
Biotechnological key genes of Rhodococcus erythropolis MGMM8 genome: Genes for bioremediation, antibiotics, 

plant protection, and growth stimulation 

Daniel Mawuena Afordoanyi1, 2*, Yaw Abayie Akosah3*,  Lidiya Shnakhova4, Keremli Saparmyradov1 Elena Shulga1 ,Roderic Gilles Claret Diabankana1 and 

Shamil Validov 1 

1 Laboratory of Molecular Genetics and Microbiology Methods, Kazan Scientific Center of Russian Academy of Sciences, 420111 Kazan, Russia. 
2 Tatar Scientific Research Institute of Agricultural Chemistry and Soil Science, FRC Kazan Scientific Center, Russian Academy of Sciences, 420111 Kazan, Russia. 
3 Department of Molecular Pathobiology, New York University College of Dentistry, New York, NY 10010, USA.   
4 Dermatology Department, I.M. Sechenov First Moscow State Medical University (Sechenov University), Moscow, Russia. 

* Correspondence: d.afordoanyi@knc.ru; r.diabankana@knc.ru 

 

 

 

 

 

 

 

 

 

 

 

 

 

mailto:d.afordoanyi@knc.ru


A. MGMM8 

 

 

 

 



 

B. JCM2895 

 

 



 

 

C. X5 

 

 



 

D. D310-1 

 

 

 



E. CCM2595 

 

Figure S1. AntiSMASH results for the prediction of secondary metabolites cluster genes of R. erythropolis MGMM8 (A), JCM2895 (B), X5(C), D310-

1(D), and CCM2595 (E) core genomes.  
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Figure S2. Antibiotic resistance genes harbored in the core genomes of R. erythropolis MGMM8 (A), JCM2895 (B), X5 (C), D310-1 (D), CCM2595 (E).  

 



 

Figure S3. Percentage identity on the extra features of the KnownClusterBlast feature for Terpene type carotenoid on antiSMAH 7.0.1 

 



 

Figure S4. Identified biosynthetic gene cluster of Streptomyces avermitilis Terpene type carotenoid the Minimum Information about a 

Biosynthetic Gene cluster (MIBiG) database predicted for R. erythtropolis MGMM8 on the antiSMAH 7.0.1 server. 

 



 

Figure S5. Percentage identity for the ClusterBlast feature for Terpene type carotenoid on antiSMAH 7.0.1 with 100% identity to strains of 

Rhodococcus spp. 

 


