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Crystal Structure of an Indole-3-Acetic Acid Amido Synthetase
from Grapevine Involved in Auxin Homeostasis”

Thomas S. Peat,? Christine Béttcher,? Janet Newman,? Del Lucent,® Nathan Cowieson,® and Christopher Davies®-

aThe Commonwealth Scientific and Industrial Research Organization (CSIRO) Materials, Science and Engineering, Parkville, Victoria

3052, Australia
bCSIRO Plant Industry, Glen Osmond, South Australia 5064, Australia
¢ Australian Synchrotron, Clayton, Victoria 3168, Australia

A Novel Tool for Studying Auxin-Metabolism: The
Inhibition of Grapevine Indole-3-Acetic Acid-Amido
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Christine Bottcher'*, Eric G. Dennis’, Grant W. Booker?, Steven W. Polyak?, Paul K. Boss',
Christopher Davies'
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Summary: GH3 auxin-responsive promoter

Pfam includes annotations and additional family information from a range of different sources. These sources can be accessed via the tabs below.

No Wikipedia article  Pfam | Interpro

This tab holds the annotation information that is stored in the Pfam database. As we move to using Wikipedia as our main source of annotation, the contents of this tab will
be gradually replaced by the Wikipedia tab.

GH3 auxin-responsive promoter

Literature references
1. Walker L, Estelle M; , Curr Opin Plant Biol 1998;1:434-439.: Molecular mechanisms of auxin action. PUBMED: 100665237
Clan

This family is a member of clan ANL (CL0378), which has a total of 3 members.
Internal database links
SCOOP: AMP-binding
Similarity to PfamA -
using HHSearch: AMP-bindin

External database links

PANDIT: PF03321F
Pseudofam: PF03321
SYSTERS: GH3rF

Comments or questions on the site? Send = mail to pfam-help@sanger.ac.uk
The Wellcome Trust
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DBXREF SYMBOL DEFLINE
AT1G23160.1 Auxin-responsive GH3 family pr.

AT1G281301 Auxin-responsive GH3 family pr.

AT1548660.1 Auxin-responsive GH2 family pr.
AT1G48670.1 auxin-responsive GH2 family pr..
AT1548690.1 Auxin-responsive GH32 family pr.

AT1G59500.1 Auxin-responsive GH3Z family pr..
AT2E148650.1 Auxin-responsive GH32 family pr.

ololo]o]o]o)

ATZ2G223170.1 Auxin-responsive GHZ family pr.
ATZG46370.4 Auxin-responsive GH2 family pr.
AT2G47750.1 putative indole-2-acetic acid-...
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AT4G03400.1 Auxin-responsive GH3 family pr.
AT4G27260.1 Auxin-responsive GH2 family pr.
AT4G3T73901 Auxin-responsive GH3Z family pr..
ATEGE133201 Auxin-responsive GH32 family pr.
ATEG133501 Auxin-responsive GH3Z family pr..
ATEGE133260.3 Auxin-responsive GH32 family pr.
ATEG1323701 Auxin-responsive GHZ family pr.
ATS5G13380.1 Auxin-responsive GH2 family pr.
ATS5G51470.1 Auxin-responsive GH3 family pr.
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