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Acquisition des données

= Vous devez créer un nouvel historique nommé « 16S »

= Vous devez y mettre grace a l'outil getdata de Galaxy le jeu de données nommé
« chaillou_withprimers_64renamedsamples V1V3 10000seq R1R2.tar.gz »

= Dans getdata - Upload File from your computer

1. Dans lafenétre cliquez sur = @Paste/Fetcn data

2. Choisir «tar » dans le type de fichier Type
3. Etcoller cette url: [

http://genoweb.toulouse.inra.fr/~formation/15 FROGS/Webinar data/chaillou withprimers 64r
enamedsamples V1V3 10000seq R1R2.tar.gz

4. Puis



http://genoweb.toulouse.inra.fr/~formation/15_FROGS/Webinar_data/chaillou_withprimers_64renamedsamples_V1V3_10000seq_R1R2.tar.gz

Acquisition des données

Download from web or upload from disk

Regular Composite Collection Rule-based

You added 1 file(s) to the queue, Add more files or click "Start’ to proceed.

.....................................................................................................................

D

Mame Size ype Genome Settings Status

@ |Mew File | 126b | tar | +|Q | unspecified (7] | «/ o ]

. Download data from the web by entering URLs [one per line) or directly paste content.
» http://genoweb. toulouse.inra.fr/~formation/15_FROGSWebinar_data/chaillou_withprimers_gdrenamedsamples_V1V3_ 100
< > f

v

.....................................................................................................................

Elchoose local files || E=Choose remote files || [#Paste)vetch data | Pause | Reset || Close |




16S dataset presentation:

A real analysis provided by Stéphane Chaillou et al.

Comparison of meat and seafood bacterial communities.

8 environment types (EnvType) :
= Meat - Ground Beef, Ground veal, Poultry sausage, Diced bacon

= Seafood - Cooked schrimps, Smoked salmon, Salmon filet, Cod filet

Chaillou, S. et al (2015). Origin and ecological selection of core and food-specific bacterial
communities associated with meat and seafood spoilage. ISME J, 9(5):1105-1118.



16S dataset presentation:

From Chaillou paper, we produced simulated data: = with 10% chimeras

= 64 samples of 16S amplicons = Primers for V1-V3:
= 5" AGAGTTTGATCCTGGCTCAG 3’

= R1 and R2 overlapping reads of 300 bases.
= 5’ CCAGCAGCCGCGGTAAT 3’

= 8 replicates per condition

= with errors among the linear curve 2.54e-1 2.79e-1

Chaillou, S. et al (2015). Origin and ecological selection of core and food-specific bacterial
communities associated with meat and seafood spoilage. ISME J, 9(5):1105-1118.



Les 11 etapes FROGS a lancer avant la formation

Preprocess (nettoyage des données)

Clustering (regroupement des séquences par similarité)

Cluster_stat (outil compagnon de visualisation des résultats)

Remove Chimera (suppression des chimeéres)

Cluster Stat

OTU Filter (suppression des cluster de trop faibles abondances ou pas assez fréquemment rencontrés)
Cluster Stat

Affiliation OTU (affiliation des OTUs a une taxonomie)

O o N O U A~ W N e

Affiliation Stat (outil compagnon de visualisation des résultats)

[EEY
e

BIOM to TSV (transformation des données en une table d’abondance)

[HRY
[ERY

FROGS Tree (reconstruction de I'arbre phylogénétique des OTUs)



Pre-process tool




Les parametres d’entree

Input Parameter Value
Sequencer illumina
Input type archive

TAR archive file

Are reads already merged 7
Reads 1 size
Reads 2 size
Mismatch rate
Merge software
Would you like to keep unmerged reads?
Minimum amplicon size
Paximum amplicon size
Sequencing protocol

5" primer

3" primer

2 chaillou_withprimers_gdrenamedsamples_V1V3_10000seq_R1R2.tar.gz [Purged)

paired

300

300

0.1

vsearch

False

A00

580

standard
AGAGTTTGATCCTGGITCAG
CCAGCAGCCGIGGTALT




A FROGS Pre-process merging, denoising and dereplication [Galaxy Version 4.0.0=galaxy1)

Sequencer
Mumina
Select the sequencing technology used to produce the sequences,
Input type
TAR Archive
Samples files can be provided in a single TAR archive or sample by sample [with one or two files each).

TAR archive file

] L] (B 2: chaillou_withprimers_gdrenamedsamples_VIWV3_10000seq_R1R2.tar.gz
The TAR file containing the sequences file(s) for each sample,
Are reads already merged ?

