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This PHYMYCO-DB tutorial aims to
help users to use efficiently the
database and its tools.

It contains details about how to use the
options offered on the left of the main screen
(alignments, downloads, selection of fungal
sequences, taxonomic browser)

Italso refers to a submitted paper that we
expect to be published soon.
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1. Execute clustalW:

You can execute an alignmenton our computer clusters with ClustalW 2.0 and
receive the results in your e-mail box.

-> From fasta format file:

First, upload your personal sequences file .fasta’ (1000 sequences max.). Then select
the gene of interest (SSU rRNA or EF-1-a gene) and sequences from PHYMYCO-DB
using our taxonomic browser.
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DB Explore

® Cxecute
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Alignment type

Alignment from @ FASTA farmat file O ALM format file

Personal file

Personal sequences file to align (FASTA format)

Parcourir..

Add GenBank Sequences selection

Gene

RNA_185 v

Phylurm Subphylum Class Order

--Select a phylurm-- --Select a subphylum-- —-5Select a class-- --Select an order-—- -
Ascamycota(5h52) ) Glameramycetes Archaeosporales(28) Paraglomeraceae(s)

Basidiomycota( 1830)
Chytridiomycota(s07

Diversisparales(151)

Glomeromycota{848)

Zygomycotal421)

Finally, you have the possibility to add an outgroup from a personal file
"fasta’ or from our set of outgroup files stored in the database. To launch the
application, click on "Align with ClustalW'.

DB Explore

® Execute
clustaly

e Cownload
seqguences

® Download
alignment files
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admin

DB Admin

Logged in as
‘dmarie’

® | ogolt

P R

Input data for the ClustalW program

Fill your e-mail to receive your results

Diownload a personal outgroup file

Parcolrir or select an outgroup
file

Tetramitus_thermacidophilus_185 fas

FPersonal sequences file
sequences_14_ fasta

GenBank RNA_ 785 sequences selected

details :
Lineage NCBI accession number
1 Ascomycota;Pezizomycoting; Sordariomycetes; Sordariales; Lasiosphaeriaceas; Bombardia bombarda MNG_013187.1
2 Ascomycota; Pezizomycotina; Sordariomycetes; Sordariales,undefined, Ascolacicola austriaca AF2422631
3 Ascomycota; Pezizomycotina; Sordariomycetes, Sordariales; Chaetomiaceae; Chaetomium sp. KY-52 AB52103591
4 Ascomycota; Pezizomycotina; Sordariomycetes; Sordariales;undefined; Kionochaeta sp. MK-100 ABS210361
) Ascomycota; Pezizomycoting; Sordariomycetes; Sordariales; Lasiosphaeriaceae; Lasiosphaeria ovina DO836894 1
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Once the job is completed you receive an e-mail containing a link. You can visualize the
alignment in HTML format or you can download itas a ".aln’ format file.
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Alignment I'ESLI'T'» CLUSTAL 2.0.9 wultiple segquence aligrment
DB Explore ; ; ]
Click here to visualize your clustaly result file > 75863941 ischersonis
DQ522347. 1| Bypocrella
® Fuocute 17956341, 1] kschersonia
clustaliy CHownload resultfie p | L1656 1] dachersonia
DQ522318. 1| hschersonia
. ) AY986930, 1| Aschersonia
® Download Ouverture de BDDChampiV 25! 47976.aln X A1986949. 1| Eypocee1la
seduences iy ] AY986939, 1| Aschersonia
Yous avez choisi d'ouwrir LY936945, 1| Bypocrells
. . DQS22317. 1| Aschersonia
® Download |ﬂ BDDChampi¥25947976.aln 986936, 1| hachersania
: 3 qui est un fichier de type @ dustal LY986927. 1| kschersonia
alignment files A .
& partir de ¢ http:/fgenowsbi irisa.fr LY586929. 1| kschersonia
AY936925. 1| Aschersonia
® Contactthe Que doit Faire Firefox avec ce fichier 7 1Y986933 . 1| kschersonia
d . 47986931, 1| kschersonia
w Firefax (défaut v 17986932, 1| kschersonia
- AY9865944, 1| Hypocrella
() Envegistrer le fichier AY986948. 1| Hypocrella
DB Admin 0522346, 1 Bypocrella

AY986543, 1| Hypocrella

AY986935, 1| Aschersonia

. :
Login 17386546, 1| Bypocrella

47936947, 1| Hypocrella

17536950, 1 Bypocrella
AY956935. 1| kschersonia

AY986925.1| kschersonia

-> From aln format file:

First, upload your personal sequences file .aln’ (1,500 Ko max.). Then, choose one of
our pre-computed alighments - manually cross-checked and stored in the database.
They contain up to 400 sequences and are specific to a class or a particular group of
fungi.
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Alignment type

Alignment from G FASTA format file @ ALK format file
® Execute

clustalty
® [iownload Alignment files
sequences

o Download Personal seguences file ta align (ALMN format) | ChiDocuments and Settingstinviteco'Bureauisequences(]
alignment files Select a file
Filter:

® Contact the
admin

DE Admin

® Lodgin

To launch the application, click on 'Align with ClustalW'.
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2. Download sequences :

All the fungal sequences contained in PHYMYCO-DB are automatically curated and
then manually curated (process explained in details in a submitted publication about
PHYMYCO-DB).

sequences for the considered taxonomic level. Click on Envoyer.

