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AFTOL —what, who and why isit?

 Assembling the Fungal Tree of Life, NSF funded —
part of ATOL initiative

e Co-ordinating institutions: Clark University, Duke
University, Oregon State University, University of
Minnesota

 Aimsto collect and analyze data from 1,500+ species
of fungi for 8 genetic loci, plus a subset of taxafor
morphological and ultrastructural characters




AFTOL Bioinformatics

Provides:

Central storage for all project data
Participant and public interface to the project data

Automated analyses of raw sequence data: Phred, Phrap,
local BLAST, ...

Automated analyses of gene sequence data: alignment,
congruence testing, and phylogenetic analyses

Voucher & sample plate
submission

Taxon information
»

4
DNA sequences,

analyses, & results
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3 AFTOL Database: Version 4.2

W cymon

The AFTOL Database provides a central data-storage area and common interface to project data for members of the AFTOL project. The database is
under continual improvementyredesign. Hence, if you find this interface difficult to use, confusing, doesnt do what you want it to do, etc, you should

Server

PREFACE:

contact Cymon or Frank.

One important issue - if you ever see a screen such s this an error has occurred when trying to process your request. You should save the screen toa
file, emall It to aftol-admin@duke.edu with an explanation of what you were artempting to do at the time.

1on

CURRENT FUNCTIONALITY:

View author information

Add taxon information

Edit taxon information (if author)

View taxa by record or index

Upload sequence data

Delete sequence data (if author)

View authors sequence data index

View all AFTOL sequence data index

View single gene sequence index

View 10% sampling sequence index

View deleted sequences index

View individual sequence records

Verlfy sequence records (if author)

Add GenBank Accession number for sequence record (if author)
Retrieve from GenBank the Accession number for sequence record (if author)
Search GenBank for missing sequence records

Add GenBank records (if authorized)

Delete GenBank records (if authorized)

Add primer information

View primer information

Submission of sequence plate information to the sequencing facility
Automated quality checking, BLAST, and contig assembly of sequence data
Retrieval of electropherograms and assemblies (ff author)

View quality checking and BLAST logs (if author)
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Phred & Phrap
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Local BLAST: custom database
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Phylogenetic Analysis
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Alignment

aTrich_hirs
aTrype_unkn
Auric_auri
Aurip_aure
Auris_vulg
Auxar _zuf f
aVer pa_con
aXant h_cons
aXyl ar _acut
aXyl ar _hypo
Backu_circ
Backu_cten
BAEPLAX
Banke_f ul
Basi d_hapt
Basi d_r ana
Benj a_poi t
Bi mur _nova
Bl ake_tris

Esto_nia

TTAGGTAT
TTAGGGAT
TTAGCCAT
TTAGCCAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAAGCAT
TTAGGGAT
TTAGGTAT
TTAGGGAT
TTAGGGAT
TTAG CGAT
TAAGCCAT
TTAGGGAT
TTAGGGAT

GATGTTAATTTTAT- - - TGT
GATGTTAT TTTTT-- - ATGT
GA T TTTTTT--- ATGTCG
CGT T AATTAT- - - ATATGT
CA T AATTTAA---TTTGT
GGG AA TTTTAA- - - TATGT
GATG TTAATACAT- - - GTGT
CGTGTTATTATTTT- - - GTGT
GATGTTATTTTTT- - - - GTGT
GATGTTATTTTTT- - - - GTGT
GGG TGTTTATT------ ATGTGT
GGG TTGTTTATT- - - - - - ATGTGT
GGG GGTGTTAT ATTTT- - - GTGT
GGG GAA T AATT TA--- TGTGT
GGG AAT--- GT--- - - - TATGTG

GGG AAT-- - GT----- - TATGTGT

DOOOOOOOOOO

---------------------------------------- GGA- = === mm = m e oo - COCCCAGTATCET
---------------------------------------- A= - === === -oo- - oo GOCCCAGTATCGT
---------------------------------------- GGA- == === == === - COGCCAGTATCGT
---------------------------------------- GGA- === == === ===- - GCOCCCAGTATCGT
---------------------------------------- GGA- = === m = mm - = - - - COGCCAGTATCET
GAT GG TA GAG GCA TAG GG GG G AT GAG AGGGA- < === mmmmmmmmmmeo - COGECAGTATCET
---------------------------------------- A= - === === -s oo - GOCCCAGTATCGT
---------------------------------------- GGA- - === mmmmme oo e - COGCCAGTATCET
---------------------------------------- CGA- - === mmmmm o m e oo - COCCCAGTATCGT
---------------------------------------- GGA- - === m = mwmmm e oo - COCCCAGTATCGT
---------------------------------------- CGA- - === m = mw=m s oo - COCCCAGTATCET
---------------------------------------- GGA- = - === == -==--=o - - COGCCAGTATCGT
---------------------------------------- GGA- === === === COCCCAGTATCGT
---------------------------------------- CGA- - === mmmmmm e oo - GOCCCAGTATCGT
---------------------------------------- CGAA GGG ACCATGT GTAGG TGGCCCAGTATCGET
---------------------------------------- A~ - === mmm e e oo oo - - COCCCAGTATCGT
---------------------------------------- A= === s e e m e oo - - COGCCAGTATCET
---------------------------------------- GGA- - === mmmmmm e oo - COCCCAGTATCGT
---------------------------------------- GGA- - === mm e e m e e o - - COGCCAGTATCGT

