Build a phylogenetics tree

With phylogeny.fr



Save your data from FROGS

_ Galaxy Sigenae - Welcome gpascal

Tools

DNA Inserts
Metagenomics Mothur 454
and MiSeq

RADSEQ - STACKS
RADseqSTACKS

METHYLATION - BISULFITE
Bisulfite BISMARK

DEEPTOOLS
deepTools

FROGS - FIND RAPIDLY OTU
WITH GALAXY SOLUTION

FROGS pipeline

FROGS Upload archive from
your computer

FROGS Demultiplex reads
Split by samples the reads
in function of inner barcode.

FROGS Pre-process Step 1
in metagenomics analysis:
denoising and dereplication.

FROGS Clustering swarm
Step 2 in metagenomics
analysis : clustering.

FROGS Remove chimera
Step 3 in metagenomics
analysis : Remove PCR
chimera in each sample.

FROGS Filters Filters OTUs
on several criteria.

FROGS Affiliation OTU Step
4 in metagenomics analysis
: Taxonomic affiliation of
each OTU's seed by
RDPtools and BLAST

FROGS Clusters stat Process
some metrics on clusters.

FROGS Affiliations stat

m

History =

27: FROGS ® R
A ations stat:

summary.html

25: FROGS Affiliation ® {
0TU: report.html

24: FROGS Affiliati
OTU: affiliation.

17: FROGS Filters: @ [ B
report.html

16: FROGS Filters: ® R
ﬂWhat it does excluded.tsv

15: FROGS Filters: ® ] "’
Converts a TSV file in BIOM file. abundance.biom

Inputs 14: FROGS Filters:  ® () %%
Abundance file: sequences.fasta

470 sequences

format: fasta, database: 2
Authorized column names : rdp_tax_and_bootstrap, blast_taxonomy, blast_subject, blast_perc_identity, blast_perc_query_coverage, blast_evalue, blast_aln_length, seed_id, seed_sequence, observation_name, observation_sum ## Application Software:
filters.py (version: 1.3.0)
Command: /usr/lecal/bicinfo
Which stores the multiple blast hits. [srofgalaxy-test/galaxy-
dist/tools/FROGS/app/filters.py

The abundance of each cluster in each sample (format TSV).

Multiple affiliation file:

OUtpl‘Its --nb-cpus 1 --input-biom
Abundance file: Sfwork/galaxy-test/database/files
/009/dataset_9136.dat
The abundance of each cluster in each sample and theirs metadata (format BIOM). --input-fasta /work/galaxy-
test/databas
HOU

Sequence file [optional]:

By checking the "Extract seed FASTA file" option, the sequences will be extract from TSV to EASTA format. Tmmﬁ;'::;:_mn —

Be sure that your TSV file contains the seed_sequence column. TAARACTETTTAMCTAGAGTECABEAGAGET AMETEE
»Cluster_2 1:N:8:ACSATC

TOEGEAATATTGCACAATOEE0GGAACCCTGATGIAS

O How it works TAMMCTETTTAACT ABARTGCABEAGEET ALETEE

4 |m 3
FROGS TSV to Biom will search any metadata (columns before "observation_name") and sample names (columns after "observation_sum").
Then it will reconstruct the Biom abundance file : for each "ohservation_name" it will add the associated metadata and the samples count. 13: FROGS Clusters @ { i

. . N . . L - . - ) . stat: summary.html
1 metadata include hlast tavnnomy. and if hlast =ihiect iz enual to "muolti-zubiect”. it will narse de multi hit TSV file. and extract the list of hlast affiliations that contain the non ambinonns hlast tavonom.

m
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Please fill this servey (<5mn)
Phylogeny.fr
Robust Phylogenetic Analysis For The Non-Specialist

is a free, simple to use

If you use this site, please cite:

dedicated to ing and analysing phy i between molecular sequences.

Phylogeny.fr runs and connects various bioinformatics programs to reconstruct a robust phylogenetic tree from a set of sequences.

