Pseudomonas aeruginosa strain isol7 16S ribosomal RNA gene, partial sequence
Sequence ID: PX456177.1 Length: 1428 Number of Matches: 1

Range 1: 45 to 1414 GenBank Graphics
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Fig. S3. NCBI BLAST alignment of the 16S rRNA gene sequence of strain P1202. The query
sequence corresponds to the 16S rRNA gene of strain P1202, and the subject (Sbjct) sequence
corresponds to the 16S rRNA gene of Pseudomonas aeruginosa strain isol7. The two
sequences showed 100% sequence identity.



