The flow chart of identifying pathogenic bacteria

Isolating and cultureing pathogenic bacteria

.

[ Extracting genome ]

[ Amplifing genome (PCR) ]

}

[ Gene sequencing ]

:

Alignmenting gene sequence

Gene sequence alignment website:
https://blast.ncbi.nlm.nih.gov/Blast.cgi?PROGRAM=blastn&PAGE_TYPE=BlastSearch&LINK_L
OC=blasthome

GBS sequence
AGGGGGGGGGTAACGGCGATTACTAGCGATTCCGACTTCATGTAGGCGAGTTGCAGCCTACAA
TCCGAACTGAGATTGGCTTTAAGAGATTAGCTTGCCGTCACCGGCTTGCGACTCGTTGTACCAA
CCATTGTAGCACGTGTGTAGCCCAGGTCATAAGGGGCATGATGATTTGACGTCATCCCCACCTT
CCTCCGGTTTATTACCGGCAGTCTCGCTAGAGTGCCCAACTTAATGATGGCAACTAACAATAGG
GGTTGCGCTCGTTGCGGGACTTAACCCAACATCTCACGACACGAGCTGACGACAACCATGCAC
CACCTGTCACTTCTGCTCCGAAGAGAAAGCCTATCTCTAGGCCGGTCAGAAGGATGTCAAGACC
TGGTAAGGTTCTTCGCGTTGCTTCGAATTAAACCACATGCTCCACCGCTTGTGCGGGCCCCLGTC
AATTCCTTTGAGTTTCAACCTTGCGGTCGTACTCCCCAGGCGGAGTGCTTAATGCGTTAGCTGCG
GCACTAAGCCCCGGAAAGGGCCTAACACCTAGCACTCATCGTTTACGGCGTGGACTACCAGGG
TATCTAATCCTGTTTGCTCCCCACGCTTTCGAGCCTCAGCGTCAGTTACAGACCAGAGAGCCGCT
TTCGCCACCGGTGTTCCTCCATATATCTACGCATTTCACCGCTACACATGGAATTCCACTCTCCC
CTTCTGCACTCAAGTCCTCCAGTTTCCAAAGCGTACAATGGTTAAGCCACTGCCTTTAACTTCAG
ACTTAAAGAACCGCCTGCGCTCGCTTTACGCCCAATAAATCCGGACAACGCTCGGGACCTACGT
ATTACCGCGGCTGCTGGCACGTAGTTAGCCGTCCCTTTCTGGTTAGTTACCGTCACTTGGTAGAT
TTTCCACTCCTACCAACGTTCTTCTCTAACAACAGAGCTTTACGATCCGAAAACCTTCTTC
ACTCACGCGGCGTTGCTCGGTCAGACTTCCGTCCATTGCCGAAGATTCCCTACTGCTGCCTCCC
GTAGGAGTCTGGGCCGTGTCTCAGTCCCAGTGTGGCCGATCACCCTCTCAGGTCGGCTATGTAT
CGTCGCCTTGGTGAGCCTTTACCTCACCAACTAGCTAATACAACGCAGGTCCATCTCACAGTGA


https://blast.ncbi.nlm.nih.gov/Blast.cgi?PROGRAM=blastn&PAGE_TYPE=BlastSearch&LINK_LOC=blasthome
https://blast.ncbi.nlm.nih.gov/Blast.cgi?PROGRAM=blastn&PAGE_TYPE=BlastSearch&LINK_LOC=blasthome

AGCAATTGCTCCTTTTAAATAACTAACATGTGTTAATTACTCTTATGCGGTATTAGCTATCGTTTC
CAATAGTTATCCCCCGCTATGAGGCAGGTTACCTACGCGTTACTCACCCGTTCGCAACTCAT
CAGTCTAGTGTAAACACCAAACATCAGCGTTCTACTGCATGTATAGCCCCCTCC
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BLAST @ » blastn suite Home Recel

Standard Nucleotide BLAST

m blasip blastx thlastn thlastx

BLASTN programs search nucleotide databases using a nucleotide qu

Enter Query Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) @ Clear Query subrange @

AGGGGGEGGEGETAACGGCGATTACTAGCGATTCCGACTTCATGTAGGCGAGTTGCAG &
CCTACAATCCGAACTGAGATTGGC From |:|
TTTAAGAGATTAGCTTGCCGTCACCGGCTTGCGACTCGTTGTACCAACCATTGTAGCA

COTGTGTAGCCCAGGTCATAAG v T I:l
GGGCATGATGATTTGACGTCATCCCCACCTTCCTCCGGTTTATTACCGGCAGTCTCGE A|
Or, upload file T | SRR o

Job Title | |

Enter a descriptive title for your BLAST search @

|_| Align two or more sequences @

Choose Search Set
Database (") standard databases (nr etc.):@ rRNA/TS databases (| Genomic + transcript databases [ ) Betacoronavirus

¢| 165 ribosomal RMA sequences (Bacteria and Archasa) W |O

Targeted Loci Project Information

Organism —
Optional | ||| exciuce

Enter organism commeon name, binomial, or tax id. Only 20 top taxa will be shown @

E’;‘;:gﬁ:l |_| Models (XM/XP) |_| Unculturedfenvironmental sample sequences

Limit to -
Sequences from type material
Optional |—| a yp

Entrez Query |
Optional Yosll[D Creai

Enter an Entrez query to limit search @

Program Selection
Optimize for @ Highly similar sequences (megablast)
More dissimilar sequences (disconfiguous megablast)
Somewhat similar sequences (blastn)

Choose a BLAST algorithm @