& Dereeper A.*, Guignon V.*, Blanc G., Audic S., Buffet S., Chevenet F., Dufayard J.F., Guindon S., Lefort V., Lescot M., Claverie J.M., Gascuel O. Phylogeny.f: robust
phylogenetic analysis for the non-specialist. Nucleic Acids Res. 2008 Jul 1;36(Web Server issue):W465-9. Epub 2008 Apr 19. (PubMed) *jointfrst sthors

======Mirror site

@ Phylogeny analysis
“One Click"

"Advanced"
‘Manually set parameters for the various steps.
"Ala Carte"
Create your own phylogeny workflow using more programs available

@ Explore your sequence neighbors

Paste your set of sequences and let the software make decisions on your behalf (Each step is optimized for your data).
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@ Envoi du fichier
Alignment Curation Phylogeny o ——
"One Click" Mode MUSCLE =»|  Gbiocks = PhyHL @TOﬂ W e escall ) Telechargements Help 2
Qrganiser v Nouveau dossier
1 Overview 2 Dala & Seftings. |
/¢ Favoris e =3
B Bureau ‘I_‘ Galaxy36-[FROGS_Filters_sequences.fasta].fasta 13/06/201
Mame of the analyas (optinal): [ phyloganatic iree om FROGS 2] Emplacements récents
& Téléchargements
Upload vour set of sequences in FASTA EMBL or NEXUS format from a file:
Aucun fichier sélectionné. 4 Bibliotheques
Or paste it here (load example of sequences) @ Documents
[ Images
J’ Musique - =
Aucun
FF vidéos apergu n'est
dispanible.
1% Ordinateur
& o5y
G Tnstall NAS EIC (1)
L Public NAS EIC (K)
5 Collectif (L:)
G grpascal NAS EIC (P:)
|| € Réseau
Nanimum mumber of sequences is 200 for proteins and 200 for mucleic zcids. < m 3
Maximum laneth of sequences is 2000 for protems and 6000 for mcleic acids
Nom du fichier: Galaxy36-[FROGS_Filters_sequences.fasta].fasta ~ | Tous les fichiers (*.%)
¥ Names association
Use the Gblocks program to eliminate poorly aligned positions and divergent regions \
2 To receive the results by e-mail, enter your 1ddress|es]:|
M Do not attach result files
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Please fill this servey (<5mn)

Alignment Curation

Phylogeny
"One Click" Mode ‘ MUSCLE [§ ‘:lb‘ Ghlocks [£] ‘:“ PhyML &

Tree Rendering
TreeDyn [

-

1. Overview 2. Data & Settings |

Help ?

Name of the analysis (optional) IA phylogenetic tree from FROGS

Upload your set of sequences in FASTA, EMBL or NEXUS format from

Galaxy96-[FROGS_Filters__sequences.fasta] fasta

Or paste it here (loed exampls of sequences)

Maximum number of sequences is 200 for proteins and 200 for mcleic acids.
Maximum length of sequences is 2000 for proteins and 6000 for mcleic acids.

& Names association

Use the Gblocks program to eliminate poorly aligned positions and divergent regions

Clear

) To receive the results by e-mail, enter vour address(es): | geraldine. pascal@toulouse.inra.fi

=) To receive the results by e-mail, enter your address(es):

B Do not attach result files

Suhmitl

Do not attach result files
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Home Phylogeny Analysis Bla: = «plorer  Online Programs  Your Worksp:

Please fill this servey (<5mn)

Alignment Curation Phylogeny Tree Rendering
A phylogenetic tree MUSCLE =»| Gblocks = PhyML =»|  TresDyn

Help 2

| 1. Overview | | 2. Data & Settings | | 3. Alignment | | 4. Curation | | 5. Phylogeny | | §. Tree Rendering

Tree Rendering results

= Waiting for the process is
down

Preparing TreeDyn input tree! Please wait. .

