THANATOS 1.0 database. The 8 model organisms are marked with a gray background, while the numbers in parentheses indicate the number of known proteins.

Table S3. The PPI data set. The known and precalculated PPIs were obtained and integrated from a number of public databases, such as I2D, IntAct and MINT, for 6 model species including H. sapiens, M. musculus, R. norvegicus, D. melanogaster, C. elegans and S. cerevisiae. 

Table S4. The summarization of PTM sites that were mapped to AT proteins.

Table S5. The curated ATG genes. The known ATG genes were manually curated from the literature and public databases such as HUGO Gene Nomenclature Committee (HGNC, http://www.genenames.org/) and UniProt in 8 model organisms, including S. cerevisiae, H. sapiens, M. musculus, R. norvegicus, D. rerio, D. melanogaster, C. elegans, and A. thaliana. 

Table S6. The most significant KEGG pathways of known human AT proteins. The hypergeometric distribution was adopted, and the threshold was selected with a P value < 1E-12.

Table S7. All human AT genes with a mutation frequency of ≥ 5% in prostate cancer and pancreatic adenocarcinoma, respectively. The ATG genes are marked in gray background.

Table S8. The enrichment analysis of protein kinases, phosphatases and UUCD enzymes for human AT proteins. i. Hit, the number of mapped PTM regulators; ii. Total, the number of total proteins.

Table S9. The enrichment analysis of PTM substrates in human AT proteins. i. Sub., the number of substrates.

Table S10. A comparison of annotations between known human proteins and their potential orthologs in other species. Proteins with inconsistent annotations in different organisms are shown in red. 
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