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[5] Miklós Csűrös. Likely scenarios of intron evolution. In Aoife McLysaght
and Daniel H. Huson, editors, Proceedings of the RECOMB 2005 In-
ternational Workshop on Comparative Genomics, RCG’2005 (Dublin,
Ireland, September 18-20, 2005), volume 3678 of LNCS/LNBI, pages
47–60. Springer-Verlag, Berlin-Heidelberg, 2005.

[6] Marcello Dalpasso, Giuseppe Lancia, and Romeo Rizzi. The string bar-
coding problem is np-hard. In Aoife McLysaght and Daniel H. Hu-

1



son, editors, Proceedings of the RECOMB 2005 International Workshop
on Comparative Genomics, RCG’2005 (Dublin, Ireland, September 18-
20, 2005), volume 3678 of LNCS/LNBI, pages 88–96. Springer-Verlag,
Berlin-Heidelberg, 2005.

[7] Christophe Dessimoz, Gina Cannarozzi, Manuel Gil, Daniel Margadant,
Alexander Roth, Adrian Schneider, and Gaston H. Gonnet. Oma, a com-
prehensive, automated project for the identification of orthologs from
complete genome data: Introduction and first achievements. In Aoife
McLysaght and Daniel H. Huson, editors, Proceedings of the RECOMB
2005 International Workshop on Comparative Genomics, RCG’2005
(Dublin, Ireland, September 18-20, 2005), volume 3678 of LNCS/LNBI,
pages 61–72. Springer-Verlag, Berlin-Heidelberg, 2005.

[8] Rose Hoberman and Dannie Durand. The incompatible desiderata
of gene cluster properties. In Aoife McLysaght and Daniel H. Hu-
son, editors, Proceedings of the RECOMB 2005 International Workshop
on Comparative Genomics, RCG’2005 (Dublin, Ireland, September 18-
20, 2005), volume 3678 of LNCS/LNBI, pages 73–87. Springer-Verlag,
Berlin-Heidelberg, 2005.

[9] Jeffrey M. Marcus. A partial solution to the c-value paradox. In Aoife
McLysaght and Daniel H. Huson, editors, Proceedings of the RECOMB
2005 International Workshop on Comparative Genomics, RCG’2005
(Dublin, Ireland, September 18-20, 2005), volume 3678 of LNCS/LNBI,
pages 97–105. Springer-Verlag, Berlin-Heidelberg, 2005.

[10] Narayanan Raghupathy and Dannie Durand. Individual gene cluster
statistics in noisy maps. In Aoife McLysaght and Daniel H. Huson,
editors, Proceedings of the RECOMB 2005 International Workshop on
Comparative Genomics, RCG’2005 (Dublin, Ireland, September 18-20,
2005), volume 3678 of LNCS/LNBI, pages 106–120. Springer-Verlag,
Berlin-Heidelberg, 2005.

[11] David Sankoff and Lani Haque. Power boosts for cluster tests. In Aoife
McLysaght and Daniel H. Huson, editors, Proceedings of the RECOMB
2005 International Workshop on Comparative Genomics, RCG’2005
(Dublin, Ireland, September 18-20, 2005), volume 3678 of LNCS/LNBI,
pages 121–130. Springer-Verlag, Berlin-Heidelberg, 2005.

2



[12] David Sankoff, Chungfang Zheng, and Aleksander Lenert. Reversals
of fortune. In Aoife McLysaght and Daniel H. Huson, editors, Pro-
ceedings of the RECOMB 2005 International Workshop on Compara-
tive Genomics, RCG’2005 (Dublin, Ireland, September 18-20, 2005),
volume 3678 of LNCS/LNBI, pages 131–141. Springer-Verlag, Berlin-
Heidelberg, 2005.

[13] Cathal Seoighe and Konrad Scheffler. Very low power to detect asym-
metric divergence of duplicated genes. In Aoife McLysaght and Daniel H.
Huson, editors, Proceedings of the RECOMB 2005 International Work-
shop on Comparative Genomics, RCG’2005 (Dublin, Ireland, September
18-20, 2005), volume 3678 of LNCS/LNBI, pages 142–152. Springer-
Verlag, Berlin-Heidelberg, 2005.

[14] Krister M. Swenson, Nicholas D. Pattengale, and B.M.E. Moret. A
framework for orthology assignment from gene rearrangement data.
In Aoife McLysaght and Daniel H. Huson, editors, Proceedings of the
RECOMB 2005 International Workshop on Comparative Genomics,
RCG’2005 (Dublin, Ireland, September 18-20, 2005), volume 3678 of
LNCS/LNBI, pages 153–166. Springer-Verlag, Berlin-Heidelberg, 2005.

3


