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UR MICROBIAL PLANET

Think microbes are bad guys? Think again.
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16S rRNA gene amplicon sequencing analysis

(A216SERHT)

Pre-analysis (Remove Primer, Chimera etc.)

Sequence clustering with species level

, by CD-HIT-EST or UCLUST, etc.
ﬂ DNA extraction
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ﬁ PCR amplification —_— —

Taxonomic assignment and
ﬂ DNA Sequencing Comparison between samples
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Metagenomic sequencing analysis

(A55° ) LFRHT)

Metagenomic reads

|

Assemble SOAPdenovo?2, Velvet,
\ll IDBA-UD etc.
i Contig sets
ﬁ DNA extraction \1,
\/L Gene finding MGA, MetaGeneMark

|

Gene sets

|

BLASTP

J

Gene Function abundance
Comparative p— Pathway abundance
metagenomics Pathway reconstruction
Taxonomic abundance

What are they doing?
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O Microbe P integrates lots of data related to microbes.

Especially, we integrates the microbial data that can be linked to genomes.
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http://microbedb.jp/
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MeGAP (MetaGenome Annotation Pipeline)
http://fs2.bio.titech.ac.jp/megap/

MeGAP

English

MeGAP is a MetaGenome Annotation Pipeline.

Try MeGAP

16S rBNA gene Amplicon Sequencing FASTQ file: | #R... | 77 1 LhBRENTVEE A
File format1: @ flat file © .gz

ID:| (use [A-Za-z0-9-_])

Email: |

upload&calculate | clear |

Metagenome Sequencing FASTQ file: | #R... | 77 riLsSBRENTOEE A,
File format1: @ flat file © .gz

ID:] (use [A-Za-z0-9-_])
Email: |

upload&calculate | clear |

How to use

1. Input data

Both of a FASTQ file and gzipped FASTQ file are acceptable for the input data in the MeGAP. Sample 16S rRNA gene
Amplicon sequencing fastqg data and Sample metagenome sequencing fastq.gz data.
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EN X i

Classified 18000
UnClassified 9200
Abiotrophia 1
Achromobacterl
Actinobacillus 5
Actinomyces 8
Anaeroglobus 113
Asticcacaulis15s
Atopobium 33
Bifidobacterium 86
Brevibacillus?
Bulleidia 3
Campylobacter93
Capnocytophaga 7
Catonella 6
Centipeda 19
Clostridium XIX 5
Dialister 37
Eikenella 34
Escherichia/Shigella
Eubacterium 35
Fusobacterium2
Gemella 188
Gpl9 1
Granulicatella 18
Haemophilus 76
Hallella 4

Howardella 2
Johnsonella 1
Kocuria 2
Leptotrichia 10
Megasphaera 21
Methylobacterium 14
Mogibacteriuml®
Mycoplasma 13
Neisseria ~ 56
Nicoletella 1
Novosphingobium 5
Olsenella 12
Oribacterium 13
Paludibacter 21

Paraprevotella 38
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148223213131testl 5
Chlamydia trachomatis D/UW-3/CX, complete genome - 1..1042519 @ %%}E%ﬂﬁ‘z

Thermotoga maritima MSB8 chromosome, complete genome - 1..186@8725 @

Aeropyrum pernix K1, complete genome - 1..16696%96 @

Pyrococcus abyssi GES chromosome, complete genome - 1..1765118 @

Haemophilus influenzae Rd KW2@ chromosome, complete genome - 1..1830138 9.022

Mycoplasma genitalium G37, complete genome - 1..588076 @

Methanocaldococcus jannaschii DSM 2661 chromosome, complete genome - 1..1664970 @
Synechocystis sp. PCC 6883 chromosome, complete genome - 1..3573470 @

Mycoplasma pneumoniae M129 chromosome, complete genome - 1..8163%94 @

Escherichia coli str. K-12 substr. MG1655 chromosome, complete genome - 1..4639675 0.0166
Sinorhizobium fredii NGR234 plasmid pNGRZ34a, complete sequence - 1..536165 @

Helicobacter pylori 26695 chromosome, complete genome - 1..1667867 @

Methanothermobacter thermautotrophicus str. Delta H chromosome, complete genome - 1..1751377 @
Archaeoglobus fulgidus DSM 4384, complete genome - 1..21784@@8 @

Aguifex aeolicus VF5, complete genome - 1..1551335 @

Treponema pallidum subsp. pallidum str. Nichols chromosome, complete genome - 1..1138811 4]
Helicobacter pylori 199 chromosome, complete genome - 1..1643831 @

