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Escherichia coli (E. coli), Salmonella, Shigella
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Colonies of P. stuartii on (A) MacConkey agar and (B) Salmonella-Shigella agar plates

Whole genome plot of Providencia stuartii.




DNA Metagenomics
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Agroscoiogical region
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Prevalence of Nitrogen Fixing Bacteria in 29 Agroecological Zones of Bangladesh

Enterobacter
Pseudomonas
Acinetobacter
Burkhoideria
Rhizobium
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Kosakonia
Ralsionia
Herbaspirilum
‘Stenoircghomanas
Paniea
Paraburkholdenia
Bacillus
Asromonas

Others
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Number of Genes
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MAS (Motile Aeromonas Septicemia)

Aeromonas hydrophila

genome sequence
(virulent genes)
Aeromonas hydrophila
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Energy production and conversion
Gl ¢ycl contrl, cel division, chromosome partitoning

(G) Carbohydrate transport and metabolism
transport and metabolism

1) Lipid transport and metabolism

Yr?;‘slaxm. ribosomal structure and biogenesis.
) Transorpton
(L) Replication, recombination and repair
M) Cell wal/membrane/envelope biogenesis
gj) 9?:“ m::\: y tional modificatior chaperones

stiransiat n, protein turmover,
and metabolsm

P norgaricion
A tes biosyntnesis, transport and catabolism
(R) General function prediction only

Signal ransducton mechanisms
) Intracellular trafficking, secretion, and vesicular transport

) Extracelular structures
Mobilome: prophages, ransposons
Y) Nuclear stucture

2) Cytosseleton
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Expression vector

Bacillus subtilis

E. coli system
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Fig: Restriction digestion of Bacillus subtilis S108
purified plasmid
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MALDI-TOF MS
(
) ,

Limosilactobacillus fermentum, Lactobacillus plantarum, Kluyveromyces
marxianus, Weissella confusa, Bacillus subtilis, and Pichia kudriavzevii.
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Missense SNP

, CRISPR/Cas9
gRNA-tRNA

processing unit

, COVID-19

SARS-CoV-2 COVID-19
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Crispr-Cas Gnla
gRNA
pRGEB32 vector
(trnT-trnL, rbcl and ITS2)

() Crispr-Cas GnlBaD_74

18



Tissue culture independent transformation (In planta)
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leaf spot ;
- sSHSP ;
Hepatitis B virus ~ Whole Genome Sequencing

Campylobacter campy NIBase
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Training on Basic Biotechnology
/ /

‘Training on Bioinformatics for Biotechnology Research’

Advanced Training on Biotechnology
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