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Figure S1. MCD assay: monochlorodimedon is halogenated to obtain
dichlorodimedone if X*=CI* or bromochlorodimedon if X*= Br".
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1. Vanadium-dependent_haloperoxidase_Zobelia_galactanivorans = - Be-Pevyr HsS SBA S LTE - -----Q0A . A Ili HYR
2. Vanadium-dependent_bromoperoxidase_Coralina_piulifera S HEBEY HA A TILKAF «f===e-e-- KLA AIGRN HY
3. Vanadium-dependent_bromoperoxidase_Ascophylum_nodosum ; S |IBI T H [BERY [P HATONGBA TVLKAL Ifeeece-- KLA A RQ HYR
4. Vanadium-dependent_bromoperoxidase Coralina_officinalis SIB - HBEY H A A T LKAT - === KLA AIGR HY
S. Vanadium_chloroperoxidase_Curvularia_inaequalis -PP P YP HAT A Q RR HFDS EL NA ISR HWR
6. ATP_diphosphohydrolase_apyrase_Shigella_flexneri = - - - - - YP HAS WA LAE -§------ RR ESR HwaQ
7. Acid_phosphatase_Saimonella_typhimurkm | - - - - - IY P H T ST LSQA -} -===-- RR oSR HwQ

Figure S2. Alignment between vHPOs (fungi, algae, and bacteria) and bacterial acid
phosphatases PAP2.
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Figure S3. Summary of all putative sequences of fungal halogenation enzymes
detected in both UniProt and MycoCosm databases. Distribution of all the detected
sequences is found in each pie chart. The number of genomes for each phylogenetic
branch available on MycoCosm database is given in the grey under each fungal
division. The number of sequences found in each database in January 2022 is indicated
next to the caption in the summary part. All described enzymes are presented in the
rectangle boxes in front of the corresponding fungal division.



