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1 General statistics

1.1 MGS summary table

Show 10 rows * Copy csv Excet Search
Sample ID Raw size Clean size Assembly size Numbcf of NSO [kbp) Number of !ha-nnoﬂ
[Gbp] Gbp) [Mbp] contigs. cDs index
A A Al Al | [Ai (A Al A
Sample001_mg 305 305 264 427409 0631 279115 125
Sample002_mg 318 28 %7 82081 313 79629 304
Showing 10 2 of 2 entnies. Previous 1 Next
1.2 Reads quality plot @
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1.3 Taxonomy plot

practive qime2 plot
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1.4 Taxonomy table @
1.4.1 Domain
& Download as CSV'
Search
Taxon Sample001_mg * Sample002_mg
UNCLASSIFIED %95 313
k_Bacteria 0511 688
k_Archaea 00124 0
1.4.2 Phylum
/& Download as CSV |
~~~~~~ n
Taxon Sample001_mg  Sample002_mg
k_Bacteria p_Firmicutes 0 35
k_Bacteria p_Bacteroidetes 0 25
k__Bactena p__Proteobacteria 0494 a7
k_Bacteria p_Actinobacteria 0017 462
k_Archaea p_Thaumarchaeota 00124 0

X575 ) hifstac

I BOHREHBROKRTY .

J—RamE

BUINEDT-AREOTOYRTY,

FifiBiRIOY

EMRROPIBICEDULEH LFEISTTY,

® O e e

RifRIBEHRT I

4

EVRFORPEBORTR AR FREEZETULERTT,



2.3. 2IILEMERILR—b

S IIBHERIR—-SEORETIBR. QRMFRIBRTBAINTVET.

2.2 Sample002_mg

2.21 stats

Total Reads

Total Reads Length
Clean Reads

Clean Reads Length
Total Assembly Length
# Contigs

NS0

#CDS

Shannon Index

21.1 Mreads
3.18 Gbp
20.7 Mreads
2.8 Gbp
96.7 Mbp
82981
3.13kbp
79629

3.043068

2.2.2 Taxonomy profile
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2 Individual DATA
2.1 Sample001
2.2 Sample002

3 Information

1 General statistics

2 Individual DATA

3 Information
3.1 How to use (General statistics)
3.2 How to use (Individual DATA)
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1.1 MGS summary table

Show 10 rows ¥ Copy csv Excel Search:
Sample ID Raw size Clean size  Assembly size Number of N50 [kbp] Number of Shannon
[Gbp] [Gbp] [Mbp] contigs cDs index

All | (Al | (Al | (Al | (Al | (AN | [Al | (Al

Sample001_mg 3.05 3.05 264 427409 0.631 279115 1.25

Sample002_mg 3.18 28 96.7 82981 3.13 79629 3.04
Showing 1 to 2 of 2 entries Previous 1 Next
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1.2 Reads quality plot

@ 6 Q4+ii0o DR X+ ea= @
Quality
W high quality
® M low quality
Sample001_mg- @

Sample002_mg-

1 2 3
Data Size [Gbp]

o -

IR (BfI: Gbp)

B4

IBEHNEI ST TRREINET,

Rl S@mE)-R (#R). KREY-RE)TeIENTVEY,
%A 5974 T IRVET B/ RILTT,

©® o6



4.3. RiRIBERIOYb

BRESNEEMRFOPILANIINTEBEDIUIIES LSBT STTY ., h—YIeTOvh EICEDE 3L,
H=VIIBEDT —FBEWRNTRENFET , £ E(CHB[interactive giime2 plotlzJUwI3 3L, &

D129307 1 TRR BRI OY MIFRENET .

1.3 Taxonomy plot
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1.4.2 Phylum
| & Download as CSV |
Search
Taxon Sample001 | Sample002
_mg _mg
k__Bacteria p__Firmicutes 0 35
k__Bacteria p__Bacteroidetes 0 245
k__Bacteria p__Proteobacteria 0.494 47
k__Bacteria p__Actinobacteria 0.017 4.62
k__Archaea p__Thaumarchaeota 0.0124 0
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5.1. #rEtBEk

BUINEDT - ImBERENTRRENFT

2.2.1 stats

Total Reads

Total Reads Length
Clean Reads

Clean Reads Length
Total Assembly Length
# Contigs

NSO

# CDS

Shannon Index

21.1 Mreads
3.18 Gbp
20.7 Mreads
2.8 Gbp
96.7 Mbp
82981
3.13kbp
79629

3.043068
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2.2.2 Taxonomy profile
EYRFEOPI(Phylum)TEICES
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6. Information

5% help BIHNRRENET . AVZ217IUEEHINTOWSER S EZHRTEET T,

1 General statistics
2 Individual DATA
3 Information
3.1 How to use (General statistics) -
3 Information

3.2 How to use (Individual DATA)

3.3 bitBiome .
You can check detail manual from here

3.1 How to use (General statistics)
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