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Origem da sintese de lignina
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Fig. 2 A plant phylogenetic tree marked with the major milestones of evolution of lignin biosynthesis. The distribution of lignin and its mono-
meric composition across major plant lineages are denoted by a circle at each branch. Open circle, no lignin; orange circle, presence of H and G
lignin; red circle, presence of S lignin in addition to H and G lignin; circle with question mark, unknown. Note that, within several groups with
G lignin, S lignin-containing exceptions are known. "Extinct lineage.
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The Paleozoic Origin of Enzymatic
Lignin Decomposition Reconstructed
from 31 Fungal Genomes

Dimitrios Floudas,> Manfred Binder,® Robert Riley,” Kerrie Barry,” Robert A. Blanchette,?

To gain access to cellulose, wood-decaying
fungi must overcome or circumvent lignin; thus,
we focus on fungal class II peroxidases (PODs),
which degrade lignin in P. chrysosporium and
other species (//) (figs. S7 to S19). We clas-
sified PODs into four major groups, including
three ligninolytic forms—Ilignin peroxidase (LiP),
manganese peroxidase (MnP), and versatile per-
oxidase (VP)—and a fourth POD type, defined
here as “generic peroxidase” (GP), which is ex-
pected to include nonligninolytic low-redox poten-
tial peroxidases with catalytic properties similar to
those of the peroxidase of Coprinopsis cinerea or
the product of the nopA gene in P. chrysosporium
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m Especie modelo: Phanerochaete chrysosporium




m Espécie modelo: Phanerochaete chrysosporium

Linhagem taxondmica

» cellular organisms
» Eukaryota
» Opisthokonta
» Fungi
» Dikarya
» Basidiomycota
» Agaricomycotina
» Agaricomycetes
» Agaricomycetes incertae sedis
» Polyporales
» Phanerochaetaceae




m Class Il peroxidases
- LiP =lignin peroxidase
- MnP = manganese peroxidase
- Vp = versatile peroxidase
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Phanerochaete chrysosporium (White-rot fungus)
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What is it and

_ ——.  Gallery Howitworks? Source Login: Signup = Contact
what can it do?

For guest users

Feel free 10 submit any kind of job on "Run  Job results can be retrieved on "Get your result” You can Sign up and/or Login to store your jobs and quickly access
TaxOnTree" box. box (just save your jobiD). there status and results on “Job table" box.




Run TaxOnTree

Input

Select the type of your input

® guery identifier o Examples: #1 #2

O Amino acid sequence o Examples: #1 #2
O List of identifiers L2 Examples: #1 #2

O Tree in Newick a Examples: #1 #2

Enter your input here:

e.g. 4757876 or QL0OSE9

Or upload a file: C

Browse... | Mo file selected.

Job description

Write here a small description
of your job

Your job will be saved in a guest account.

Options

BLAST options

Sequence Database:

Refseq (no fragment proteins)

oEuaIue: 1le-10 o

Maximum targets number: (200 o

Threshold (%): (50

Alignment options
Analyze alignment with TrimAL o

Alignment software

MUSCLE (Edgar, 2004)

Filter options

Exclude protein ism‘c:rms_a

[ Limit the number of taxa in clades of a

taxonomic category: Show |2 taxa per

LCA vo

O show only samples from organisms in which
the LCA level is egual or higher than |5 . o
Tree options

Tree rooting method: Midpeint More

Leaf name format | Click here

Get your result

Enter a jobID and a file type

e.g. 82 Tree in Nexus
+ Submit

TaxOnTree generates a
phylogenetic tree in NEXUS format
designad 10 be openned in Aglree.
Blast result and sequence
alignment are also available for
download.

FigTree is available for download
here or at Figlree's website.
Here are some NEXUS file
generated by TaxOnTree: Sample

#1423

Instructions for visualizing your tree
on Figlree can be found here

Getting error?

Check cut the logfile to have some
clues on what is causing the error.



