GCA 003559395.1: Candidatus Diapherotrites archaeon
GCA 002779075.1: Candidatus Diapherotrites archason CG08_land 8 20 14 0 20 30 16
GCA 002778895.1: Candidatus Diapherotrites archason CG09 land 8 20 14 0 10 32 12
GCA 003661685.1: Candidatus Diapherotrites archaeon
GCA D02779065.1: Candidatus Diapherotrites archaeon CG08_land_8 20 14 0 20 34 12
GCA 0036561665.1; Candidatus Diapherotites archaeon
GCA D03556695.1, Candidatus Diapherotrites archason
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[ GCA D00402355.1: Candidatus lainarchaeum andersonii SCGC AAA011-E11

GCA 002762975.1: Candidatus Diapherotrites archaeon CG11_big_fil rev 8 21 14 0 20 37 9
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| GCA 002499505.1: Candidatus Diapherotrites archaeon UBA493
GCA 002687735.1: Candidatus Diapherotrites archaeon
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Figue S1. Phylogenetic analyses of bin.150 and some other Candidatus Diapherotrites archaeon
reference genomes downloaded from ncbi database. A FastTree approximate  maximum-likelihood
phylogenetic tree was built using 15 conserved ribosomalprotein.
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Figure S2. Phylogenetic analyses of 1070 bacterial isolates from the hadal sediment based on the 16S rRNA sequence with the
FastTree. The color bar represents order level.
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Figure S3. Phylogenetic analysis of Caudovirales based on TerL using the maximum likelihood algorithm. Reference viral sequences
from NCBI are colored in black. Scale bar, one amino acid substitution per site.



MT20_Y1 Aspergillus sp.

MT20_X2 Penicillium sp.

MT20_8 Microascus sp.

MT19_20 Onygenales sp.

MT19_17 Cladosporium sp.

Figure S4. Culture of fungi under elevated hydrostatic pressure.

A) High pressure cultivation systerm.

B) Nineteen fungi isolated from the Challenger Deep sediment, which were tested
to be viable to grow on plates after subjecting to high hydrostatic pressure (100
MPa) for fourteen days. Isolate names are listed on bottom.



