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Plant Genomics

Taxonomic Name Resolution Service (TNRS) 1 (A

The Taxonomic Name Resolution Service (TNRS) is a tool for the computer-assisted standardization of plant scientific LEARN
names. TNRS corrects spelling errors and alternative spellings to a standard list of names and converts out-of-date
names to the currently accepted name. TNRS can process many names at once, saving hours of tedious and LC
error-prone manual name correction.
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Variety: Anatomical and morphological

Plant Ontology
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Home &
Navigation Glossary of Plant Anatomy
Search Database v ‘
Glossary Enter term: petal Search Glossary
iPlant mirror
External resources
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Request PO
banner petal [PO:0025324; plant anatomy term ]
L0 A petal (PO:0009032) that is the top-most petal of a papilionaceous corolla
Documents (PO:0009059).
Software More
Publications
About free petal [PO:0025569; plant anatomy term ]
old Web A petal (PO:0009032) that is part of a perianth (PO:0009058) that contains fused
it
eosite sepals (PO:0025584) and/or fused petals (PO:0025583), but is separate from the
Feedback other sepals (PO:0009031) and petals (PO:0009032).
License More

fused petal [PO:0025583; plant anatomy term ]

A petal (PO:0009032) that is part of a fused corolla (PO:0025581) or a fused
perianth (PO:0025580).

More

keel petal [PO:0025326; plant anatomy term ]

A petal (PO:0009032) that is one of the two lowest petals of a papilionaceous corolla
(PO:0025324).

More

petal [PO:0009032; plant anatomy term ]
A phyllome (PO:0006001) that is part of the corolla (PO:0009059), and is usually

ecolared (notr Aarcen )




Variety: Genes and proteins
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[ all : all [239134 gene products]

H P0:0025131 : plant anatomical entity [104456 gene products]
H PO:0009011 : plant structure [104456 gene products]
H P0:0025497 : collective plant structure [86953 gene products]
H P0:0025007 : collective plant organ structure [86953 gene products]
H P0:0025023 : collective phyllome structure [56355 gene products]
H PO:0009059 : corolla [14679 gene products]
® P0:0009032 : petal [14679 gene products]
H P0O:0009058 : perianth [15832 gene products]
® P0:0009059 : corolla [14679 gene products] .
@ P0O:0009032 : petal [14679 gene products] blade on pet'lO/e
has_participant relationship PO:0025338 : collective plant organ structure development stage [80059 gene products]
H P0:0025527 : shoot system development stage [80059 gene products]
H P0:0025530 : reproductive shoot system development stage [59790 gene products]
participates_in relationship PO:0025082 : reproductive shoot system [59790 gene products] Plantcell
B PO:0009046 : flower [58463 gene products] Volume 17(5):
@ P0O:0009058 : perianth [15832 gene products] 434-1448




Visualization
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‘» SoyBase and the Soybean Breeder's Toolbox
Integrating Genetics and Molecular Biology for Soybean Researchers
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= Glycine max genome (assembly version 1.01): 90 kbp from Gm17:7,109,501..7,199,500
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Velocity, Volume, and Veracity

e 2003 Human Genome Project completed after 13 years

e Sanger-based sequencing (average read length=500-600
bases): 6-fold coverage

* 454 sequencing (average read length=300-400 bases): 10-fold
coverage

* [llumina and SOLiD sequencing (average read length=50-100
bases): 30-fold coverage

Platforms and Tools See All

Cost per Genome

A%, Discovery Environment Atmosphere
’@ Use hundreds of bioinformatics Apps and manage data Create a custom cloud-based scientific analysis
in a simple web interface platform or use a ready-made one for your area of
scientific interest

@00 DNA Subway § Data Store
suswaY Take DNA Subway to teach classroom-friendly ‘*7 Store, manage, access, and share all the data related to
bioinformatics for genome analysis, DNA Barcoding, your research
and RNA-Seq
>1TB/user possible

';,_' Bisque Image Analysis Environment
™ Exchange, explore, and analyze biological images and

their metadata
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_ http://www.iplantcollaborative.org/
www.genome.gov/sequencingcosts



