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Ichthyobacterium seriolicida (WP_096685045.1)

Alistipes indistinctus (�WP_009133511.1)

Crocinitomicaceae bacterium TMED114 (OUV55057.1)

Halogranum gelatinilyticum (WP_089697618.1)
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Figure 2 - figure supplement 1.  Phylogenetic placement of HU proteins attributed to halophilic archaea.
The phylogenetic tree shown is an excerpt of the protein-level HU family tree shown in Figure 2, focussing on sequences from
halophilic archaea (orange), which cluster mainly with sequences of bacteria from the phylum Bacteroidetes (grey). As is true
for the majority of the HU protein tree, deeper ancestral relationships are poorly resolved. 


