The oilseed rape developmental expression resource
(ORDER)

A resource for the investigation of gene expression dynamics during the
floral transition in oilseed rape

A
THE
John Innes Centre i FRANCIS
CRICK

Unlook,ing_ Nature Di\/cVQH’v} INSTITUTE




Computational models in Arabidopsis are able to predict flowering time

Jaeger, Katja E., Nick Pullen, Sergey Lamzin, Richard J. Morris, and Philip A. Wigge. (2013).
Interlocking Feedback Loops Govern the Dynamic Behavior of the Floral Transition in Arabidopsis. The Plant Cell 25, no. 3: 820-33.
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My first challenge with the dataset...



My first challenge with the dataset...

Dear Marc,

| heard that you’ve generated a really nice developmental RNA-Seq
time course. Would you mind graphing this list of genes please?

Cheers,
Dr. Wet Lab Biologist
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The Oilseed Rape Developmental Expression Resource (ORDER) was created to provide access to the developmental
transcriptome of Brassica napus during the floral transition.

D. Marc Jones, Tjelvar S. G. Olsson, Nick Pullen, Rachel Wells, Judith A. Irwin, Richard J. Morris.
The oilseed rape developmental expression resource: a resource for the investigation of gene expression dynamics during
the floral transition in oilseed rape. BMC Plant Biology 20, 344 (2020). https://doi.org/10.1186/s12870-020-02509-x
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The oilseed rape developmental expression resource: a resource for the investigation of gene expression dynamics during
the floral transition in oilseed rape. BMC Plant Biology 20, 344 (2020). https://doi.org/10.1186/s12870-020-02509-x
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Case study 1: Dynamics between AP1 and AGL24
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The Oilseed Rape Developmental Expression Resource (ORDER) was created to provide access to the developmental
transcriptome of Brassica napus during the floral transition.

Guide

The About tab presents information about how the experiment was carried out, such as which Brassica napus varieties
were grown, how the samples were collected and how gene expression levels were quantified.

The How To Use tab explains how to use the website to search the database. This is the place to go if you have
questions about the user interface of the website.

The final three tabs (Search, BLAST Search and Table) are the tabs you'll be using to search the database.

Contact

Please could you direct all enquiries, bug reports and interesting findings which relate to this dataset to Marc Jones.

AionPlot



Case study 2: Searching with Brassica gene models

Cufflinks Gene Models

Zhesi He, Feng Cheng, Yi Li, Xiaowu Wang, Isobel A.P. Parkin, Boulos Chalhoub, Shengyi Liu, lan Bancroft.
Construction of Brassica A and C genome-based ordered pan-transcriptomes for use in rapeseed genomic
research. Data in Brief, Volume 4, p357-362 (2015). https://doi.org/10.1016/j.dib.2015.06.016.
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Cufflinks Gene Models

Pantranscriptome

Zhesi He, Feng Cheng, Yi Li, Xiaowu Wang, Isobel A.P. Parkin, Boulos Chalhoub, Shengyi Liu, lan Bancroft.
Construction of Brassica A and C genome-based ordered pan-transcriptomes for use in rapeseed genomic
research. Data in Brief, Volume 4, p357-362 (2015). https://doi.org/10.1016/j.dib.2015.06.016.
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Zhesi He, Feng Cheng, Yi Li, Xiaowu Wang, Isobel A.P. Parkin, Boulos Chalhoub, Shengyi Liu, lan Bancroft.
Construction of Brassica A and C genome-based ordered pan-transcriptomes for use in rapeseed genomic
research. Data in Brief, Volume 4, p357-362 (2015). https://doi.org/10.1016/j.dib.2015.06.016.
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Case study 3: FLC homologues in radish

https://commons.wikimedia.org/wiki/File:Radish_3371103037_4ab07db0bf_o.jpg

Gibum Yi, Hyerang Park, June-Sik Kim, Won Byoung Chae, Suhyoung Park, and Jin Hoe Huh.

Identification of Three FLOWERING LOCUS C Genes Responsible for Vernalization Response in Radish (Raphanus sativus L.)
Hort. Environ. Biotechnol. 55(6):548-556 (2014). https://doi.org/10.1007/s13580-014-1151-x
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ORDER is built using a framework called AionPlot
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ORDER is built using a framework called AionPlot

name time value hi lo Tissue Accession

XLOC_000001 22 64.7015 84.7443 44,6587 Apex Tapidor
XLOC_000001 43 70.8761 92.8078 48.9445 Apex Tapidor
XLOC_000001 64 49.8647 67.3971 32.3323 Apex Tapidor
XLOC_000001 65 86.0787 112.221 59.936 Apex Tapidor
XLOC_000001 67 59.0268 79.6452 38.4084 Apex Tapidor
XLOC_000001 {72 140.618 182.766 98.4694 Apex Tapidor
XLOC_000001 83 141.58 183.958 99.2018 Apex Tapidor
XLOC_000001 22 41.8004 55.7453 27.8554 Apex Westar
XLOC_000001 43 38.1897 51.5202 24.8592 Apex Westar

Time series data
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name time value hi lo Tissue Accession

XLOC_000001 22 64.7015 84.7443 44,6587 Apex Tapidor
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XLOC_000001 67 59.0268 79.6452 38.4084 Apex Tapidor
XLOC_000001 {72 140.618 182.766 98.4694 Apex Tapidor
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XLOC_000001 43 38.1897 51.5202 24.8592 Apex Westar

Time series data

name  label_tooltip Brassica napus gene Chromosome start (bp) End (bp)

XLOC_@42547 chrA@9 <a href="http://www.genoscope.cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrA@9
%3A398532..399378" target="_blank">XLOC_042547</a> chrA@9 398532 401485

XLOC_112974 chrCe7 <a href="http://www. .cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrCo7
%3A3953765..3954010" target="_blank">XLOC_112974</a> chrCe7 3953765 3956275

XLOC_017763 chrA@4 <a href="http://www. .cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrA@4
%3A12210015..12210492" lank">XLOC_017763</a> chrA@4 12210015 12213846

XLOC_017762 chrA@4 http://www.genoscope.cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrAgs4
%3A12206515..12206578" target="_blank">XLOC_017762</a> chrA@4 12206515 12208844

XLOC_e17761 chrA@4 <a href="http://www.genoscope.cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrA84
%3A12198285..12199827" target="_blank">XLOC_017761</a> chrA@4 12198285 12199827

XLOC_017760 chrA@4 <a href="http://www. .cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrA@4
%3A12196765..12198169" target="_blank">XL0C_017768</a> chrA@4 12196765 12198169

XLOC_017767 chrA@4 <a href="http://www. .cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrA@4
%3A12319415..12319736" target: blank">XLOC_@017767</a> chrA@4 12319415 12321611

XLOC_017766 chrA@4 <a href="http://www.genoscope.cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrA@4
%3A12312805..12313015" target="_blank">XLOC_017766</a> chrA@4 12312805 12317264

XLOC_@17765 chrA@4 <a href="http://www.genoscope.cns.fr/brassicanapus/cgi-bin/gbrowse/colza/?name=chrA@4
%3A12304405..12306194" target="_blank">XLOC_017765</a> chrA@4 12304405 12306194

Record information
(Gene information)
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ORDER is built using a framework called AionPlot
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XLOC_112764 Pan_Cab@44158.1 chrCe7 default Pan_Cab@44158.1 Pantranscriptome 93.4615384615 392.617
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