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AGRF Newsletter

Welcome back to the AGRF newsletter, designed to keep you informed of our current and future activities.
For further information regarding AGRF please visit our website at www.agrf.org.au. If you have any articles
of interest, please let us know by emailing announce@agrf.org.au.

AGRF Spotlight on ...

1. Molecular Dissection of the Pea Shoot Apical Meristem.

Dacheng Liang, Chui E. Wong, Mohan B. Singh, Christine A. Beveridge, Belinda Phipson, Gordon K. Smyth
and Prem L. Bhalla

Abstract

The shoot apical meristem (SAM) is responsible for the development of all the above-ground parts of a
plant. Our understanding of the SAM at the molecular level is incomplete. This study investigates the gene
expression repertoire of SAMs in the garden pea (Pisum sativum). To this end, 10 346 EST sequences
representing 7610 unique genes were generated from SAM cDNA libraries. These sequences, together with
previously reported pea ESTs, were used to construct a 12K oligonucleotide array to identify genes with
differential SAM expression, as compared to axillary meristems, root apical meristems, or non-meristematic
tissues. A number of genes were identified, predominantly expressed in specific cell layers or domains of the
SAM and thus are likely components of the gene networks involved in stem cell maintenance or the initiation
of lateral organs. Further in situ hybridization analysis confirmed the spatial localization of some of these
genes within the SAM. Our data also indicate the diversification of some gene expression patterns and hence
functions in legume crop plants. A number of transcripts highly expressed in all three meristems have also
been uncovered and these candidates may provide valuable insight into molecular networks that underpin
the maintenance of meristematic functionality.

Full PDF Document at end of newsletter.

2. Does the human X contain a third evolutionary block? Origin of genes on human Xp11 and
Xg28.

Margaret L. Delbridge, Hardip R. Patel, Paul D. Waters, Daniel A. McMillan, and Jennifer A. Marshall Graves

Abstract

Comparative gene mapping of human X-borne genes in marsupials defined an ancient conserved region and
a recently added region of the eutherian X, and the separate evolutionary origins of these regions was
confirmed by their locations on chicken chromosomes 4p and 1q, respectively. However, two groups of
genes, from the pericentric region of the short arm of the human X (at Xpl1) and a large group of genes
from human Xq28, were thought to be part of a third evolutionary block, being located in a single region in
fish, but mapping to chicken chromosomes other than 4p and 1qg. We tested this hypothesis by comparative
mapping of genes in these regions. Our gene mapping results show that human Xpl1 genes are located on
the marsupial X chromosome and platypus chromosome 6, indicating that the Xpll region was part of
original therian X chromosome. We investigated the evolutionary origin of genes from human Xpll and
Xqg28, finding that chicken paralogs of human Xpll and Xg28 genes had been misidentified as orthologs,
and their true orthologs are represented in the chicken EST database, but not in the current chicken genome
assembly. This completely undermines the evidence supporting a separate evolutionary origin for this region
of the human X chromosome, and we conclude, instead, that it was part of the ancient autosome, which
became the conserved region of the therian X chromosome 166 million years ago.

Full PDF Document at end of newsletter.
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Service Showcase

3. MICROBIAL IDENTIFICATION AND TYPING SERVICES:

Compared to traditional biochemical based microbial identification methods, a DNA Sequencing microbial
identification method delivers:

o faster turnaround time

. reduced cost per sample result

Using one of AGRF’s 16S DNA sequencing services (Figure 1), your bacterial sample can be screened to the
genus / species level:

. MicroSEQ from Applied Biosystems (which utilises a validated database)

. 16S Sequencing (which utilises a curated database specific for bacterial species)

To further characterise a microbial isolate beyond species level and determine its sub-species, strain, or
even sub-strain, one of the following services (Figure 2) may be employed:

. Multi Locus Sequence Typing (MLST)

. DiversiLab
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Figure 1: Microbial Identification: 16S Sequencing
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Figure 2: Microbial Strain Typing

AGRF can consult with you regarding all aspects of Microbial Identification and Typing.
Contact us:
Email:micro@agrf.org.au
Phone: 03 9345 2672

Microbial Identification and Typing Services Brochure - Full PDF Document at end of newsletter.

NEW User Registration and updated Sample Submission Processes

4. New User Registration:
In order to facilitate access to AGRF’s Sanger Sequencing service, new users can now register online. . . .

Three simple steps are involved:

1. Enter your details on the AGRF website - (http://lims.agrf.org.au/ClientSubmission/Logon.aspx)
2. Your user name & password is automatically generated and emailed to you
3. Log in and start using the AGRF’s Sanger sequencing service

Over the course of the next 12 months, AGRF intends to expand this capability to include more AGRF
services.
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5. Sequencing Sample Submission Changes:

When you next submit samples to AGRF, you will notice the following improvements:

The option to submit plates where sample names can be supplied in Column or Row order.
Improvements to invoicing whereby you select a payment method via four different options. These
payment options include:

1. Cost Centre code

2. Grant Code

3. Purchase Order Number

4. Credit Card

If you choose one of the first 3 options, you will be prompted to enter the code / order number into a text
box. If you choose credit card, you will be asked for your credit card details on receipt of your invoice. These
options are designed to help identify which submissions belong to each submitter. This information will
appear on your invoice so if you are not sure of which code you should use, please contact your Laboratory
Manager or Finance Department.

