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SAG-Report

1 General statistics

Showing 110 2 of 2 entres

Genome quality is defil
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1.1 SAG summary table

® High ® Medium ¥ Low quality ® Comtaminated # Low Nevelty

Show 10rews * | | Copy | | csv
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1.1 SAG summary table

tRNAS.

Contaminated is defined as genomes with contamination == 10%

Show 10 rows ¥ Copy csv Excel Search:
# High # Medium #Low R # High #Low
# Contaminated #N/A
Sample ID # SAGs quality quality quality Novelty Novelty
SAGs Novelty
SAGs SAGs SAGs (»50%) (<=50%)
Al Al Al | [Al | (Al | [Al | (A | (Al Al
Sample001_sc 48 3. 22 18 5 2 39 2
Sample002_sc 48 7 24 " 6 1 39 2
Showing 1 to 2 of 2 entries Previous 1 Next

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

High quality 1s defined as genomes with completeness = 90%, contamination < 5%, presence of the 235, 165, and 55 rRNA genes and at least 18

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

Low quality is defined as genomes with completensess < 50%, 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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Taxon Sample001 Sample002
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2.1.5 SAG table

show 10rows v | | Copy || csV | | Excel

Genome ID C

Search.

Genome size

Sample001_sc-00035 98 49

Sample001_sc-00003 96.23

C i Novelty  Quality Nearest Reference

Taxonomy
[Mbp]

A Al

d__Bacteria p__Pseudomonadota
c__Gammaproteobacteria
124 0 High quality 33 GCF 67577451 o__Pseudomonadales
f__Moraxellaceae g__Acinetobacter
s__Acinetobacter radioresistens

d__Bacteria p__Bacillota c__Bacilli
o__Staphylococcales
033 0 High quality 232 GCF_0067422051 f__Staphylococcaceae
g__Staphylococcus

s_Staphylococcus epidermidis
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| Library of Medicine
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INCBI Datasets monomy  Genome

Genome assembly ASM674220v1

GCF_006742205.1
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Staphytococcus epidermidis
NBRC 100911

assembly from type material

enter, National Institute of Technology and

Genome ID

SAG %

Completeness

T hwEE (%)

Contamination
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Novelty
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Quality

SAG DOfaE (High, Medium, Low quality, Contamination)
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1 General statistics
2 Individual DATA
3 Information
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3 Information
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You can check detail manual from here
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