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SUPPLEMENTARY APPENDIX



Online Supplementary Figure S1. Multiple sequence alignment of PHD2 homologs. The alignment starts from amino acid position 151 in human PHD2.
Vertebrate homologs across 46 species were extracted using the MULTIZ whole-genome multiple alignment algorithm1 implemented in the UCSC
Genome Browser.2 Invertebrate homologs were obtained using the FlyBase implemented InParanoid algorithm3 and a selection of bacterial sequences
were added. Species with large gaps were manually omitted. Subsequently, all sequences were realigned using the MAFFT multiple alignment tool with
an iterative refinement option incorporating local pairwise alignment information.4 Gaps of more than three positions introduced in vertebrate PHD2
homologs by alignment to distantly related invertebrate and bacterial sequences are labelled with " | " above the alignment. 
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