Figure Legends:

Figure 1.  Resistance and virulence characteristics of P. mendocina strain and the reference

strain.(a) Serum resistance levels of P. mendocina strain versus control strain. P. mendocina strain exhibited a serum resistance rate of 13.125%，while the serum resistance rate of the standard strain ATCC19606 was 28.08%. Further statistical analysis showed that the difference in serum resistance between the two groups was statistically significant (P<0.005). (b) Biofilm formation ability of P. mendocina strain versus control strain. (c) P. mendocina strain and Escherichia coli were plasmid spliced, and then the NDM-1 gene was verified separately. Agarose gel electrophoresis lanes 1, 2, and 7 indicate P. mendocina strain (PM005238)，EC600, and spliceon EC600-PM005238, respectively. From the lane, it can be seen that PM005238, EC600-PM005238 were positive for NDM-1 gene and EC600 did not carry NDM-1 gene.This AGAR gel plot was cropped by Image Lab,and the complete gel is shown in Supplementary Figure S4.
Figure 2. Drug resistance characteristics of Pseudomonas Mendoza. 
Figure S1.COG function classification.In the genome of Pseudomonas Mendoza, different genes can dominate a variety of different functions, such as energy production and conversion, cell cycle control, cell division, amino acid transport and metabolism. 

Figure S2.KEGG function classification.Pseudomonas Mendoza contains different genes, and different genes can dominate a variety of different functions.

Figure S3.The outermost circle is the position coordinate of genome sequence. From the outside to the inside, the coding gene, gene function annotation result, ncRNA, and genome GC content are respectively: The window (chromosome length /1000) bp and step (chromosome length /1000) bp were used to calculate GC content.

Figure S4.Agarose gel electrophoresis lanes 1, 2, and 7 indicate P. mendocina strain (PM005238)，EC600, and spliceon EC600-PM005238, respectively. 
Table Legends:

Table 1. Antibiotic susceptibility of P. mendocina strain and zygomycetes（EC600-PM005238）

Table 2. General characteristics of the genome of P. mendocina strain
Table S1. Generic parameters of the P. mendocina strain genomes.LTR: long terminal repeat; DNA: DNA transposon; LINE: long scattered repetitive sequence; SINE: short scattered repeats; RC: Rolling circle.

Table S2. Methylation modification sites.Type: Type of modification sites, Number: Number of modification sites, Percent%: percentage of modification sites in all. GR(%) : number of different methylation types on gene regions, IGR(%) : number of different methylation types on intergenic regions, Modified_base: unknown methylation types.