Please cite:
1. Dereeper A * Guignon V.*, Blanc &, Audic 5., Buffat 8., Chevenet F, Dufayard JF, Guindon 5., Lefort V., Lascot M., Claveria T, Gascnel 0. Phylogeny - robust phylogenstic amalysiz for the non-specializt. Nucleic Acids Res. 2008 Tul 1;36{Web Sarver issus):W465-9. Epub 2008 Apr 19. (PubMMed) *: joint first authors
2. Edgar RC. MUSCLE: multiple li with high and high th hput Nucleic Acids Res. 2004, Mar 19;32(5):1752-7. (PubMad)

3. Castresana J. Selection of conserved blocks from multiple alignments for their use in phydogenstic analysiz. Mol Biel Evol 2000, Apr;17(4):340-52. (Publded)
4. Guindon 8., Dufayard TF., Lefort V, Anisimova M., Hordijk W, Gascuel O. New Algorithons and Msthods to Estimate Mz Likslihood Phyl i ing the P, af PhyML 3.0. Syst Biol. 2010, May;59(3):307-21. (PubMed)

3. Anisimova M., Gascusl O. Approximate likelihood ratio test for branchs: A fast, ate and p it ive. Syst Biol. 2006, Aug;55(4):339-52. (PubMled)
6. Chevenat F Bnun C., Banuls AL Jacq B., Chisten B Treelhn- towards dvreamic graphics and ions for fyzes gf trees. BMC Bion 1cs. 2006, Oct 10;7:439. (PubMed)




Your receive an email with the URL

De phylogenyfr-support@lirmm.fr
Sujet [phylogenyfr-support] Your Phylogeny.fr results: One Click mode (A phylogenetic tree )

Pour geraldine pascal@toulouse.inra.fr

This is an automated mail from Phylogeny.fr.

ke notify you that the computation you submitted is done. You can find all
the results at the following web address:

http://phylogeny.lirmm.fr/phylo cgi/simple phylogeny.cgiworkflow id=4675f3b85144ea480e585a886065873b&tab index=1ast

¥ou can reply to this e-mail address and get support in case of trouble.
Thanks for wusing Phylogeny.fr

Phylogeny.fr Staff
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Alignment Curation Phylogeny Tree Rendering
A phylogenetic tree MUSCLE =»| Gblocks = PhylL =¥|  Treeyn

| 1. Overview || 2. Data & Settings || 3. Alignment || 4. Curation || 5. Phylogeny || 8. Tree Rendering |

Tree Rendering results

Cluster_87_GV2UCENOIBOP7U_length=461
Cluster_88_GV2UCFN01D0G0G_length=461
— Cluster_45_GV2UCFNOIANWXU_length=462
— Cluster_15_GV2UCFNO1BMI1ZT_length=501
”_lt_ Cluster_42_GV2UCENO1DI1T60_length=448
Cluster_151_GV2ZUCFNO01AQSIG_length=447
Cluster_154_GV2UCFNO1BDH6Y _length=450
B4 W_:b(jlusler 243_GV2UCENOIDABRY _length=451
Cluster_56_GV2UCFNO1B4IWE_length=450
Cluster_44_GV2UCFNO1AK32Q_length=450
o.02p— Cluster_33_GV2UCFNO1B38DE_length=452
Cluster_155_GV2UCFNO1AGQS5F_length=451
luster_86_GV2UCFNOIAJMID_length=450
Cluster_239_GV2UCFENO1 ADWLN_length=450
Cluster_152_GV2UCFNOIAHISY _length=450
Cluster_85_GV2UCFNOIESMWC_length=450
luster_454_GV2UCFNOIALPR4_length=481
Cluster_240_GV2UCENO1EZDY?2_length=450
Cluster_28_GV2UCENOICMN4I_length=450
ol Cluster_43_GV2UCENO1AQOHV _length=450
ojyCluster_18_GV2UCFENOIBLS7Q_length=450
Cluster_241_GV2UCFNO1CILVK _length=482
- Cluster_236_GV2UCFNOIETOW1 _length=481
o Cluster_36_GV2UCFNOIBWLKS Ienglh_48l
'fiﬂluslﬂr 68_GV2UCENOIDWI116_length=450
Cluster_457_GV2UCFNO1AQ4DR _length=449
‘EISLTCI uster_25_GV2UCFNOIDBOVO_length=446
Cluster_135_GV2UCFNOIENC4B_length=443
Cluster_84_GV2UCFNO1CFOXK _length=478
Cluster_385_GV2UCENO1DHLIH_length=445
apCluster_281_GV2UCENOICITH7 length=470
Cluster_280_GV2UCFNOI1EK2IZ_length=470
Cluster_91_GV2UCFNO1ATZLA_length=469
A luster_11_GV2UCFNOICTNNA_length=498
4 Cluster_73_GV2UCFNO1BSLIS_length=469
o Cluster_19_GV2UCFNOIAPZ92_length=446
Cluster_228_GV2UCFNO1EMIBT _length=476
s Cluster_233_GV2UCFNOIBAFQC _length=447
luster_8 GV2UCFNOIEGEXQ_length=479
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1-— Cluster_291_GV2ZUCFNO1DGG2X_length=493
Cluster_760_GV2UCFNO1CIB9V_length=471

