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We selected activated sludge with relativelﬁ high Patescibacteria abundance,
extracted DNA from activated sludge samples, and reconstructed 10 high-quality Patescibacteria
genomes by metagenomic analysis. Furthermore, the full length of the 16S rRNA gene sequence in the
Patescibacteria genome was extracted, and fluorescent in situ hybridization (FISH) probes specific
for Patescibacteria were successfully designed using the phylogenetic tree generation software ARB.
by FISH method. The results suggest that bacterial cells in the phylum BD1-5 exist near the cells

hybridized with Zoogloea spp. present in activated sludge, suggesting that they have established a
parasitic-symbiotic relationship.
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115, Z O, —EHME#ERZICH CPR MBI RN T T4 ~—F v FZHWCTEE PCR
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L—2r v A% T Patescibacteria DIFAERDOHEE 21772\ FAXFAER 0.1 %L ED OTU % %f
GUTET Y RN CRIBEBESR 2 HEH L 7=, Tllumina ££0 HiSeq X 35 & O, Pacific Biosciences £E0
PacBio Sequel 11IZ & > T DNA Wi 77> B FHT S AV EBLAT — % 2 T A X 57 ) WRNT 54T
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0. FEFITEWEIA TEEL TV, 16S rRNA #5112 & 5 MIE OB OfE R, L5 LT
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(% 2), 16STRNA i#{5 175 HHASI, HHAS9, HHASI0 (4> 7L 2 T 5 L TV skt o
Saccharimonadia B X OFREAD % 5 Parcubacteria & Gracilibacteria & IEFI\Ti%THY . [6—D
FECTH D AHEMEDR BN T & D3R T & 72, HHASI |45 ERBE T C N-acetylglucosamine % H{ V) jA
TeZ EMTARREND, F7= HHASY 77 Chitinase, Thermoanaerobaculaceae 73 beta-N-hexosamidase
FEFOZ LT ) ADHRER S Z &5 Chitin LS & T A EEY O RE T a0 — BN REIFT
‘3" 710 \ 0) ElE. SRRMED Saccharimonadia 7 N-acetylglucosamine % BV 5ATe Z & 23 CTE B0k
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Saccharimonadia| 0.9985 | 0.0351
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D Taxonomy (,om;()i/i;eness Conla(rzz;]auon No.contigs B(y;\r:lbs;z)e
31 HHASI |Saccharimonadia 88.4 0 3 0.91
HHAS?2 |Saccharimonadia 97.7 0 3 0.83
o 4 HHAS3 |Saccharimonadia 93.0 0 2 1.00
HHAS4 |Saccharimonadia 90.7 0 3 0.73
1 2 o 3 HHASS |Saccharimonadia 88.4 0 6 0.71
-H- > 7 1% HHASG6 | Parcubacteria 90.7 0 8 0.53
HHAS7 | Parcubacteria 62.8 0 2 0.60
X 1 Patescibacteria DIFEIEEIS HHASS | Parcubacteria 90.7 0 5 0.60
HHAS9 | Parcubacteria 79.1 0 6 0.96
HHASI0 | Gracilibacteria 97.7 0 3 1.30
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