


BOTTOM LINE

» COPO is for plant scientists to:
» Easily share research objects

» Get credit for doing so
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MOTIVATION

» Funding bodies require data sharing
» Improved availability of data

» Citation for all your outputs
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METADATA EXAMPLES

<SUBMISSION_SET>

<SUBMISSION alias="CCC_III_18" center_name="TGAC"
submission_comment="CCC_III_18" submission_date="2014-12-16T00:00:00">

<TITLE>CCC_III_18_JonathanHeeney_chimpSIV_LEGACY</TITLE>

<CONTACTS>

<CONTACT name="Robert Davey"/>

</CONTACTS>

<ACTIONS>

<ACTION>

<ADD schema="experiment" source="SUBé6_experiment_2014-12-16.rml.xml"/>

</ACTION>

<ACTION>

<ADD schema="study" source="SUB6_study_2014-12-16.xml" />

</ACTION>

<ACTION>

<ADD schema="run" source="SUB6_run_2014-12-16.rml.xml"/>

</ACTION>

<ACTION>

<ADD schema="sample" source="SUBé6é_sample_2014-12-16.xml"/>

</ACTION>

</ACTIONS>

</SUBMISSION>

</SUBMISSION_SET>
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METADATA EXAMPLES o

<EXPERIMENT_SET>

<EXPERIMENT alias="EXP_AUTOGEN_STU180_Transcriptome Analysis_1-1" center_name="TGAC">
<TITLE>PR026 I1llumina Transcriptome Analysis experiment (Auto-gen)</TITLE>

<STUDY_REF refcenter="TGAC" refname="CCC_III_18"/>

<DESIGN>

<DESIGN_DESCRIPTION>CCC_III_18</DESIGN_DESCRIPTION>

<SAMPLE_DESCRIPTOR refname="JH_S1_Chimpanzee" refcenter="TGAC">

</SAMPLE_DESCRIPTOR>

<LIBRARY_DESCRIPTOR>

<LIBRARY_NAME/>

<LIBRARY_STRATEGY>0THER</LIBRARY_STRATEGY>
<LIBRARY_SOURCE>TRANSCRIPTOMIC</LIBRARY_SOURCE>
<LIBRARY_SELECTION>PCR</LIBRARY_SELECTION>

<LIBRARY_LAYOUT>

<PAIRED NOMINAL_LENGTH="640"/>

</LIBRARY_LAYOUT>

<POOLING_STRATEGY>multiplexed libraries</POOLING_STRATEGY>

</LIBRARY_DESCRIPTOR>

</DESIGN>

<PLATFORM>

<ILLUMINA>

<INSTRUMENT_MODEL>I1lumina HiSeq 2000</INSTRUMENT_MODEL>

</ILLUMINA>

</PLATFORM>

<PROCESSING/>

</EXPERIMENT>

<EXPERIMENT alias="EXP_AUTOGEN_STU180_Transcriptome Analysis_1-2" center_name="TGAC">
<TITLE>PR026 I1llumina Transcriptome Analysis experiment (Auto-gen)</TITLE> R
<STUDY REF refcenter="TGAC" refname="CCC III 18 JonathanHeenev chimpSIV LEGACY" /> s centre™



METADATA EXAMPLES

<?xml version="1.0" encoding="UTF-8"7>

<SAMPLE_SET>

<SAMPLE alias="JH_S1_Chimpanzee" center_name="TGAC">
<TITLE>JH_S1_Chimpanzee</TITLE>

<SAMPLE_NAME>

<SCIENTIFIC_NAME>Pan troglodytes</SCIENTIFIC_NAME>
<TAXON_ID>9598</TAXON_ID>

</SAMPLE_NAME>

<DESCRIPTION>CA_x062 wk4</DESCRIPTION>

</SAMPLE>

<SAMPLE alias="JH_Sé_Chimpanzee" center_name="TGAC">
<TITLE>JH_S6_Chimpanzee</TITLE>