Mo

The archive contains 1 file by sample : R1 and RE2 pair are already merged in one sequence,

Reads 1 size
300

The maximum readl size.

Reads 2 size
300
The maximum read2 size.
Mismatch rate
o1
The maximum rate of mismatch in the overlap region (--mismatch-rate]
Merge software
Wsearch

Select the software to merge paired-end reads [--merge-software)
Would you like to keep unmerged reads?
. Mo

Mo Unmerged reads will be excluded; Yes : unmerged reads will be artificially combined with 100 M. [default Mo) [--keep-unmerged)



Minimum amplicon size
400
The minimum size for the amplicons (with primers) (--min-amplicon-size)
Maximum amplicon size
580
The maximurm size forthe amplicons (with primers) (--max-amplicon-size)
Sequencing protocol
Mlumina standard
The protocol used for sequencing step: standard or custom with PCR primers as sequencing primers,
5' primer
AGAGTTTGATCCTEGCTCAG
The 5" primer sequence [wildcards are accepted), The arientation is detailed below in "Primers parameters’ help section [--five-prim-primer)
3 primer
CCAGCAGCCGCGGETAAT
The 3" primer sequence [wildcards are accepted). The arientation is detailed below in "Primers parameters’ help section [--three-prim-primer]

Email notification

®

Send an email notification when the job completes.



Ce que vous devez obtenir dans le report.html

Preprocess summary

paired—end assembled Summary
d 572,601 7.7
. merge; seq( 7560

paired-end assembled with 5" primer with ' primer
@ merged
Details on merged sequences
Show 10 ¢ entries
Samples 1. before process % kept paired-end assembled with 5' primer
. BHTO.LOTO1 9,282 97.92 9,089 9,089
BHTO.LOTO3 8173 97.83 8,984 8,984
. BHTO.LOTO4 9,171 97.79 8,969 8,969
BHTO.LOTOS 9,109 97.56 8,890 8,890

) BHTOLOTO6 9,193 97.86 8,996 8,996

with expected length

with 3 primer

9,089

8,984

8,968

5,a88

8,996

Search:

with expected length

9,089

8,974

8,968

8887

8,996

g |
g
i 572,601 572,601 572559 569,471 569.471
2
2 200k
0
without N

L csv

without N
9,089
8974
8,968
5,387

8,996

Si vous n‘obtenez pas cela,
vérifiez vos parametres et
en particulier faites bien un
copier coller pour rentrer les
primers.

Sinon, contactez-nous a

Si vous obtenez les méme
chiffres, veuillez passer a
I’étape suivante.
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Clustering tool




Les parametres d’entree

Input Parameter Value
Sequences file 3 FROGS Pre-process: dereplicated.fasta
Count file 4 FROGS Pre-process: count.tsv
FROGS guidelines version 3.2
Aggregation distance clustering 1
Refine OTU clustering True



A FROGS Clustering swarm Single-linkage clustering on sequences [Galaxy Version 4.0.0=galaxy1)

Sequences file

| = 15: FROGS OTU Filters: otuFilter_sequences.fasta
The dereplicated sequences file [format: FASTA)
Count file

[ < I 22: FROGS BIOM to TSV: multi-affiliations.tsv
It contains the count by sample for each sequence [format: T5Y)
FROGS guidelines wersion

Mew guidelines from version 3.2

The denoising step before a d3 clustering is no longer recommended since FROGS 3.2, but you can still choose it

Aggregation distance dustering

1

haximum number of differences between sequences in each aggregation swarm step. (recommended d=1) [--distance)

Refine OTU clustering

r' Yes

Clustering will be performed with the swarm --fastidious option. It is recommended and only usable in association with a distance of 1 [default and recommended: Yes) [--fastidious)

Email notification

()

Send an email notification when the job completes,

" Execute



Cluster stat tool




Les parametres d’entree

Input Parameter Value

Abundance file 7 FROGS Clustering swarm: clustering_abundance.biom




A FROGS Clusters stat Process some metrics on clusters [Galaxy Version 4.0.0+galaxy1)
Abundance file

O M 18: FROGS Affiliation OTW: affiliation_abundance.biom

Clusters abundance [format: BIOR)

Email notification

L)

Send an email notification when the job completes,



Ce que vous devez obtenir dans le report.html

Clusters Sequences .
Si vous n‘obtenez pas cela,

vérifiez vos parametres et
seulement apres contactez-

Clusters size summary

nous a
The cluster size is the sum of the abundances of the sequences grouped in a cluster.
Clusters size distribution Decile Value

N M ‘ Si vous obtenez les méme
N ’ ’ chiffres, veuillez passer a
N : : I’étape suivante.

