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Figure S1. Sequencing depth distribution histogram and genome-wide profile.

Sequencing depth distribution histogram presenting density distribution of HiFi reads
(A) and short paired end reads (C). Genome-wide sequencing depth profile presenting
depth track along chromosomal coordinates for Hifi reads (B) and short paired-end
reads (D).



Gene organization of RAGE loci with canonical features in HMU_001

HMU_001_RAGE_003 -

HMU_001_RAGE_004 D) /YD Py W | D (mH-4
HMU_001_RAGE_007 T

HMU_001_RAGE_008 N

HMU_001_RAGE_011 NI RNy

HMUOOLFAGE DT i IS 4 4 @ 3
HMU_001_RAGE_022 [T

HIUL_001_RAGE 028 i S D -4 410

HMU_001_RAGE_025 P Gene
HMU_001_RAGE_027 PN 44 { B integrase
HMU_001_RAGE_029 TR > (EVED ) B GEEEY 4 YDH)HE B 4 4 W e
HMU_001_RAGE_032 PR DD LRI PP A4 EHH » [ ] ::::::S:::scriphse
HMU 001 RAGE 033 T P (DR 44 EEEEEY () ¢ Cargo gene
HMU_001_RAGE 037 PSS-S PP B Hypotnetical protein
HMU_001_RAGE_040 erareTn m

HMU_001_RAGE_042 .»»’ m«'
HMU_001_RAGE_046 .m m .. » .‘-. '.‘

HMU_001_RAGE_047 Bh D) PPHED D aEam)d ) b
HMU_001_RAGE 060 FHADDI-DHED I I
HMU_001_RAGE_061 INTTREPPEINS )
HML_001_RAGE_062 BHHMD BED)PED B 4N aE.) =
HMU_001_RAGE_072 PRI -hip
0 20000 40000 60000 {bp)

Figure S2. Gene organization of RAGE loci with canonical features in HMU_001.

Twenty-two RAGE loci that retain recognizable canonical components, including an
integrase, tra/trb genes, and associated mobile-element and cargo genes. Arrows

represent genes and are colored by module as in Figure 3D.
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Figure S3. Phylogenetic relationships inferred from partial #sa56 sequences.

Maximum-likelihood tree based on a partial zsa56 alignment. Strains with complete
genomes are marked with red circles, and HMU 001 is indicated by a red star.
Colored bars indicate major tsa56 genotype groups.