<SAMPLE_NAME>

<SCIENTIFIC_NAME>Pan troglodytes</SCIENTIFIC_NAME>
<TAXON_ID>9598</TAXON_ID>

</SAMPLE_NAME>

<DESCRIPTION>CF_x176 wk52</DESCRIPTION>

</SAMPLE>

<SAMPLE alias="JH_S7_Chimpanzee" center_name="TGAC">
<TITLE>JH_S7_Chimpanzee</TITLE>

<SAMPLE_NAME>

<SCIENTIFIC_NAME>Pan troglodytes</SCIENTIFIC_NAME>
<TAXON_ID>9598</TAXON_ID>

</SAMPLE_NAME>

<DESCRIPTION>CH_x284 wk4</DESCRIPTION>

</SAMPLE> TGAC =

The Genome Analysis Centre™
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METADATA EXAMPLES o

<RUN_SET>

<RUN alias="L004:LDI2167:120327_SN790_0195_ADOTDRACXX" center_name="TGAC" run_center="TGAC" run_date="2012-04-08T00:00:00">
<EXPERIMENT_REF refcenter="TGAC" refname="EXP_AUTOGEN_STU180_Transcriptome Analysis_2-20"/>

<DATA_BLOCK sector="4">

<FILES>

<FILE ascii_offset="!" checksum_method="MD5" filename="Project_CCC-14/Run372_LIB2555_LDI2167_C8-S_CTTGTA_LOO04_R1l.fastq.gz"
filetype="fastq" quality_encoding="ascii" quality_scoring_system="phred">

</FILE>
<FILE ascii_offset="!" checksum_method="MD5" filename="Project_CCC-14/Run372_LIB2555_LDI2167_C8-S_CTTGTA_LO04_R2.fastq.gz"
filetype="fastq" quality_encoding="ascii" quality_scoring_system="phred">

</FILE>

</FILES>

</DATA_BLOCK>

</RUN>

<RUN alias="L004:LDI2165:120327_SN790_0195_ADOTDRACXX" center_name="TGAC" run_center="TGAC" run_date="2012-04-08T00:00:00">
<EXPERIMENT_REF refcenter="TGAC" refname="EXP_AUTOGEN_STU180_Transcriptome Analysis_2-19"/>

<DATA_BLOCK sector="4">

<FILES>

<FILE ascii_offset="!" checksum_method="MD5" filename="Project_CCC-14/Run372_LIB2553_LDI2165_C6_CAGATC_L0O04_R1l.fastqg.qgz"
filetype="fastq" quality_encoding="ascii" quality_scoring_system="phred">

</FILE>
<FILE ascii_offset="!" checksum_method="MD5" filename="Project_CCC-14/Run372_LIB2553_LDI2165_C6_CAGATC_L0O04_R2.fastqg.gz"
filetype="fastq" quality_encoding="ascii" quality_scoring_system="phred">

</FILE>

</FILES>

</DATA_BLOCK>

</RUN>

<RUN alias="L004:LDI2164:120327_SN790_0195_ADOTDRACXX" center_name="TGAC" run_center="TGAC" run_date="2012-04-08T00:00:00">
<EXPERIMENT_REF refcenter="TGAC" refname="EXP_AUTOGEN_STU180_Transcriptome Analysis_2-18"/>

<DATA_BLOCK sector="4">

<FILES>
CETIE acri1d Aaffcat+="1" ~harkciim mathad="MNDR" f41Tanama="DPradact CCC-1A/Riin2A79 | TROERRD IDTY214A C&R CCCAAT 1004 R1 fac+n ="



DOCUMENTATION

<xs:schema xmlns:xs="http://www.w3.0rg/2001/XMLSchema" xmlns:com="SRA.common">
<xs:import schemalLocation="SRA.common.xsd" namespace="SRA.common"/>

<xs:complexType name="SubmissionType">
<xs:annotation>
<xs:documentation>
A Submission type is used to describe an object that contains submission actions to be performed by the archiv
</xs:documentation>
</xs:annotation>

