Table S1. PRC2 core components in different species

(Abbreviations: E(z) - Enhancer of zeste, Su(z)12 - Suppressor of zeste 12, ESC - Extra sex combs, Nurf55 - Nucleosome remodelling factor (also called p55),
MSI - Multicopy Suppressor of IRA, MEZ - Maize Enhancer of zeste-like, CLF - CURLY LEAF, SWN - SWINGER, MEA -MEDEA, EMF2 - EMBRYONIC FLOWER 2,
FIS2 - FERTILIZATION INDEPENDENT SEED 2, VRN2 - VERNALIZATION 2, FIE- FERTILIZATION INDEPENDENT ENDOSPERM, ESCL - ESC-like, MES- Maternal-
Effect sterile, RBBP- Retinoblastoma Binding Protein, RbAp-Retinoblastoma Associated protein CAF1 - Chromatin Assembly Factor 1, NPF -
Neurospora homolog of Drosophila P55 and mammalian P48.). Percentage identity/similarity (based on EMBOSS Needle[1]) to the Drosophila
melanogaster PRC2 subunits are given in brackets (only full-length sequences available in the NCBI GenBank were used).
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. ) ] EED p55
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Insecta/ . E(z) Su(z)12 Esc/Escl p55 (Nurf55)
insects Drosophila melanogaster (100/100) (100/100) (100/100) (100/100) [39-41]
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reptiles (green anole/chameleon) (52.1/62.2) (26.1/38.2) (46.4/63.9)
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EZH2 (54.3/64.4) (28.3/42.0) (48.2/66.7) (87.5/93.5) ’
Table S2. A general overview at the distribution of H3K27me3 and its putative functions across various studied species.
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Angiosperms -Eudicot | Arabidopsis thaliana ( : ) me sp!'ea Ing Into
H3K9me2-regions upon
DNA demethylation




Animalia/animals

Insecta/insects

Drosophila melanogaster

independent from DNA
methylation.
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(]
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queenslandica
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between H3K27me3 and
H3K36me2/3 (De et al.,
2020)

X-chromosome, H3K27me3 levels | H3K9me3-marked Germline development, repression of X- [43,70-72]
are higher on arm regions chromatin coincides with | chromosome
compared to the centre H3K27me3.Antagonistic
relationship between
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Nematoda/nematodes | Caenorhabditis elegans

Genes, telomeres (Broad H3K27me3 and H3K9me3 | Developmental gene regulation [73,74]

Mammalia/mammals Mus musculus, domains (~43kb)) distributions are mutually
Homo sapiens exclusive.
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