B Sk 4 !

5:% e Median 1

; :

- 7 1
- 8 1
o g 1

All
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Ce que vous devez obtenir dans le report.html

Clusters size details

Show w0 ¢ entries Search:
Cluster size T Number of cluster - % of all clusters
1 19,267 96.15
2 150 0.75
3 22 0.1
4 10 0.05
£) 8 0.04
& 15 0.07
T 14 0.07
8 8 0.04
9 10 0.05
10 5 0.02



Ce que vous devez obtenir dans le report.html

Sequences count

& 3V
Show 10 ¢ entries Search:
Sample T Total clusters Shared clusters Own clusters Total sequences Shared sequences Own sequences
BHTO.LOTO1 493 114 379 G039 8,708 330
BHTO.LOTOZ 433 140 283 8,974 8,679 295
BHTO.LOTO4 474 152 322 8,968 8,646 322
BHTO.LOTOS 475 152 323 8,887 8,564 323
BHTO.LCTOE 490 156 334 8,996 8,662 334
BHTO.LOTOT 531 165 366 9,059 8,600 369
BHTO.LCTOS 430 201 229 8715 8,486 229
BHTO.LOT1O 493 186 307 8,937 8,630 307
COTO.LOTO2 586 o5 501 9,270 8,767 503
COTO.LOTO4 465 162 303 8913 8,609 309

Showing 1 to 10 of 64 entries Previous - 2|34 35|86 |7




Chimera removal tool




Les parametres d’entree

Input Parameter Value
Sequences file (format: FASTA) & FROGS Clustering swarm: seed_sequences.fasta
Abundance type biom

Abundance file (format: BIOM) 7 FROGS Clustering swarm: clustering_abundance.biom




A FROGS Remove chimera Remove PCR chimera in 2ach sample (Galaxy Version 4.0.0+galaxy1)

Sequences file (format: FASTA)

O M O 15: FROGS OTU Filters: otuFilter_sequences.fasta
The sequences file
Abundance type

BIOM file

Select the type of file where the abundance of each sequence by sample is stored.,

Abundance file (format: BIOM)

O @ [} 18 FROGS Affiliation OTL: affiliation_abundance.biom

It contains the count by sample for each sequence,

Email notification

L I

Send an email notification when the job completes,




Ce que vous devez obtenir dans le report.html

Remove summary

Clusters Abundance

Si vous n‘obtenez pas cela,
vérifiez vos parametres et
seulement apres contactez-
nous a

Removed - 14,395
|

\

Removed : 14,015

" ;s Si vous obtenez les méme
chiffres, veuillez passer a

Chimera detection by sample I’étape suivante.

Chimera are first detected by sample, and finally only clusters always detected as chimera in all samples including thoses clusters are removed.

Show 49 #  entries

Search:
Abundance
Abundance of the most
of the most Individual bundant
% Cluster % Cluster Chimeric Chimeric bundant Individual chi indi
cl cl bundance bundance el bundance chi chi bundance chi
Sample 1 kept kept kept kept 4 4 d detactad detactad detactad
BHTO.LOTO1 173 35.09 8,767 G6.46 320 322 2 325 420 73

EHTO.LOTO3 199 45.96 8,738 97.37 234 236 2 235 240 4
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Pensez a relancer un cluster Stat

Comparer avec le report.html du précédent cluster stat.

Que pensez-vous des chiffres contenus dans la colonne « own clusters » de la table de l'onglet
« Samples distribution » ?

ESt'Ce attendu ? Sequences count

Show o # entries Search:
Sample T Total clusters ~  Shared clusters ~ Ownclusters ~ Total sequences - Shared sequences -~ Own sequences
BHTO.LOTO1 173 103 70 8,767 8,697 70
]
]
\ 4
76

BHTO.LOTO3 199 139 60 8,738 8,678 60
BHTO.LOTO4 230 151 79 8,724 8,645

BHT0.LOTOS 221

BHTO.LOTOG 213 150 63 8717 8,654

BHTO.LOTOT 225

BHTO.LOTOS 254 198 56 8,539 8483 56

BHTO.LOT10 253

CDTO0.LOTO2 240 04 146 8,912 8,766 146




OTU Filter tool




OTU Filter

Goal: This tool deletes OTU among conditions enter by user. If an OTU reply to at least 1 criteria,

the OTU is deleted.