<xs:sequence>

<xs:element name="IDENTIFIERS" type="com:IdentifierType" maxOccurs="1" minOccurs="0"> </xs:element>
<xs:element name="TITLE" type="xs:string" minOccurs="0" maxOccurs="1">
<xs:annotation>
<xs:documentation>
Short text that can be used to define submissions in searches or in displays.
</xs:documentation>
</xs:annotation>
</xs:element>
<xs:element name="CONTACTS" minOccurs="0" maxOccurs="1">
<xs:complexType>
<xs:sequence minOccurs="1" maxOccurs="unbounded">
<xs:element name="CONTACT">
<xs:complexType>
<xs:attribute name="name" type="xs:string" use="optional">
<xs:annotation>
<xs:documentation>
Name of contact person for this submission.
</xs:documentation>
</xs:annotation>
</xs:attribute>
<xs:attribute name="inform_on_status" type="xs:anyURI" use="optional">
<xs:annotation>
<xs:documentation>
Internet address of person or service to inform on any status changes for this submission.
</xs:documentation>
</xs:annotation>
</xs:attribute>
<xs:attribute name="inform_on_error" type="xs:anyURI" use="optional">
<xs:annotation>
<xs:documentation>
Internet address of person or service to inform on any errors for this submission.
</xs:documentation>
</xs:annotation>
</xs:attribute>
</xs:complexType>
</xs:element>
</xs:sequence>
</xs:complexType>
</xs:element>

<xs:element name="ACTIONS" minOccurs="0" maxOccurs="1">
<xs:complexType>
<xs:sequence minOccurs="1" maxOccurs="unbounded">

<xs:element name="ACTION"> TGAC o...o.w
o® 900,00,
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ALTERNATIVES

STUDY FACTORS

Study Factor Name "dose" “"compound" “"collection time"

Study Factor Type "dose" "chemical compound" "time"

Study Factor Type Term Accession Number "".  "". "*"

Study Factor Type Term Source REF ""  "". ""

STUDY ASSAYS

Study Assay File Name "a_gilbert-assay-Gx.txt" "a_gilbert-assay-Tx.txt"

Study Assay Measurement Type “metagenome sequencing" "transcription profiling"

Study Assay Measurement Type Term Accession Number ""  "0000424"

Study Assay Measurement Type Term Source REF  "OBI" "OBI"

Study Assay Technology Type "nucleotide sequencing" "nucleotide sequencing"

Study Assay Technology Type Term Accession Number "" .  ""

Study Assay Technology Type Term Source REF "OBI" "OBI"

Study Assay Technology Platform "454 Genome Sequencer FLX" "454 Genome Sequencer FS"

STUDY PROTOCOLS

Study Protocol Name "sample collection - standard procedure 1"  "nucleic acid extraction - standard procedure 2" "mRNA extraction - standard procedure 3" "genomic DNA extraction - standard procedure 4" "reverse
transcription - standard procedure 5"  "pyrosequencing - standard procedure 6" "sequence analysis - standard procedure 7"

Study Protocol Type "environmental material collection" "nucleic acid extraction" "RNA extraction" "DNA extraction" “reverse transcription" "DNA sequencing" "DNA sequencing"

