Genomic and phenotypic analysis of a novel clinical isolate of

Corynebacterium pyruviciproducens

Jiaqi Wang!?, Jiajia Feng®, Wei Jia*, Tingxun Yuan'?, Xinyu He'?, Qiangian Wu®, Fujun Peng®, Wei

Gao’, Zhongfa Yang®, Yuanyong Tao>", Qian Li **

!School of Medical Laboratory, Weifang Medical University, Weifang, Shandong 261053, PR China
Engineering Research Institute of Precision Medicine Innovation and Transformation of Infections
Diseases, Weifang Medical University, Weifang, Shandong 261053, PR China

3Clinical Laboratory, Weifang Maternal and Child Health Care Hospital, Weifang, Shandong 261011, PR
China

“Clinical Laboratory, Weifang People’s Hospital, Weifang, Shandong 261000, PR China

SClinical Laboratory, the Affiliated Hospital of Weifang Medical University, Weifang 261031, PR China
®School of Basic Medical Sciences, Weifang Medical University, Weifang, China

"Key Lab for Immunology in Universities of Shandong Province, Weifang Medical University, Weifang,

Shandong 261053, PR China

*Corresponding authors:
Yuanyong Tao, Email: taoyuanyong@163.com.

Qian Li, Email: ligian@wfmc.edu.cn.



https://orcid.org/0000-0003-4259-4153
https://orcid.org/my-orcid?orcid=0000-0002-7296-6248
mailto:taoyuanyong@163.com
https://orcid.org/0000-0002-7296-6248
mailto:liqian@wfmc.edu.cn

Supplementary figure 3

A Nr Homol Species Distri

Corynebacterium pyruviciproducens[85.71%)]
Corynebacterium glucuronolyticum[4.34%)]
Corynebacterium[3.10%)]

Corynebacterium sp.[2.19%)]
Streptococcus sp.[0.88%)]
Corynebacterium striatum[0.44%]
Corynebacterium aurimucosum([0.36%)
Actinomyces sp.[0.16%]

Cutibacterium acnes[0.16%)]
Actinobacteria[0.16%)]

Other[2.51%]

00O EEONENE

eggNOG Function Classification of Consensus Sequence

I A: RNA processing and modification [1~0.05%]
[ B: Chromatin structure and dynamics [0~0%]
M C: Energy production and conversion [107~5.31%]
300 - [ D: Cell cycle control, cell division, chromosome partitioning [20~0.99%]

I E: Amino acid transport and metabolism [163~8.09%]
M F: Nucleotide transport and metabolism [63~3.13%)
I G: Carbohydrate transport and metabolism [141~7%)]
B H: Coenzyme transport and metabolism [81~4.02%]
W I Lipid transport and metabolism [47~2.33%)]
muT { i structure and is [139~6.9%)]

> 200 B K: Transcription [114~5.66%]

S M L: Replication, recombination and repair [199~9.88%)]

:’.)- B M: Cell wal/membrane/envelope biogenesis [93~4.62%]

i W N: Cell motility [0~0%]
[l O: Posttranslational modification, protein turnover, chaperones [79~3.92%]
[l P:Inorganic ion transport and metabolism [149~7.4%]

100~ maQ y ites bi is, transport and lism [29~1.44%)]
B R: General function prediction only [149~7.4%]
I S: Function unknown [336~16.68%]
W T: Signal transduction mechanisms [42~2.09%]
I U: Intracellular trafficking, secretion, and vesicular transport [20~0.99%)]
I I W V: Defense mechanisms [42~2.09%]
ol . I . W W: Extracellular structures [0~0%]
W Y: Nuclear structure [0~0%]
ABCDEFGHIT JKLMNOPGRS ST UV WY zZ B ZCyoskeleton [0-0%]

Function Class

Fig. S3. Genome annotation of C. pyruviciproducens strain WYJY-01. (A) The species distribution map
of the gene sequence alignment of strain WYJY-01 was plotted against the Nr database. (B) Gene

functions of the genome of strain WYJY-01 were classified by alignment to the eggNOG database.