Chlamydophila pneumoniae CWLBZ29 chromosome, complete genome - 1..1238230 @

Borrelia burgdorferi B31 plasmid cp32-1, complete sequence - 1..30750 @

Borrelia burgdorferi B31 plasmid cp32-3, complete sequence - 1..30223 @

Borrelia burgdorferi B31 plasmid cp32-4, complete sequence - 1..30299 @

B FHEEERA R 140223213131testl B/ NAXDTA$HRL 140223213131testl

Koevol .01 ko@0010 @.61
KO0oa2 .03 ko00020 @.32
KOooe3 0.11 koQ0030 9.44
Koodo4 @ ko040
KOooes .03 ko@0051
KOodde @.05 ko@B052
KOooa7 @.01 ko@@053
KOodeg8 @ ko006l
KOeoe9 0.02 ko@0062
Koeo1e .07



MeGAP-MicrobeDB.jp
http://fs2.bio.titech.ac.jp/megaptomicrobedb.jp/

MeGAP-MicrobeDB.jp

English

MeGAP-MicrobeDB.jp is a comparative metagenomic analysis tool.

Try MeGAP-MicrobeDB.jp

16S rRNA gene Amplicon Sequencing MeGAP Genus composition file: | #R... | 7 7 LaSBREA TS Fh.
File format1:  flatfile ©.gz

ID: | (use [A-Za-z0-9-_])

Email: |

upload&calculate | clear |

Metagenome Sequencing MeGAP KO composition file: | #ir... | 771 LpSBRERTVE B
File format1: « flatfile ©.gz

ID:| (use [A-Za-z0-9-_))
Email: |

upload&calculate | clear |

How to use

1. Input data

Input data is a MeGAP output tsv file of Genus or KO composition (Sample KO matrix) of your sample.

15
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FELILT-1009 > FILEDKOFARK (AR5 /L)

X140223213131testl SR5257937 SR5085663 SRS5000238 SR514@432 SR5159249
Kobodl @ @ D 0 @ @ @ @ ©.00298127845146256 @ @ ©.200196590821000062 |

KOgeeZ. 2 2 P 0 0 O 0 0 0 00O O 0 2.36348510058993e-06 @ ©.0OB31867:
KOQeo3 @ 0 0 @ @ 0 0.000847637211273575 0.9003593244699%6406 0.00499.
KodoR4 2 0 P 0 @ 200 P OR2RO0ORLAAOL OB 6.77952772453%0e-01
KOQeesS @ 0 D 0 0 0 0 @ @ 0 0.000124223602484472 2,93428091044868e-06
KoBodo 0 0 D 0O G DO O PP ROOOROOOOLOAYLOODOOOG O
KOgee7 2 2 2 0 0 DO 000D O OO 00O OB B 3.47628227412066e-05 (
KOQGRE @ 0 D 0 @ 0 © 0.000179662234098203 @ @ @ 2.85399663731408e-05
KOBoRo 2 0 P 0 @ 2 0 0 D 0 2 @ @ 0 2.3634851005899%e-06 D 0 @ 0 @ O !
KO0e1e 2 @ D 0 0 0 © © 0.000410677618069815 © © 1.46714045522434e-06
Ked@ll 2 0 P 0 0 00 0P PROOORAAOOLOAYOOROOOO L
Kegel: @ @ 9.000119602918311207 9.00101419878296146 @ @ @ ©.00Q53898(
KO2@1l3 @ @ 0.000358808754933621 @ @ &.46353064644447e-06 @.000211909:
Kede1l4 @ @ @ @ 0.000562904587672389 @ 0.000635727908455182 @.000179%6(

IFFsrarad ™ i F 0 FR FB M FE F FR R R P STETIOAATT AN, d A5 - AP R AFRArEdA AN TIaTET T T A e

FELILT=100H>TILEDGenustRL (AF16S)

X.tmp.uploadcomp. .140222080444test2 SRRO40709 SRRO46225 SRRASQ268
Abiotrophia 1 1 20 0000005001001 030020000¢6
Acanthopleuribacter @ 2 2 2 2 02 0 2 Q0220200000 RRARAR
Acaricomes B @ @ Q0 0 PR A0 20PRRPREPRARODAAB B
Acetanaercbacterium @ @ 2 2 @ O Q@ @2 @ @ Q0 000G 0BQ A
Acetitomaculum @ @ 2 2 2 @2 2 2 2 0P P Q0BRGP AAABI

Acetivibrio 2 2 2 2 D P 2 0 0 2000000000 PR0OD0RPOODBEBR O
Acetoanaerobium @ @ O 2 @ P D D D @ P O O D P OGO EGOO
Acetobacter 2 2 22 0 2 Q0 0200000000000 BQO

Acetobacterium @ @ 2 2 0 0 0 0 0 G G200 OOO0O00OQ00B G117
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MeGAP
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http://fs2.bio.titech.ac.jp/megap/
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MeGAP-MicrobeDB.jp

http://fs2.bio.titech.ac.jp/megaptomicrobedb.jp/
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