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1.1 Isolate summary table

Show 10 rows ¥ Copy csv Excel Search
. ~ # Medium . . # High
# High quality ) # Low quality # Contaminated # Low Novelty
Sample ID # Isolates quality Novelty # N/A Novelty
Isolates Isolates Isolates (<=50%)
Isolates (=50%)
All Al All All All All All All All
Isolates 20 15 4 0 1 0 19 0
Showing 1 to 1 of 1 entries Previous 1 Next

Genome quality is defined by Bowers R, et. al_, Nat Biotechnol, 2017

High quality is defined as genomes with completeness > 90%, contamination < 5%, presence of the 235, 165, and 55 rRNA genes and at least 18 tRNAs
Medium quality is defined as genomes with completeness == 50%, contamination < 10%

Low quality is defined as genomes with completeness < 50%, contamination < 10%

Contaminated is defined as genomes with contamination >= 10%.

Novelty scores were calculated from ANI and Alignment Fraction (AF) in accordance with Neha J. Varghese, et. al., Nucleic Acids Research, 2015.
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1.5 lIsolate table

Show 10 rows ¥ Copy csv Excel

N Genome size
Genome ID Ci C Novelty  Quality Nearest Reference

[Mbp]
A All

Sample001_is 99.96 0.12 1317  High quality 509 F
Sample002_is 99.96 0.08 1317 High quality 518 GCF_003697165.2

Search
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d__Bacteria p__Pseudomonadota
¢__Gammaproteobacteria
o__Enterobacterales
f__Enterobacteriaceae g__Escherichia
s__Escherichia coli
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s__Escherichia coli
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