0.3

Figure 1: Phylogenetic tree (the branch length is proportional to the number of substitutions per site).

Dynamic Tree Edition

leaf El Reset to original tree EI Reroot using mid-point rocting El Reroot (outgroup)
El Color using color |blue
branch I | Flip subtree EI Swap subtrees =4 | Change leaf name

and assign the group name I EI Add annotations using color [red

Display:
Branch annotation: & Branch support values © Branch length values Use color: |red .

Legend atposition|25 ,|1:-'50 Updatel Use color: [dimgray

[7 Tgnore branch length

Leaves font: ITimes |Z| Innrmal |z| I]l] : Updatel

Tree conformation: @ Rectangular € Radial

Image size: © Small @ Mediom O Large O Extralarge

Input: Tree in Newick format necessary for

Tree in Newick format

statistics with Phyloseq

Qutputs:

& TreeDyn Graphic File (automatically recognized by TreeDyn if installed)
& Image in Postscript format

& Image in PDF format

4 Tmage in PNG format (bitmap)

& Image in SVG format (vector)

& Rooted tree in Newick format

@ Taxon names association table
4 Download taxon names association table



(OO Eli(((Cluster_760_GV2UCFNOICJBSV length=471:0.0188156660,
Cluster 291 GV2UCFNO1DGGZX length=493:0.0443046344)0.0000000000:0.0000002674,
Cluster 763 GV2UCFNO1BJTIA lengch=503:0.0384313406)0.0000000000:0.0000006996,
((Cluster_758_GV2UCFNOLEXWSD length=471:0.0429214852,

Cluster 74 GVZUCFNOLDNUMA length=470:0.0678755467)0.6820000000:0.0159148009,
{{{{Cluster 113 GVZUCFNOIEOFVW length=470:0.0000000001,

Cluster 47 GV2UCFNOLA2DTC length=469:0.0061003208)0.9170000000:0.0122827394,
(Cluster 75 GV2UCFNO1ECG2W lengch=470:0.0000001847,

Cluster 292 _GV2UCFNO1DOGMYS_length=501:0.0080913734)0.0000000000:0.0000002328)
0.9050000000:0.0304023456, Cluster_49_GV2UCFNOIASQSF length=503:0.0622384609)
D.8650000000:0.0271273276,Cluster 812 GV2UCFNOIAY1AT length=471:0.0577730396)
0.7390000000:0.0122512806)0.8560000000:0.0178163884)0.9700000000:0.0605537058,
( (Cluster 700 GV2UCFNO1A2C20 length=470:0.0538805059,

Cluster 120 _GV2UCFNO1B1SB0_length=470:0.0384595323)0.8740000000:0.0416997748,
(Cluster_ 132 _GV2UCFNO1BLEH3 length=501:0.0061115267,

Cluster 131 GV2UCFNOLEMVBL length=471:0.0000004441)0.9980000000:0.1452435900)
0.9660000000:0.0635073581)0.7450000000:0.0101742593,
((((Cluster 5 GV2UCFNO1ECQ2Z length=469:0.0738423682,

Cluster 22 GV2UCFNOLAP2VA length=470:0.0142950104)0.58940000000:0.0439350756,
Cluster 24 GV2UCFNOLAWITT lengch=471:0.0203982549)0.9260000000:0.0677082407,
Cluster 50 GV2UCFNOLEA300 length=484:0.1582487083)0.2970000000:0.0230394057,
Cluster 294 GV2UCFNO1ABCAS length=471:0.1444388918)0.5420000000:0.0258665534)
0.0000000000:0.0000006249, ( (Cluster 305 GV2UCFNO1DJWRE length=503:0.0525734928,
(Cluster_300_GV2UCFNO1DSHWE_length=271:0.0000008143,