GCCCGTT G TTAGGGAT GGG TTGITTATTATGIGT G TCTTGEGIT T TA GAG GCGA TAG GG GG G AT GAGCAGGGEGCAGTATGGT GGG GGTGTTTATTAGATTTTAGATGGT



Alignment

aTrich_hirs
aTrype_unkn
Auric_auri
Aurip_aure
Auris_vulg
Auxar _zuf f
aVer pa_con
aXant h_cons
aXyl ar _acut
aXyl ar _hypo
Backu_circ
Backu_cten
BAEPLAX
Banke_f ul
Basi d_hapt
Basi d_r ana
Benj a_poi t
Bi mur _nova
Bl ake_tris

Esto_nia

TTAGGTAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAGGECGAT
TTAGGECAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAAGCAT
TTAGGGAT
TTAGGTAT
TTAGGGAT
TTAGGGAT
TTAG CGAT
TAAGCCAT
TTAGGGAT
TTAGGGAT

ambiguous

GATGTTAATTTTAT- - -
GATGTTAT TTTTT--- A
GA T TTTTTT--- ATq
CGT T AATTAT- - - ATA
CA T AATTTAA---TT|
GGG AA TTTTAA-- - TA
CGATG TTAATAGAT- - - (
CGTGTTATTATTTT- - - §
GATGTTATTTTTT-- - - §
GATGTTATTTTTT-- - - {

TGTTTATT- - - - - - AT
TTGTTTATT- - - - - - AT
CGTGTTAT ATTTT---
GAA T AATT TA---Tg
AAT- - - GT- - - - - - TATG
AAT- - - GT- - - - - - TATG
TTGTTTATT- - - - - - AT
CGTGTTT TATTG - - Td
TTGTTTATT- - - - - AT

TGT
rTGT
GG
TGT
TGT
TGT
rTGT
TGT
rTGT
rGT
TGT
rTGT
rGT
rTGT
rc

TGT
TGT
TGT
TGT

DOOOOOOOOOO

COGCCAGTATCGT
SOGCCAGTATGGT
SOGCCAGTATGGT
(SOGCCAGTATGGT
SOGCCAGTATCGT
SCCCCAGTATGGT
SOGCCAGTATGGT
SOGCCAGTATGGT
SOGCCAGTATGGT
SOGCCAGTATGGT
SOGCCGAGTATGGT
SOGCCAGTATGGT
SOGCCAGTATGGT
SOGCCAGTATGGT
SCGCCAGTATGGT
SOGCCAGTATCGT
SOGCCAGTATCGT
SCGCCAGTATGGT
SOGCCGAGTATGGT

GCCCGTT G TTAGGGAT GGG TTGITTATTATGIGT G TCTTGEGIT T TA GAG GCGA TAG GG GG G AT GAGCAGGGEGCAGTATGGT GGG GGTGTTTATTAGATTTTAGATGGT



Alignment

aTrich_hirs
aTrype_unkn
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Auxar _zuf f
aVer pa_con
aXant h_cons
aXyl ar _acut
aXyl ar _hypo
Backu_circ
Backu_cten
BAEPLAX
Banke_f ul
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TTAGGTAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAGGECGAT
TTAGGECAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAGGGAT
TTAAGCAT
TTAGGGAT
TTAGGTAT
TTAGGGAT
TTAGGGAT
TTAG CGAT
TAAGCCAT
TTAGGGAT
TTAGGGAT

2

ambiguous

GATGTTAATTTTAT- - -
GATGTTAT TTTTT--- A
GA T TTTTTT--- ATq
CGT T AATTAT- - - ATA
CA T AATTTAA---TT|
GGG AA TTTTAA-- - TA
CGATG TTAATAGAT- - - (
CGTGTTATTATTTT- - - §
GATGTTATTTTTT-- - - §
GATGTTATTTTTT-- - - {

TGTTTATT- - - - - - AT
TTGTTTATT- - - - - - AT
CGTGTTAT ATTTT---
GAA T AATT TA---Tg
AAT- - - GT- - - - - - TATG
AAT- - - GT- - - - - - TATG
TTGTTTATT- - - - - - AT
CGTGTTT TATTG - - Td
TTGTTTATT- - - - - AT

TGT
rTGT
GG
TGT
TGT
TGT
rTGT
TGT
rTGT
rGT
TGT
rTGT
rGT
rTGT
rc

TGT
TGT
TGT
TGT

DOOOOOOOOOO

1

COGCCAGTATCGT
SOGCCAGTATGGT
COGCCAGTATGGT
SOGCCGAGTATGGT
SOGCCAGTATCGT
SCCCCAGTATGGT
SOGCCAGTATGGT
SOGCCAGTATGGT
SOCCCAGTATGGT
SOGCCAGTATGGT
SOGCCGAGTATGGT
SOGCCAGTATGGT
SOGCCAGTATGGT
SOCCCAGTATGGT
SCGCCAGTATGGT
SOGCCAGTATCGT
SOGCCAGTATGGT
SCGCCAGTATGGT
SOGCCGAGTATGGT

f

GGGGGTT (f TTAGGCGAT GGG [TTGTTTATTATQTGT G TCTTGGGIT T TA GAG GGA TAG GG GG G AT GAGGAGGSGGCAGTATGGT [3GG GGTGTTTATTAGATTTTAGATGGT




Open Source

The AFTOL project uses only free software and says thanks to:

S | E Linux (OS)
PYTHON Python (programming language)
povered

Jl .“fﬁg Biopython (bioinformatics modules)
% PostgreSQL (SQL database)

Apache (webserver)

Phred and Phrap (Sequence tools)
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