Study Protocol Type Term Accession Number """, tw, mw oww ww own

Study Protocol Type Term Source REF "" "%  mww ww oww ww oww

Study Protocol Description "Waters samples were prefiltered through a 1.6 um GF/A glass fibre filter to reduce Eukaryotic contamination. Filtrate was then collected on a 0.2 um Sterivex (millipore) filter which was
frozen in liquid nitrogen until nucelic acid extraction. C02 bubbled through 11000 L mesocosm to simulate ocean acidification predicted conditions. Then phosphate and nitrate were added to induce a phytoplankton
bloom." "Total nucleic acid extraction was done as quickly as possible using the method of Neufeld et al, 2007." "RNA MinElute + substrative Hybridization + MEGAclear For transcriptomics, total RNA was separated
from the columns using the RNA MinElute clean-up kit (Qiagen) and checked for integrity of rRNA using an Agilent bioanalyser (RNA nano6000 chip). High integrity rRNA is essential for subtractive hybridization.
Samples were treated with Turbo DNA-free enzyme (Ambion) to remove contaminating DNA. The rRNA was removed from mRNA by subtractive hybridization (Microbe Express Kit, Ambion), and absence of rRNA and DNA
contamination was confirmed using the Agilent bioanalyser. The mRNA was further purified with the MEGAclearTM kit (Ambion). Reverse transcription of mRNA was performed using the SuperScript III enzyme (Invitrogen)
with random hexamer primers (Promega). The cDNA was treated with RiboShredderTM RNase Blend (Epicentre) to remove trace RNA contaminants. To improve the yield of cDNA, samples were subjected to random amplification
using the GenomiPhi V2 method (GE Healthcare). GenomiPhi technology produces branched DNA molecules that are recalcitrant to the pyrosequencing methodology. Therefore amplified samples were treated with S1 nuclease
using the method of Zhang et al.2006." "" “superscript+random hexamer primer" "1. Sample Input and Fragmentation: The Genome Sequencer FLX System supports the sequencing of samples from a wide variety of starting
materials including genomic DNA, PCR products, BACs, and cDNA. Samples such as genomic DNA and BACs are fractionated into small, 300- to 800-base pair fragments. For smaller samples, such as small non-coding RNA or
PCR amplicons, fragmentation is not required. Instead, short PCR products amplified using Genome Sequencer fusion primers can be used for immobilization onto DNA capture beads as shown below." ""

Study Protocol URI. "". "%, mw, fw,ww, ww, own

Study Protocol Version. *"". "%, ftw, ww,oww,oww, o
Study Protocol Parameters Name "filter pore size"
Study Protocol Parameters Name Term Accession Number
Study Protocol Parameters Name Term Source REF.  "" "®", nww ouww oww oww, oww

Study Protocol Components Name ""  "".  "%.  ww. W&, 9454 GS-FLX" ""

Study Protocol Components Type """ "%  ww W&  “DNA sequencer" ""

Study Protocol Components Type Term Accession Number "".  "®". uww,oww oww oww oww
Study Protocol Components Type Term Source REF. "". "%, ww, mw oww ww own

STUDY CONTACTS

Study Person Last Name "Gilbert" "Field" "Huang" "Edwards" "Li"  "Gilna" "Joint"
Study Person First Name "Jack" "Dawn"  "Ying"  "Rob" "Weizhong"  "Paul" "Ian"
Study Person Mid Initials "A" "%, "% fwoww oww own

Study Person Email  "jagi@pml.ac.uk" """ "% uww, ww oww, owd

Study Person Phone. ", "%, tt,omwomw, o, own

Study Person Fax
Study Person Address "Prospect Place, Plymouth, United Kingdom" "CEH Oxford, Oxford, United Kingdom" "San Diego State University, San Diego, California, United States of America" "Argonne National Laboratory,
Argonne, Illinois, United States of America" "San Diego State University, San Diego, California, United States of America" "San Diego State University, San Diego, California, United States of America" "Prospect
Place, Plymouth, United Kingdom"

Study Person Affiliation "Plymouth Marine Laboratory" “NERC Centre for Ecology and Hydrology" "California Institute for Telecommunications and Information Technology" “Department of Computer Science, Mathematics
and Computer Science Division," "California Institute for Telecommunications and Information Technology" “California Institute for Telecommunications and Information Technology" "Plymouth Marine Laboratory"
Study Person Roles  "principal investigator role" "principal investigator role" "principal investigator role" "principal investigator role" "principal investigator role" "principal investigator role" "principal
investigator role"

Study Person Roles Term Accession Number
Study Person Roles Term Source REF """ ww ww ww ww oww

The Genome Analysis Centre™
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ALTERNATIVES
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"Sample Name" "Protocol REF" "Protocol REF" "Extract Name"
"Derived Data File"