Cluster 183 _GV2UCFNOLDEGB7 length=501:0.0773914243)1.0000000000:0.2055778073)
0.8300000000:0.0358657812, Cluster 134 GV2UCFNOIDMVGI_length=435:0.0527714023)
0.9570000000:0.0810506850)0.3800000000:0.0224029096,

((Cluster 185 GV2UCFNO1EDMZE length=503:0.0000000001,
Cluster_32_GV2UCFNOLA228Z_ length=¢71:0.0000000001)0.0000000000:0.0000003613,
(Cluster_ 123 GV2UCFNO1EMZT2_ length=470:0.0000000001,

Cluster 9 GVZUCFNOLEUBEI length=471:0.0000000001)0.8880000000:0.0180874888)
0.9890000000:0.0940277055)0.7670000000:0.0202288363,

Cluster 172 GV2UCFNO1CQBGX lengrh=501:0.2003438384)0.9150000000:0.0466779547,
(((((((Cluster 130 GV2UCENO1AYSJO length=471:0.0315027225,

Cluster_ 10 GV2UCFNOL1BEREOS length=501:0,0000003134)0.2840000000:0.0886647563,
{(Cluster 71 GVZUCFNOIEIUFM length=439:0.0447943913,

(Cluster 70 GV2UCFNOLANBPY length=468:0.0000000001,

Cluster 57 GV2UCFNOLECLTY lengch=502:0.0000000001)0.0000000000:0.0000022681)
0.0000000000:0,0034973804, (Cluster 275 GV2UCFNO1CAEAF length=470:0.0251468364,
Cluster 578 GV2UCFNOLCXBED length=469:0.0121257571)0.7370000000:0.0085891062)
0.8680000000:0.0341535439)0.6860000000:0.0356T008832,

(Cluster 563 GV2UCFNO1DIUSBW_ length=489:0.0201011438,

Cluster 37 GV2UCFNO1BJSF1 lengch=469:0.0311688596)0.8480000000:0.0350946076)
0.9310000000:0.0412314579,

(((((Cluster_ 125 GV2UCFNO1DE1PY_length=502:0.0635851011,

(Cluster 737 _GV2UCFNO1CZX13_length=500:0.0460440505,

Cluster 288 GV2UCFNO1EMHYP length=502:0.0203354599)0.8300000000:0.0233448263)
0.6470000000:0.0087570440, (((Cluster 176 GV2UCFND1CMSTG length=470:0.0311864260,
Cluster 610 GV2UCFNO1DEWIF lengch=491:0.0402044215)0.7800000000:0.0162898799,
Cluster 30_GV2UCFNOLAGWDE length=500:0.0231446628)0.9940000000:0.1030035718,
Cluster 94 GV2UCFNOLBCXS3 length=501:0.0334447541)0.8860000000:0.0281448690)
0.8900000000:0.0396875911, (Cluster 21 GV2UCFNOLCCHIN length=502:0.0512077013,
(Cluster 178 GV2UCFNO1BEU61 length=470:0.0065063102,

(Cluster 126 GV2UCFNO1B406X_ lengrh=470:0.0000002741,

(Cluster 20 GV2UCFNOLAFSQE length=470:0.0241345831,

Cluster 13 GV2UCFNOLBSTIM length=470:0.0226480287)0.9150000000:0.0231511027)
0.9740000000:0.0460713121)0.8410000000:0.0185994036)0.7360000000:0.0358801977)
0.9940000000:0,1415215060,Cluster 299 GV2UCFNO1B1MCE length=471:0.0248576859)
0.9660000000:0,0819111123,Cluster 129 GV2UCFNOLCUW1C length=471:0.1043046600)
0.0000000000:0.0097967649)0.9240000000:0.0521558538,

{({{Cluster 48 GVZUCFNO1AY2TL length=470:0.1187432738,

Cluster 118 GV2UCFNO1BTCH4 length=502:0.0683184709)0.4520000000:0.0230960904,
{Cluster 5182 GV2UCFNOIDANYA lenoch=500:0,0089247356

Copy (ctrl+C) the tree in Newick format and

save it in a file to use this file in phyloseq.