Criteria:
The OTU prevalence: The number of times the OTU is present in the environment, i.e. the

number of samples where the OTU must be present.
OTU size: An OTU that is not large enough for a given proportion or count will be removed.

Biggest OTU: Only the X biggest are conserved.
Contaminant: If OTU sequence matches with phiX, chloroplastic/mitochondrial 16S of A.

Thaliana or your own contaminant sequence.



Les parametres d’entree

Input Parameter Value
sequence file 10 FROGS Remove chimera: non_chimera.fasta
Abundance file 11 FROGS Remove chimera: non_chimera_abundance. biom
kinimum prevalence method all

Finimum prevalence 4

Finimum OTU abundancy as proportion or count, We

recommend to use a proportion of 0.00005, proportion
Finimum proportion of sequences abundancy to keep £ e 05
OTU

M biggest OTUs Mot available,

Search for contaminant QOTL., no




A FROGS OTU Filters Filters OTUs on several criteria, (Galaxy Version 4,0,0=galaxy1)
Sequence file

[ = R 15: FROGS OTU Filters: otuFilter_sequences.fasta
The sequence file to filter format: FASTA)
Abundance file

s = R 18: FROGS Affiliation OTU: affiliation_abundance.biom
The abundance file to filter (format: BICM)
Minimum prevalence method

all samples

Minimum prevalence

4

Fill the field anly if you want this treatment, Keep OTU if it is present in at least this number of samples.

Minimum OTU abundancy as proportion or count. We recommend to use a proportion of 0,00005.
as proportion
Minimum proportion of sequences abundancy to keep OTU
Se-05

Fill the field anly if you want this treatment, Example: 0.00005, recommended by Bokulich et al 2013, to keep OTU with at least 0.005% of all sequences [--min_abundance)
M biggest OTUs

Fill the fields only if you want this treatment, Keep the M biggest OTU (--nb-biggest-otu)
Search for contaminant OTU.

Mo contaminant filter

Either you use your own contaminant fasta file or you select one among available ones. [--contaminant)

Email notification

()

5end an email notification when the job completes,

» Execute



Ce que vous devez obtenir dans le report.html

Filters summary

oTus Abundance Si vous n‘obtenez pas cela,
vérifiez vos parametres et

en particulier le parametre
du filtre sur I'labondance

Removed : 7.556
|

Et seulement apres

contactez-nous a

Removed 5528 " Kept: 547,520

Filters intersections
Si vous obtenez les méme

. - . . . . . \
Draw a Venn to see which OTUs had been deleted by the filters chosen (Maximum & options): C h Iffre S, Ve u I | |eZ pa Sse r a

Present in less than 4 samples

Abundance < 0.005% (i.e 28 sequences ) Iléta pe S U iva nte .
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Q Pensez a lancer a nouveau l'outil Cluster_Stat pour observer le
= nombre d'OTU partager ou pas entre les différents échantillons.

Clusters distribution Sequences distribution Samples distribution

report.html of

Sequences count

ClusterStat tool
Show 10 % entries Search:
H
Total Shared Own Total Shared Own

Sample 1 clusters = clusters - clusters = - sequences - sequences . sequences
EHTC.LOTO1 98 93 0 3,630 3,630 0
BHTO.LOTOZ 135 135 0 8,377 8,377 0

Because of the "prevalence BHTOLOTO4 | 150 150 0 8,643 8,643 0

= 4" criterion, there iS no BHTOLOTOS | 140 140 0 8,344 8,344 0

longer an "own cluster" for BHTOLOTOS | 145 145 0 8646 8646 0

any Sample. BHTOLOTO7 150 150 0 8,671 8,671 0
BHTO.LOTOS 195 195 0 8,479 8,479 0
BHTO.LOTIO 165 165 0 3,606 3,606 0
CDTO.LOTO2 92 92 0 3,750 3,750 0

M



Affiliation tool




Les parametres d’entree

Input Parameter Value
LUsing reference database 185 510V Pintail100_1381
Also perform RDP assignation? False

Taxonomic ranks Domain Phylum Class Order Family Genus Species

Sequence file 15 FROGS OTU Filters: otuFilter_sequences.fasta

abundance file 14 FROGS OTU Filters: otuFilter_abundance.biom



A FROGS Affiliation OTU Taxonomic affiliation of each OTWU's seed by RDPtools and BLAST [Galaxy Version 4.0.0+ galaxy1)

