Supplementary

a: Actinomycetaceae
b: Actinomycetales

c: Rothia

d: Micrococcaceae

@: Micrococcales

f: Capnocytophaga

g: Streptococcus

h; Streptococcaceae

i: Lactobacillales

| Cupriavidus

k: Paraburkholderia

I: Ralstonia

m: Burkholderiaceae
n: Burkholdenales

o: Neisseria

p: Neisseriaceae

q: Netssenales

r: Acinetobacter

s: Moraxellaceae

t: Pseudomonas

u; Pseudomenadaceae
v: Pseudomonadales
w: Stenotrophomonas
x: Xanthomonadaceae
y: Xanthomonadales
z: Mycoplasma

al; Mycoplasmataceae
al: Mycoplasmatales
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Figure S1 LEfSe analysis of taxa in RMPP and NRMPP groups. The bar graph shows taxa that the LDA score over 2.0 and the cladograms
showing the differences in relative abundance of taxa at six levels, and the red and green circles mean differences in relative abundance and

yellow circles mean non-significant differences. LEfSe, Linear discriminant analysis Effect Size.
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VFGs

[l ABC transporter
[l ADP1_MYCPN adhesin P1
[ CARDS toxin
cytadherence accessory protein
elongation facter Tu
endopeptidase Clp ATP-binding
ferric siderophore ABC
flagellar biosynthesis sigma
. glycosyl transferase
[ Hemolysin
[T HspBO, 6OK heat shock protein
[ lipid transporter ATP-binding/permease
|| lipoate protein ligase
membrane protein
. Mg2+ transport protein
[ phosphomannomutase
[l Probable GTP pyrophosphokinase
[l RTX toxin transporter
B trifunctional thioredoxin/methionine sulfoxide
B type 11l secretion
B type six secretion
. UDP-galactopyranose mutase
. UDP-glucose 4-epimerase
B UDP-glucose pyrophosphorylase
B Unclassfied by VFDB

Figure S2 ARGs and VFGs shown on the draft genome of M. preumoniae. Tracks from outside to inside represent ARGs, genes on the plus

strand, genes on the negative strand, and guanine-cytosine skew, respectively. VFG colors indicate VFG type. ARGs, antibiotic resistance
genes; VFGs, virulence factor genes.
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ko00785: Lipoic_acid_metabolism

ko03030: DNA_replication

k000970: Aminoacyl_tRNA_biosynthesis
ko00051: Fructose_and_mannose_metabolism
ko02060: Phosphotransferase_system_PTS_
k003060 Protein_export

ko00053: Ascorbate_and_aldarate_metabolism
ko00030: Pentose_phosphate_pathway
ko03440: Homologous_recombination
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ko03420: Nucleotide_excision_repair
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Figure S3 LEfSe analysis of KEGG pathway among RMPP group. The bar graph shows KEGG pathways at level 3 that the LDA score

over 2.0. LEfSe, Linear discriminant analysis Effect Size; RMPP, refractory M. preumoniae pneumonia.
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