Build a phylogenetics tree

With seaview (for big number of sequences)



* Download seaview: http://doua.prabi.fr/software/seaview

* Install seaview S
. [m7 Ghlocks.exe

 Double click on executable ) ibgec = dw2-Lal
/%) libgomp-1.dll

%) libstdc++-6.dll

B muscle.exe

B PhyML-3.1_win32.exe
|%| pthreadGC2.dII

r SEaview.exe

|€| seaview.html

r seaviewbdbits.exe


http://doua.prabi.fr/software/seaview

Open Fasta

alignment file drag zone

4| Mom du fichier: 500WEPL _setf_dereplicated.fasta
]




r Galaxy23-[FROGS_Filters__sequences.fasta).fasta I. = | =l |ih

File Edit Aign Props Sites Species Footers Trees | search]] oo Help|
ﬁ sel=0 1 Seq:1l Pos:l|l [Cluster 1] 94
[<] | Cluster 1 . : ol
Cluster_2
Cluster 3 E
Cluster 4 £
Cluster 5
Cluster & £
Cluster 7 £
Cluster 8 £ .-
Cluster & £ CCRCH
Cluster 11 E C
Cluster 12 CE E—"h‘
Cluster 13 e R

[~ |Cluster 14 £ CHC]
Cluster 15 E E CC
Cluster 16 E "
Cluster 17 E Cl
Cluster 18 g & s
Cluster_19 G EFE E
Cluster_ 20 B I
Cluster 21 ICRCC) ICH=
Cluster 22 & E =
Cluster_ 23 E ] E E
Cluster 24 E {CCCC N TR
Cluster_25 & " " E EE
Cluster 26 £ -
Cluster 27 e ICCl E E E
Cluster 28 E CHCHCRCRAC
Cluster 29 G CH=C
Cluster_ 30 £ i
Cluster 31 £
Cluster_ 32 £
Cluster 33 i
Cluster_ 34

-] | Cluster 35
¥

=<+ #[ I 1




r SOOWEPL_seth_dereplicated.fasta

> _—

ol |

_File Ecit QYR Props Sites Species Footers Trees |Search " Goto: ” Helpl

ﬁ [2e1-0 Allgn all
g }E—Eﬁﬂgﬁ Align selected sequences
1_#5325: Align selected sites
e 103055 Profile alignment

los:1|1 [10 T72862;3ize=1]

B_66198: De-align selection

6_26761; _
1T_6167; ent options
8_B8279;91z%

8 7892;3ize=1

e
e
B
e
EEE -
GEEE

3 muscle

B_6lR26:size=1
8 _80787;s5ize=1
8_2087073ize=1

] <none=
Edit options

B 4292;3ize=1

8_9987473ize=1
8 14847;3ize=1
8_91326r3ize=l
8 _50379;s5ize=1
8_2103073ize=1
8 _BB738rs5ize=1
8_8528273ize=1
8 94568;35ize=1
8_8968;3ize=1

8 _48491;35ize=1
8_56936r3ize=l
4 B4266;3ize=1
1 8316773ize=1
8 _38364;s5ize=1
8_1108273ize=1
6 22167;5ize=1
8_9506073ize=1
8 91623rs5ize=1
8_T7709773ize=1
8_17847;3ize=1

Add external method
Delete method

G GIGY GI G G G G2
33y caididd

- Itltlﬁl‘l FEFTFTFTF T
ElikEy

ik

GO G G 0Y G GO G GOl oY G2 0 02 G G 6 6
.
L}
[}

(3 EICIEICIEICTET
C3Ed 0300006060
(303030

18!

