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- PGAP file

= PGAP file ( 515_contigs__1_00000
000 bgpipe.output_11484.5gn, 51
S_contigs__1_00000000_bgpipe.ou
tput_11484 gb )

- PGAP file

= PGAP file ( 516_contigs__1_00000
000 .bgpipe.output_158335.sqn, 51
6_contigs__1_00000000_bgpipe.ou
tput_15835.gb )

= PGAP file

- PGAP file ( 514_contigs__1_00000
000 bgpipe output_12300.sgn, 51
4_contigs__1_00000000 bgpipe.ou
tput_12300.gb )

« PGAP file

+ PGAP file ( 511_contigs__1_00000
000 bgpipe.output_7588.sgn. S11_
contigs__1_00000000_bgpipe.outp
ut_7588.gb )

- PGAP file

« PGAP file ( 512_contigs00000000.
bgpipe.output_62042.5qn, $12_co
ntigs00000000_bgpipe_cutput_629
42gb)

= PGAP file

« PGAP file ( 513_contigs__1_00000
000 bgpipe_output_17990.sgn, 51
3_contigs__1_00000000.bgpipe.ou
tput_17990 gb )

& may_soliman79

Genome Accession
JBDLOYOOO0000000

JBDLOXO000000000

JEDLOWOOO000000

JBOLOVO00000000

JBOLOUO0O0000000

JBDLOTOO0000000













16S metagenomics report of NTM isolate identifies as M. neworleansense

165 Metagenomics Report | IU mina

Top Species Classification Results

Classification Number of Reads | % Total Reads
Unclassified at Species level 142,035 67.88 %
Mycobacterium neworleansense | 45,236 21.62 %
Mycobacterium novocastrense | 13,771 6.58 %
Mycobacterium pinnipedii 2,564 1.23 %
Acinetobacter baumannii 832 0.40 %
Streptococcus tigurinus 305 0.15 %
Acinetobacter gerneri 297 0.14 %
Escherichia albertii 290 0.14 %

Total Species-level Taxonomic Categories Identified: 394. This table shows the top 8 of 394 classifications.

Note: The "Other" category in this pie chart is the sum of all classifications with less than 3.5% abundance.
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