We trust these changes will facilitate your access to AGRF’'s Sanger Sequencing services. If you have any
questions or concerns please contact us on sequencing@agrf.org.au.

Conferences

6. Australian Microarray and Associated Technologies Association (AMATA) 2009 Conference -
October 09

AGRF is sponsoring the AMATA Conference 09. AGRF staff will be attending both as delegates and by
exhibiting at a Trade Booth.

AGRF will also be hosting a Workshop at the AMATA 2009 Conference on "Data Analysis in Next-Gen
Sequencing."

For further information please refer to the AMATA website - http://www.amata.org.au/

7. ACPFG 2009 Genomics Symposium - The Genomics of Salinity - November 09

AGREF is proud to support the ACPFG 2009 Genomics Symposium being held in Adelaide 16 - 18 November,
2009. Should you require information, or wish to speak to AGRF staff, please visit our Display Booth.

2008 ACPFG Genomics Symposium
The Genomics of Salinity

For further information please refer to the ACPFG website - http://www.acpfg.com.au/
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8. ASMR National Scientific Conference 2009: Neurogenetics on the Apple Isle - November 09

AGRF is proud to support the Neurogenetics on the Apple being held in Hobart from 15 - 17 November,
2009. AGRF staff will be represented at an Exhibitor's Booth throughout the conference.

ASMR NSC 2009:

3 i
Newnagenetics on the f}fipﬂc Jate
Hatel Grand Chancellor, Hobart TAS asr;@ 15th - 17th Mowambar 2008

For further information please refer to the ASMR website - http://www.asmr-nsc.org.au/

9. Epigenetics 2009 Conference - December 09

AGRF is proud to support the Epigenetics 2009 Conference being held in Melbourne from 1 - 4 December,
2009. AGRF staff will be attending both as delegates we will also host an Exhibitor's Booth throughout the
conference.

epigenetics 2009
Australian Scientific Conference

1-4 December 2009, Melboumne
Australia

For further information please refer to the Epigenetics 2009 website - http://www.asnevents.com.au/epi09/

10. ComBio 2009 Conference - December 09

AGRF is proud to support the ComBio 2009 Conference being held in New Zealand from 6 - 10 December,
2009. AGRF staff will be attending at an Exhibitor's Booth throughout the conference.

COMBIO

CHRISTCHURCH CONVENTION CENTRE
Christchurch, New 2ealand 6-10 December 2009

For further information please refer to the ComBio 2009 website - http://www.uco.canterbury.ac.nz/conference/combio09/

For further information on the AGRF involvement with any of the above conferences, please contact:

Cate McGavin, Brand Manager
Email: cate.mcgavin@agrf.org.au
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Next-Generation Sequencing
Special Interest Group Meetings

Compare and contrast Next-Generation Sequencing platforms that best suit your research needs by joining
us in an open discussion with other next-generation users.

AGRF is now holding these SIG meetings in three states!

11. Melbourne Next-Generation Sequencing SIG

The 7th Melbourne Next-Generation Sequencing Special Interest Group Meeting will be held on:
Date: Tuesday 19th January, 2010 from 4.00pm.

Venue: Lecture Theatre, Level 7,
Walter and Eliza Hall Institute of Medical Research,
1G Royal Parade, Parkville.

Speakers: To be Confirmed

To register your attendance please Email: VICrsvp@agrf.org.au by Thursday 14th January, 2010.

12. Brisbane Next-Generation Sequencing SIG

The 3rd Brisbane Next-Generation Sequencing Special Interest Group Meeting will be held on:
Date: Monday 26th October, 2009 from 4.00pm.
Venue: Main Auditorium, University of Queensland Centre for Clinical
Research (UQCCR)
Royal Brisbane and Women's Hospital (RBWH), Herston.
Speakers: Mr Ryan Taft
Institute for Molecular Bioscience
"Small RNAs in the nucleus: how low can they go?"
Dr Scott Beatson
University of Queensland
"Next-gen bacterial genomics: implications for clinical microbiology"

To register your attendance please Email: QLDrsvp@agrf.org.au by Wednesday 21st October, 2009.
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13. INAUGURAL Sydney Next-Generation Sequencing SIG

The INAUGURAL Sydney Next-Generation Sequencing Special Interest Group Meeting will be held in
conjunction with the Ramaciotti Centre for Gene Function Analysis on:
Date: Thursday 5th November, 2009 from 4.00pm.
Venue: Rountree Room (Rm No. 36), Level 3, Biological Sciences Building, University of NSW
Refreshments will be served in the Biomolecular Sciences Tea Room
(Rm No. 113) Samuels Building.
Speakers: Professor Marc Wilkins
University of New South Wales
TITLE to be confirmed
Dr Torsten Thomas
University of New South Wales
"Hybrid assemblies of microbial genomes"

To register your attendance please Email: NSWrsvp@agrf.org.au by Friday 30th October, 2009.
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Events

14. AGRF Hosted Workshop at AMATA 2009 Conference

AGRF will host the AMATA workshop titled: "Data Analysis in Next-Gen Sequencing 2" at the upcoming
AMATA 2009 Conference. Hear AGRF's Bioinformatics Manager, Dr Annette McGrath outline Next-Gen
sequencing projects, project design and bioinformatics.