-

()

CICIEICIETCTETET 0D
G2 G G0 G GY G 6

il“.il‘il‘mil’lil‘il’lil




r SOOWEPL_setA_dereplicated.fasta ,_L- — - I ol |

_File Ecit QYR Props Sites Species Footers Trees |Search " Goto: ” Helpl
ﬁ 2e1=0 ﬁ“Q” all os: 111 [10 72862;size—1]
|10 72862 1jip celected ceouences
B| 10-¢80qe 9N selected sequences
1 _#5325; Align selected sites
e 103055 Profile alignment <
8661987 Do alan seleciio -
£ 26761+ :l'\.: align u':l':li-.l_.r'l =
18 _&167: Alignment options 5
8_08279;=TZE = SCRCCABACEC
B 7892;3ize=1 GG CRE- R
B 61826;3ize=1 GG chall-ccanachc
8 80797:3ize=1 GG ceAccARaclc
8_20870; 3ize=1 GG ceAccARRClC
84292;3ize=1 GG ceAccARaclc
B 99874;3ize=1 GG ceAccARRClC
8 14847;3ize=1 GG ceAccARaclc
8 91326:3ize=1 GG coBccARECEC
8 50379;3ize=1 GG ceAccaRnclc
8°21030; 3ize=1 GG cCAccARACRC
8 88738;3ize=1 GG ceAccaRnclc
B 85282;3ize=1 GG cCAccARACRC
8 94568;3ize=1 GG ceAccaRnclc
8_896873ize=1 5 EE & TR
8 48491;3ize=1 GG ceAccaRnclc
8 56936:3ize=1 GG GeRGCRENCRC
1784266; size=1 e 5CC G
1 83167:3ize=1 GG CEANC E B o
8 383647 3ize=1 GG caall- ol &
8711082:3ize=1 GG caall: ol d
6 22167;5ize=1 EE CIEn ] CR= IC]
8_95060;3ize=1 GG cual- C " B ﬁ .
8916237 3ize=1 GG caall- & ol ]
| 8_77097:3ize=1 GG caall: d ol d
8 17847;35ize=1 EE i = i} Tl il




Bunning "‘\\tls-gps-dis‘home‘\grpascal‘\Bureau\seaviewd\clustalo.exe™ -v -1 "C:‘\Users\grpascal\ippDa




= alignment . E——

Funning ™%\ tl3-gp3-dfs‘\home'\grpascal’Bureau' seaviewdclustalo.exe™ -v -i "C:\U3ers\grpascal‘\AppDa|
Using 4 threads

Read 96 sequences (type: DNA) from C:\Users‘grpascalfpplData'Local\Temp'seaview tmpd.pirc

Using 43 seeds (chosen with constant stride from length socrted seqgs) for mBed (from a total of 96
Calculating pairwise ktuple-distances...

Ktuple-distance calculation progress done. CPU time: 0.822u 00:00:00.81 Elapsed: 00:00:01

rEed created 1 cluster/s (wWwith a minimum of 1 and a scft maximaum of 100 segquences each)

Distance calculation within sub-clusters done. CPU time: 0.73u 00:00:00.73 Elapsed: 00:00:00
Guide-tree computaticon (mBed) done.

Progressive alignment progress done. CPFU time: 4.82u 00:00:04.81 Elapsed: 00:00:05
Alignment written to C:\Users‘grpascal‘\Applata‘Local‘\Temp'\seaview tmpd.out
WARNING: DML alignment is still experimental.

Cance.l | Gﬂ a"




,r Galaxy23-[FROGS_Filters_sequences fasta](1).fasta e

File Edit Align Props Sites Species Footers | Search:" Gntn:” Helpl
1

;I sel=0 1 Seq:1 Pos:1|l [Cluster 1] Parsimony 54

«] [Cluster 1 EEEEEE N = D -e Zl

[+ [Cluster 1 §$ seieCollcC) Rl Distance methods 2
Cluster 3 ZC-BRNEEC me PhyML G C E
Cluster 4 & FEEGE { & -
Cluster 5 G% GGG Import tree E
Cluster & & FEGEE i B - SCBC]
Cluster 7 GEC- NG i B G ccClE
Cluster 8 CCC GEﬁE GECREGECSE G -GC]
Cluster 9 e EEE CERC-CCEC £ CCRC)
Cluster_ 11 EJEE CCR=CCCC E BC
Cluster 12 E; FEEE £ WE e E e e CHCT
Cluater_ 13 EEE FECRCEECEE e Ol