"GSM255770" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255770" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255770" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255770" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255770" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255770" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255771" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255771" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255771" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255771" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255771" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255771" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255772" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255772" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255772" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255772" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255772" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255772" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255773" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255773" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255773" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255773" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255773" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"
"GSM255773" "nucleic acid extraction - standard procedure 2"
analysis - standard procedure 7"

"data_transform5" "GSE10119_

"data_transform5" "GSE10119_

"data_transform5" "GSE10119_

"data_transform5" "GSE10119_

"data_transform5" "GSE10119_

"data_transform5" "GSE10119_

"data_transformé" "GSE10119_

"data_transformé" "GSE10119_

"data_transformé" "GSE10119_

"data_transformé" "GSE10119_

"data_transformé" "GSE10119_

"data_transformé" "GSE10119_

"data_transform7" "GSE10119_

"data_transform7" "GSE10119_

"data_transform7" "GSE10119_

"data_transform7" "GSE10119_

"data_transform7" "GSE10119_

"data_transform7" "GSE10119_

"data_transform8" "GSE10119_

"data_transform8" "GSE10119_

"data_transform8" "GSE10119_

"data_transform8" "GSE10119_

"data_transform8" "GSE10119_

"data_transform8" "GSE10119_

"Material Type" "Term Source REF" "Term Accession Number" "Protocol REF"

"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"
"genomic DNA extraction
series_matrix.txt"

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure

procedure

4ll

4||

4||

4||

4||

4||

4ll

4||

4||

4||

4||

4||

4"

4||

4||

4||

4||

4||

4"

4||

4||

4||

4||

4||

"GSM255770.

"GSM255770.

"GSM255770.

"GSM255770.

"GSM255770.

"GSM255770.

"GSM255771.

"GSM255771.

"GSM255771.

"GSM255771.

"GSM255771.

"GSM255771.

"GSM255772.

"GSM255772.

"GSM255772.

"GSM255772.

"GSM255772.

"GSM255772.

"GSM255773.

"GSM255773.

"GSM255773.

"GSM255773.

"GSM255773.

"GSM255773.
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ezu
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"DNA"

"DNA"

"DNA"

"DNA"

"DNA"

"DNA"

"DNA"

"DNA"

"DNA"

"DNA"

"DNA"

"DNA"

"DNA"
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"DNA"

"DNA"

"DNA"

"DNA"

"DNA"
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"DNA"

"DNA"

"DNA"

"DNA"
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"Assay Name"

"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing
"pyrosequencing

"pyrosequencing

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

standard

procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure
procedure

procedure

"Raw Data File" "Protocol REF"
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"Data Tran
"assayb5" "E
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"assay5" "E
"assay5" "E
"assayb5" "E
"assayé" "E
"assayé" "E
"assayé" "E
"assayé" "E
"assayé" "E
"assayé" "E
"assay7" "E
"assay7" "E
"assay7" "E
"assay7" "E
"assay7" "E
"assay7" "E
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"assay8" "E
"assay8" "E
"assay8" "E
"assay8" "E
"assay8" "E
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PROFILE OVERVIEW

if Freeman.alive():
hl3 = hl2 / 2
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COPO OVERVIEW
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SINGLE SIGN-ON

ORCID

orC|d org/0000-0001-9649-5906

» One login for multiple services
» De-facto standard for services / repositories
» Provides access to full researcher profile

» Work history, Publications, Grants etc.

» APl provided
TGAC 30
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SUMMARY

» Aggregation and Deposition Portal
» Add research objects to profiles

» Objects efficiently labelled with community
standard metadata and ontology terms

» Profiles deposited to public repositories

» Identifiers minted for logical groups

GAC .
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SUMMARY

» Current Users
» Initially test base at Earlham Institute
» Some users at John Innes Centre
» Recent interest from CGIAR centers:
» CIMMYT
» Africa Rice

» IRRI

» Bioversity International
TGAC 0%
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QUESTIONS?

» Questions on this section
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