<PHYMYCO-DB>

Choose a gene (SSU rRNA or EF-1-a in this PHYMYCO-DB
upgrade) and a taxonomic level. The number in brackets corresponds to the total number of

DB Explore

® Execute
clustali’y

® Download
sequences

® Download
alignment files

® Contactthe
admin

DB Admin

® Login
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Gene
RMN& 185

Phylum

You can download all the sequences from the taxonomic level chosen or
only sequences of interest, one by one, by clicking on the button in the download

--Select a phylurm--
Ascomycota(5457)
EBasidiormycota(2091)
Chytridiomycota(391)
Glormeramycota( 1028

GenBank sequences

Subphrylum

--Select a subphylurm--

Entormophthoromycatina(42)

Kickxellomycotina(80)

Mucoromycotina(353)
1

5]

Class

--Select a class--
Lndetine

Order
—-5Select an order--

Cochlonemataceae(1)
Helicocephalidaceae(3)
Fiptocephalidaceae(4)
Sigmoideomycetaceas(1)

‘o column.
7.7
Results
DB Explore 9 RMNA_18S sequences selected :
Download all the following sequences into Fasta format
® [Cxecute
clustaly/
Phylum Subphylum Class Order Family Genus Species NCBI Download
® [Download accession
number
seduences
® [Download 1| Zygomycota | Zoopagomycotina || undefined | Zoopagales | Piptocephalidaceas Piptocephalis Piptocephalis NG_017182.1 RMNA 185 NG 0171921 fasta
alignment files corymbifera
2| Zygomycota | Zoopagomycotina | undefined | Zoopagales | Helicocephalidaceae Rhopalomyces | Rhopalomyces [ NG_017191.1 RMNA 185 NG 0171911 fasta
® Contact the elegans =
admin
3| Zygomycota | Zoopagomycotina | undefined | Zoopagales | Helicocephalidaceae Rhopalomyces | Rhopalomyces | AYE35834.1 PMNA 185 AYB35854 1 fasta
elegans = =
DB Admin
4| Zygomycota | Zoopagomycotina | undefined | Zoopagales | Cochlonemataceae Cochlonema Cochlonema DQ520640.1 BNA 185 DOS520840.1 fasta
. euryblastum = =
® |oain !
5 | Zygomycota | Zoopagomycotina | undefined | Zoopagales | Piptocephalidaceae Piptocephalis Piptocephalis ABO1B0Z3.1 RMNA 185 ABOD1B023.1 fasta
corymbifera = =
B | Zygomycota || Zoopagomycoting | undefined | Zoopagales | Sigmoideomycetaceas | Thamnocephalis | Thamnocephalis | ABO16013.1 RENA 185 ABO1G013.1 fasta
sphasrospora = =
7| Zygomycota | Zoopagomycotina | undefined | Zoopagales | Helicocephalidaceae Rhopalomyces | Rhopalomyces [ ABO16012.1 PMNA 185 ABO1G012.1 fasta
elegans = =
8 | Zygomycota | Zoopagomycotina | undefined | Zoopagales | Piptocephalidaceae Syncephalis Syncephalis ABO1BO11.1 PMNA 185 ABO1G011.1 fasta
depressa = =
9 | Zygomycota | Zoopagomycotina | undefined | Zoopagales | Piptocephalidaceae Kuzuhaea Kuzuhaea ABO1B010.1

manilifarmis

RMA_185 ABO1G010.1 fasta
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3. Download alignmentfiles:

You can download one of the pre-computed alighments. They were manually cross-

checked and can contain up to 400 sequences of a whole phylum or several classes,
families or orders.

Selectan alignment using the filter. The name of the taxonomic level is contained in

the file name. And Click on Download.
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Download alignment files

Select an alignment file to download
Filter: |Glormerormycota

Clomeromycota EF1alpha

Dawnload ]

DB Expleore

® [Cxecute
clustalvy

® Download
seguences

® Download
alignment files

® Contactthe
admin

DB Admin

® | ogin

Download alignment files

Select an alignment file to download

Filter: |Glomeromycota
Glomeromycota EF1alpha

Ouverture de Glomeromycota EF1alpha.aln

Yous avez choisi d'ouvrir

Diownload

qui est un fichier de type @ clustal

X

|£] Glomeromycota_EF1alpha.aln

& partir de ¢ http:ffphymycodb.genouest. org

Que doit Faire Firefox avec ce fichier 7

() Ouwrir avec | Firefox (défaut’

3] w

(& Enegistrer e fichier
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