BNMC Molecular Biology \) BiolVied Central

This Provisional PDF corresponds to the article as it appeared upon acceptance. Fully formatted
PDF and full text (HTML) versions will be made available soon.

Identification of valid reference genes for the normalization of RT qPCR gene
expression data in human brain tissue.

BMC Molecular Biology 2008, 9:46  do0i:10.1186/1471-2199-9-46

David T R Coulson (d.coulson@qub.ac.uk)
Simon Brockbank (s.brockbank@qub.ac.uk)
Joseph G Quinn (joe.quinn@qub.ac.uk)
Suzanne Murphy (M1106003@qub.ac.uk)
Rivka Ravid (rivkagravid@gmail.com)

G BRENT Irvine (b.irvine@qub.ac.uk)
Janet A Johnston (j.a.johnston@qub.ac.uk)

ISSN 1471-2199
Article type Research article
Submission date 23 February 2007
Acceptance date 6 May 2008
Publication date 6 May 2008

Article URL  http://www.biomedcentral.com/1471-2199/9/46

Like all articles in BMC journals, this peer-reviewed article was published immediately upon
acceptance. It can be downloaded, printed and distributed freely for any purposes (see copyright
notice below).

Articles in BMC journals are listed in PubMed and archived at PubMed Central.

For information about publishing your research in BMC journals or any BioMed Central journal, go to

http://www.biomedcentral.com/info/authors/

© 2008 Coulson et al., licensee BioMed Central Ltd.
This is an open access article distributed under the terms of the Creative Commons Attribution License (http://creativecommons.org/licenses/by/2.0),
which permits unrestricted use, distribution, and reproduction in any medium, provided the original work is properly cited.



mailto:d.coulson@qub.ac.uk
mailto:s.brockbank@qub.ac.uk
mailto:joe.quinn@qub.ac.uk
mailto:M1106003@qub.ac.uk
mailto:rivkagravid@gmail.com
mailto:b.irvine@qub.ac.uk
mailto:j.a.johnston@qub.ac.uk
http://www.biomedcentral.com/1471-2199/9/46
http://www.biomedcentral.com/info/authors/
http://creativecommons.org/licenses/by/2.0




























Additional Figure 4 — Stability of candidate reference genes in cerebbem.

Expression stability plot showing the average expression stability (Mhdor

remaining genes following the sequential elimination of the least stabéeaj each
round in cerebellum of control and AD subjects (A), control and PD subjects (B), and

control and DLB subjects (C). Least stable (left) and the two most stighlf).(r

Additional Figure 5 — Pairwise variation of the candidate reference gersan
cerebellum.

Pairwise variation analysis to determine the optimal number of referenes fye

use in RT qPCR data normalization from cerebellum of control and AD subjects (A),
control and PD subjects (B), and control and DLB subjects (C). To determine the
optimal number of genes required for geometric mean normalization, geNorm
calculates the pairwise variation{V.1) between sequential normalization factors
(NF) (NF, and NFR.1). A large variation indicates that the gene included at that stage

has a significant effect and should therefore be included for normalization.

Additional Figure 6 — Stability of candidate reference genes in cerebden and
medial temporal gyrus.

Expression stability plot showing the average expression stability (Mhdor
remaining genes following the sequential elimination of the least stabéaj each
round in cerebellum and medial temporal gyrus of control and AD subjects (A),
control and PD subjects (B), and control and DLB subjects (C). Least stab)lar{tif

the two most stable (right).

-30 -








http://www.biomedcentral.com/imedia/1820103703195521/supp2.doc
http://www.biomedcentral.com/imedia/5004885919552197/supp5.doc

	Start of article