[~ |Cluster 14 & e e FFEE CRRC-CCEC £ CHC)
Cluster_ 15 = Goe CERCCERCC & . G
Cluster 16 EEE GCRCGOCEC £ . =
Cluater_ 17 & FEEGE C] HECHE & 1C
Cluster 18 G GGEG CCRBCEECC 5 0l
Cluster 15 = EEEE FECRCCECEE & CC
Cluster_ 20 CERC-CCC I ClC
Cluster 21 CEBC-CCRC CC
Cluster 22 C] ECGE E ]
Cluater 23 FECRCCECEE & 1]
Cluster_ 24 CERC-CCC I Cl
Cluster 25 CERCCCCEC G C
Cluster 26 EHE =C I
Cluater 27 E E  HERRE b e
Cluster 28 CERC -CCEC I
Cluster 2% CERC-CCC &
Cluster 30 CCR=CCC I
Cluster 31 E B HE E e B
Cluster 32 GCGRCGOCEE =
Cluater 33 CCR=CC>C iC]
Cluster_ 34 GECRCGECEE

7| [Cluster 35 e e o e

¥

==+ #I







Humber of data sets:

Hb of bootstrapped data 3ets:

Compute approximate likelihood ratioc test: ye3 (SH-like branch supports)
Model name: GIR
Proportion of invariable sites: 0.000000
Number of subst. rate categsa: o4

Gamma distribution parameter: estimated
'Middle' of each rate class: mean
Nucleotide equilibrium frequencies: empirical
Optimise tree topology: ves

Tree topology 3earch: HNIs
Starting tree: BiolJ

kdd random input tree: no
Optimise branch lengths: yes
Optimise substitution model parameters: ves

Bun ID: none
Random seed: 1476347211
Subtree patterns aliasing: no
Version: 20120412

coooocoooooccooooocco oo oo oo oo oo oo o000 oo o oo 0o oo oo oo oo o oo o o0 oo o o 000 00 O O 0 O 00 o O O o O 0 O o Dy

352 patterns found {(out of a total of 435 3ites).

98 3ites without polvmorphism (22.07%).

Computing pairwise distances...

Building BioNJ tree...

This analysis requires at least 1 of memory space.

Refining the input tree...

Interruptl Wait for tree-building completion
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{ 302 sec) [ -19949,3295] [GIR parameters 1 - I
{ 302 sec) [ -19949,3295] [Alrha 1[ 0.501157]

{ 302 zec) [ -199459,32595] [Branch lengths 1

{ 303 sec) [ -19949,3284] [GIR parameters 1

{ 303 zec) [ -19949,3284] [Alpha 1[ 0.501157]

{ 303 sec) [ -195845,3284] [Branch lengths |

{ 305 sec) [ -195845,3283] [GIR parameters |

{ 305 zec) [ -19949,3283] [Alrha 1[ 0.501157]

{ 30& sec) [ -19949,3283] [GIER parameters 1

{ 308 sec) [ -19949,3283] [Alpha 1[ 0.501157] I
Checking for NNIsz, coptimizing five branches... N
{ 327 sec) [ -19949,.3038] [Topology | N
{ 327 zec) [ -195945.3038] [Branch lengths |

{ 328 sec) [ -19949,3014] [GIR parameters 1 L
{ 328 sec) [ -19949,3013] [Alpha 1[ 0.500&855] i
{ 328 sec) [ -19949,3013] [Branch lengths 1

{ 330 sec) [ -199459,3007] [GIR parameters 1 [
{ 330 sec) [ -19949,3007] [Alpha 1[ 0.500&855]

{ 331 sec) [ -19945,3007] [GIR parameters 1 |
{ 331 sec) [ -19949,3007] [Alpha 1[ 0.5006855] |

Checking for NNIs, cptimizing fiwve branches...

Log likelihood of the current tree: -19949.300718.

Compute fast branch supports on the most likely tree...

Printing the most likely tree in file "C:\Users\grpascal\AppData'\Local\Temp'seaview_tmph

Time used Ohéml7s

-

' canoell Copy all oK ffl |
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