Whole-genome sequencing of Pseudomonas sihuiensis F3 and analysis of its genes related to lignin degradation
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Table S1 Fluorescent Quantitative PCR Primers
	Primer Name                                 Sequence (5'-3')

	 mqo-F
	 GGCGCCGAGGGTAGCTGC

	 mqo-R
	 CGCCGGTGACATGGCG

	 moxA-F
	 CGGCGGGCCGACCCC

	 moxA-R
	 GGCCACCGTGCCGGCT

	 16S rRNA-341F
	 CCTACGGGAGGCAGCAG

	 16S rRNA-534R
	 ATTACCGCGGCTGCTGG



Table S12 Genome assembly results for Pseudomonas sihuiensis   
	 Feature
	 Value

	 Genome size (bp)
	 5,163,010

	 Number of genes
	 4764

	 Gene total length (bp)
	 4,626,524

	 Gene length relative to genome (%)
	 89.61

	 GC%
	 62.75

	 Read length N50
	 7102

	 Mean read length
	 6793.63

	 Number of reads
	 256,767

	 sRNA
 23S rRNA
 5S rRNA
 16S rRNA
 tRNA
	 16
 4
 4
 4
 65


  


[image: Smooth rod-shaped, measuring 1–3 μm in length Pseudomonas sihuiensis]
Fig. S1 Morphology of strain F3 under scanning electron microscopy
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Figure S2 Whole-genome map of strain F3
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Fig S3 Genome GO database annotation analysis of strain F3
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Fig S4 Genome annotation analysis of strain F3 in the KEGG database
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Fig S5 Functional classification of the CAZy database for the F3 genome strain
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Figure S6 Gene set intersection analysis of Pseudomonas species
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Figure S7 Melting curve of real-time quantitative PCR
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