Using reference database

165 5ILVA Pintail 100 1381

Select reference fraom the list
Also perform RDP assignation?
® o

Taxonormy affiliation will be perform thanks to Blast, This aption allows to perform it also with RDP classifier tool (default Ma) [--rdp)

Taxonomic ranks

| Domain Phylum Class Crder Family Genus Species

The ordered taxonomic rank levels stored in BIOM, Each rank is separated by one space [--taxonomic-ranks)

Sequence file

| O @ o | | 15: FROGS OTU Filters: otuFilter_sequences.fasta

The sequences to affiliated [format: FASTA)
Abundance file

| | (= R | | 14: FROGS OTU Filters: otuFilter_abundance.biom

The abundance file [farmat: BIOM)

Email notification

()

Send an email naotification when the job completes,




Ce que vous devez obtenir dans le report.html

Si vous n‘obtenez pas cela,
vérifiez vos parametres et
. . en particulier avez-vous
— [Er—— choisi la bonne banque ?

Blast multi-affiliation summary Et seulement apres

contactez-nous a

Multi-affiliation by taxonomic rank

Si vous obtenez les méme
chiffres, veuillez passer a
I’étape suivante.

% of multi-affilated
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Affiliation Stat




Les parametres d’entree

Input Parameter Value

Ahundance file 18 FROGS Affiliation OTLU: affiliation_abundance.biom
Taxonomic ranks Domain Phylum Class Order Family Genus Species
Rarefaction ranks Class Order Family Genus Species

Affiliation processed FROGS blast




A FROGS Affiliations stat Process some metrics on taxonomies [Galaxy Version 4.0.0+ galaxy1)

Abundance file

O 0 O 18: FROGS Affiliation OTLU: affiliation_abundance.biom
Abundances and affiliations [format: BICOM)
Taxonomic ranks

Domain Phylum Class Order Family Genus Species

The ardered taxonomic rank levels stored in BIOM. Each rank is separated by one space [--taxonomic-ranks)

Rarefaction ranks
Class Order Family Genus Species

The ranks that will be evaluated in rarefaction. Each rank is separated by one space, [--rarefaction-ranks)

Affiliation processed
FROGS Blast

Select the type of affiliation processed. If your affiliation has been processed with an external tool: use "Custom’,

Email notification

®

Send an email notification when the job completes.



Ce que vous devez obtenir dans le report.html

ion Alignment distribution

Show 10 3  entries Search: . y)
Si vous n‘obtenez pas cela,
Samples T Nbd i Nb phyl Nb class Nb order Nb family Nb genus Nb species Nb otus Nb sequences 7 e p-. \
vérifiez vos parametres
. BHTO.LOTO1 1 I 9 20 25 54 77 a8 8,600
BHTO.LOTO3 1 5 8 25 46 88 120 135 8,377
. BHTO.LOTO4 1 7 10 27 51 89 126 150 8,643 Et Seu Iement a prés
BHTO.LOTOS 1 5 7 22 40 69 116 140 8,544 Conta Ctez_nous é
. BHTO.LOTO® 1 B 10 28 47 9 125 145 8,646
BHTO.LOTOY 1 5] 9 28 51 90 124 150 8,671
. BHTO.LOTOS 1 6 9 27 33 109 166 195 8,479 . A
BHTO.LOTI10 1 4 7 26 50 106 144 163 8,606 SI Vous Obtenez |eS meme
S e : : - - - . 2 chiffres, veuillez passer a
COTO.LOTO4 1 5 7 22 41 74 138 161 8,605 I’éta pe S u iva nte .

With selection: Class v
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Affichage de la

distribution global
des especes

_ o
! oo&\pf.‘
Ty e _ . :
o Pour faire cela, cliquez sur le
pE 0
s bouton « Display global
‘_a(- . . .
distribution »
g 8
i =
= :?4._
D§ . N
- Si vous obtenez les méme
& . . \
chiffres, veuillez passer a
I’étape suivante.
8.—‘ - -
A ,f_?' . ii o cdj\-#\
%fg ! 2% N
§ ™M EE %5

ﬂ
(SN



Ce que vous devez obtenir dans le report.html

Affichage de la G |
distribution des | Astuce tapez SF dans la

. « » afi
espéces des b?|rret' search Iafm di|
échantillons S:e hec ltglrlmer seu emefn e,s
saumon fume “SF” P echantillons saumon fume

seulement

Si vous obtenez les méme
chiffres, veuillez passer a
I’étape suivante.




