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eggNOG v3.0: orthologous groups covering 1133 organisms at 41 different taxonomic ranges.

187 Nucleic Acids Research, 2012, 40, D284-9

201 387
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Systems-wide Analysis of Serine ADP-Ribosylation Reveals Widespread Occurrence and
Site-Specific Overlap with Phosphorylation. Cell Reports, 2018, 24, 2493-2505.e4
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