The workshop program is as follows:

1. Overview of raw data from next-generation platforms such as illumina GA Il (Solexa technology)
and Roche GS FLX (454 Technology) including sizes, file types etc.
2. Common applications and analysis challenges for Next-Generation Sequencing - A session on how

you, the researcher, would go about designing your next-gen project from concept and planning to
project implementation. This will include common applications and analysis challenges as well as
common bioinformatics tools that could be used.

3. Two case studies of project design from initiation to completion - We'll take you through 2 examples
of how a project was designed with AGRF from beginning to end.
4. To conclude the workshop, we'll present real data on an application that has been used at AGRF.

Tech Tales

15. Olive Genetic ldentification Test

A genetic identification service for most commercially grown olive cultivars in Australia is now commercially
available through the AGRF.

The test is based on findings of the NOVA trial (National Olive Variety Assessment) conducted on behalf of
the RIRDC, and concluded in 2005. The study found that over 50 of the most commonly grown varieties had
consistent genetic makeup. Only these varieties are covered by the current test, as it was found that the
other varieties tested consisted of more than one clonal variety. The full findings of the study can be found
at the RIRDC website - https://rirdc.infoservices.com.au/
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The AGRF’s service has been accessed by a number of growers in the past year to aid in conflict resolution
and to help resolve pollination difficulties. It is hoped that in the future, the test will be used to verify
nursery stock prior to sale.

The cultivars that can be identified by the test are; 177, Amelon, Areccuzo, Ascolano, Atro Rubens,
Atroviolacea Brun Riber, Azapa, Barnea, Barouni, Benito, Big Spanish, Black Italian, Blanquette, Blanquette
Early, Bouquettier, Buchine, Columella, Coratina, Del Morocco, Dr Fiasci, Frantoio, FS17, Hardys Mammoth,
Hojiblanca, Institute, Jumbo Kalamata, Kalamata, Katsourela, Koraneiki, Large Pickling, Leccino, Maniaki,
Manzanillo, Mission (WA), Mission (CA), Nevadillo Blanco, Oblitza, Oblonga, Palermo, Pendolino, Pendulina,
Picholine, Picual, Pigale, Praecox, Queen of Spain, Regalise de Languedoc, Rouget, Sevillano, Souri,
UC13A6, Verdale (SA), Verdale and Volos.

State by State

16. AGRF Trade Displays Around Australia . . .

AGRF regularly hosts trade displays at research institutes to educate and raise awareness on the range of
AGRF services offered.

To express interest in AGRF visiting your institute, please contact our Brand Manager, Cate McGavin by
Email: cate.mcgavin@agrf.org.au

AGRF Trade Displays to be held in October and November 2009.

Come along for information and updates on:

*  Sequencing including Next-Generation Sequencing
Genotyping

Gene Expression

Epigenomics & Structural Genomics

Bioinformatics

Applied Genomics

Nucleic Acid Extraction

ox X ok % X

i) Institute for Molecular Bioscience (IMB)

When: Tuesday 27th October, 2009

Time: from 10.00am

Where: Roof Top, Institute for Molecular Bioscience (IMB)

iil) School of Chemistry and Molecular Bioscience, Queensland
When: Wednesday 28th October, 2009

Time: from 10.00am

Where: Molecular Biosciences Building, Room 143 (Building 76)

ili) Macquarie University, New South Wales
When: Friday 6th November, 2009

Time: From 10.30am

Where: Biological Sciences Building, E8 Courtyard
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Current Opportunities

17. Analyst Programmer - in Brisbane

Based in our Brisbane facility and reporting to the Manager, Bioinformatics, the position is responsible for
meeting client needs through the ongoing development of in-house software projects. NOW CLOSED

18. Other NEW Positions

AGRF is currently in an exciting growth phase for all our services, particularly Next-Generation Sequencing.
Critical to our success in delivering genomics services to the Australian market will be our staff. For this
reason we are seeking expressions of interest from people with supervisory, technical and managerial skills.

If any of the following positions interest you, please contact us:
e Next-Generation Sequencing

Bioinformatics

Applied Services

Microarrays

Sales Account Managers

Please register your interest by contacting AGRF's Human Resources department by email on:
recruitment@aqrf.org.au

Newsletter Subscription

You have been sent this email as part of the launch of the AGRF Newsletter. You will continue to
receive this newsletter unless you unsubscribe - see below.

Subscribe: Please send an email to announce@agrf.org.au with the subject line 'Subscribe’.

Unsubscribe: If you do not wish to receive this email in the future, you can opt out by sending
an email to announce@agrf.org.au with the subject line 'Unsubscribe’.

AGREF is supported by NCRIS through Bioplatforms Australia
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