BIOM to TSV

CREATE A PHYLOGENETICS TREE OF OTUS




Les parametres d’entree

Input Parameter Value
Abundance file 18 FROGS Affiliation OTU: affiliation_abundance.biom
sequences file [optional) 15 FROGS OTU Filters: otuFilter_sequences.fasta

Extract multi-alignments True




& FROGS BIOM to TSV Converts a BICM file in TSV file [Galaxy Version 4.0.0+=galany1)

Abundance file

O @ o 18: FROGS Affiliation OTLW: affiliation_abundance.biom

The BIOM file to convert (format: BIOM)

Sequences file (optional)

O @ o 15: FROGS OTU Filters: otuFilter_sequences.fasta

The sequences file [format: fasta). If you use this option the sequences will be add in TSV,

Extract multi-alignments

r Yes

If you have used FROGS affiliation on yvour data, yvou can extract information about multiple alignements in a second TSY,

Email notification

()

5end an email notification when the job completes,



Ce que vous devez obtenir dans le report.html

#Fromment
no data
no data
no data
no data
no data
no data
no data
no data
no data
no data
no data

no data

blast_taxonomy

Bacteria:Firmicutes:Bacilli: Lactobacillales:Listeriaceae:Brochothrix: Brochothrix thermosphacta
EBacteria;Proteobacteria; cammaprotecbacteria;Enterobacterales;Vibrionaceae;Photobaderium;unknown species
Bacteria;Firmicutes:Bacilli; Lactobacillales;Lactobacillaceae;Latilactobacillus; Multi-affiliation
Bacteria;Actinobacteriota;Actinobacteria;Propionibacteriales;Propionibacteriaceae; Cutibacterium; Multi-affiliation
Bacteria;Firmicutes:Bacilli; Lactobacillales;Lactobacillaceae: Leuconostoc Multi-affiliation
Bacteria;Firmicutes;Bacilli;Lactobacillales;Streptococcaceae;lactococcus;Llactococcus piscium

Bacteria;Firmicutes; Bacilli; Erysipelotrichales;Erysipelotrichaceae; ZORD006; unknown species
Bacteria:Firmicutes:Bacilli: Lactobacillales:Streptococcaceas: Lactococcus: Multi-affiliation

Bacteria;Firmicutes;Bacilli; Lactobacillales;Lactobacillaceae;Weissella;Weissella ceti
EBacteria:BacteroidotaBacteroidia:Flavobacteriales:Flavobadteriaceae:Flavobacterium;Flavobadterium sp.
Bacteria;Proteobacteria; Gammaproteobacteria;Enterobacterales;Vibrionaceae;Photobacerium; Photobacterium phosphoreum

Bacteria;Firmicutes:Bacilli; Lactobacillales;Lactobacillaceae:Dellaglioa;Lactobacillus algidus

Si vous n‘obtenez pas cela, contactez-nous a

blast_subject
multi-subject
Fl456662,1,1555
multi-subject
multi-subject
multi-subject
AMS43025,1,1242
HGT92212.1.1536
multi-subject
FME13251.1.1461
AMBZ4672.1.1486
ABGE0520.1.1470
AB033209.1.1505

Si vous obtenez les méme chiffres, veuillez passer a I'étape suivante.

blast_perc_identity
100.0
100.0
100.0
100.0
100.0
90.709
94,203
100.0
99.799
98.775
00,704
99.203

blast_perc_query_coverage
100.0

100.0

100.0

100.0

100.0

100.0

100.0

100.0

100.0

100.0

100.0
99.60707269155206

blast_evalue
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
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FROGS Tree

CREATE A PHYLOGENETICS TREE OF OTUS




Les parametres d’entree

Input Parameter Value

sequence file 15 FROGS OTLU Filters: otuFilter_sequences.fasta

Biom file 18 FROGS Affiliation OTLE affiliation_abundance.biom




A FROGS Tree Reconstruction of phylogenetic tree [Galaxy Version 4.0.0+ galaxy1)

Sequence file

| A M O | | 15: FROGS OTU Filters: otuFilter_ sequences.fasta

Sequence file [format: FASTA] Warning: FROGS Tree does not work on more than 10000 sequences!
Biom file

| A M O || 18: FROGS Affiliation OTLW: affiliation_abundance.biom

The abundance file [format: BIOM)
Email notification

()

Send an email notification when the job completes.

w Execute




