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Most Cited Authors...

31. Rudolf Amann, Max Planck-Inst. f. Marine Microbiol. Bremen
32. Anders Pape Møller, Lab Parasitol. Evol., CNRS,  Univ. Paris
33. Ziheng Yang, Genet. Environm. & Evol. Univ. Coll. London
34. Svante Pääbo, Max Planck-Inst. Evol. Anthropol. Leipzig
35. Marc W. Chase, Jodrell Lab Royal Bot. Gardens Kew Richmond
36. Peter Vandamme, Microbiol. Lab Univ. Ghent
37. Karl Heinz Schleifer, Microbiol. Tech. Univ. Munich
38. Erko Stackebrandt, Ger. Collect. Microorg. & Cell Cult. Braunschweig
39. Godfrey M. Hewitt, Ctr. Ecol. Evol. & Conserv. Univ. E. Anglia, Norwich
10. Roderic D.M. Page, Environm. & Evolutionary Biol. Univ. Glasgow
11. Hans Ellegren, Evol. Biol. Centre Univ. Uppsala
12. Michael Wagner, Microbiol. Univ. Vienna
13. Wolfgang Ludwig, Microbiol. Tech. Univ. Munich
14. Axel Meyer, Evol. Biol. Univ. Konstanz
15. Eddie C. Holmes, Evol. Biol. Dep. Zool. Univ. Oxford
16. Arndt von Haeseler, Ctr. Integrative Bioinform. Univ. Vienna
17. William Martin, Bot. Univ. Düsseldorf
18. Hans Jürgen Bandelt, Mathematics Univ. Hamburg
19. Vincent Savolainen, Jodrell Lab Royal Bot Gardens Kew Richmond
20. Manolo Gouy, Lab Biometrie & Biol. Evolut., CNRS, UMR, Univ. Lyon
21. Linda Partridge, Dep. Biol. Univ. Coll. London
22. Eviatar Nevo, Inst. Evol. Univ. Haifa
23. Josephine M. Pemberton, Evol. Biol. Univ. Edinburgh
24. Mark Stoneking, Max Planck-Inst. Evol. Anthropol. Leipzig
25. Brian Charleswoth, Evol. Biol. Univ. Edinburgh
26. Yves van de Peer, Plant Syst. Biol. Univ. Ghent
27. Andrei Lupas, Protein Evol. Max Planck-Inst. Dev. Biol. Tübingen
28. Laurence D. Hurst, Evol. Genet. Univ. Bath
29. Ben C. Sheldon, Zool. Univ. Oxford
30. Pierre Taberlet, Lab. d’Ecologie Alpine, CNRS, Univ. Grenoble
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Publication Analysis 1996-2006 – Evolutionary Biology

Citations1. Page, RDM 
TreeView: An application to display phylogenetic trees on personal computers. 
COMPUTER APPLICATIONS IN THE BIOSCIENCES, 12 (4): 357-358 AUG 1996 
2. Strimmer, K; von Haeseler, A
Quartet puzzling: A quartet maximum-likelihood method for reconstructing tree topologies.
MOLECULAR BIOLOGY AND EVOLUTION, 13 (7): 964-969 SEP 1996 
3. Ronquist, F; Huelsenbeck, JP
MrBayes 3: Bayesian phylogenetic inference under mixed models. 
BIOINFORMATICS, 19 (12): 1572-1574 AUG 12 2003
4. Yang, ZH
PAML: a program package for phylogenetic analysis by maximum likelihood. 
COMPUTER APPLICATIONS IN THE BIOSCIENCES, 13 (5): 555-556 OCT 1997
5. Guindon, S; Gascuel, O  
A simple, fast, and accurate algorithm to estimate large phylogenies by maximum likelihood.
SYSTEMATIC BIOLOGY, 52 (5): 696-704 OCT 2003
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 Citations of articles published between 1996 and 2006 
were recorded until March 2008 using the database Web of 

Science from Thomson Scientific. The “most cited papers” 
had correspondence addresses in Europe or Israel.  
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Cling Together, Swing Together
Don’t be misled by citation figures! (11)

Tunicates were the passion of zoologist Raúl Guti. Animals like salps, sea squirts or 
Appendicularia such as Oikopleura dioica belong to this group. Also known as uro-
chordates they represent – beside vertebrates and cephalochordates – the third 

subphylum of the chordates.
Guti knew all of them. Taking into account even the most recent morphological and 

physiological insights, he was able to allocate each of them its exact position in the tuni-
cates’ phylogenetic tree without any difficulty. He was already a real expert at this, de-
spite still being “only” a postdoc. 

At that time, however, dark clouds were gradually accumulating over the idyllic 
world of systematics. The first complete genomes had already been sequenced, so it was 
clear that more and more sequences would soon be flooding the banks at an ever-in-
creasing rate. Of course, at the same time, the completely new opportunity would open 
up to compare organisms on the level of their genomes. The buzzword “comparative ge-
nomics” had already been flying around for a while and it was clear what this would fi-
nally mean to taxonomy and systematics. Some were openly talking of a forthcoming 
revolution.

There was no doubt. If Guti didn’t want to be flushed 
away by this revolution-to-be he would have to learn these 
new methods of genomics and bioinformatics. Therefore, 
it was a blessing in disguise that for exactly this purpose a 
certain European foundation granted him half a year’s fel-
lowship at the Joint Genome Institute (JGI) of the US De-
partment of Energy, one of the worldwide “powerhouses” 
of genome sequencing and annotation.

When Guti finally arrived, the whole JGI was in a great 
state of excitement. For more than a year a vast portion of 
the institute’s staff had been working on the dolphin ge-
nome. And just at the point when the successful conclu-
sion of their ambitious project was already in sight, a ru-
mour was leaked that the Chinese Beijing Genome Cen-

tre (BGC) was also working on a “Flipper project”, as it was called by the JGI people. No-
body knew exactly how much progress the Chinese had already made, but the JGI had 
already witnessed their competitive style on another genome project, a bad experience 
they would prefer to forget. In any case, the Chinese were fast and good.

Naturally, the people at the JGI were annoyed about the senselessness of sequenc-
ing the same thing twice. However, if it was already fact, they at least wanted to be first. 
Subsequently, everybody was summoned to join the “Flipper project”, even those who 
were actually working on other organisms. The JGI bosses calculated that this way they 
could be “through” within the next four months.

Raúl Guti was also unable to escape this “privilege”. After a quick crash course he 
was, along with everybody else, feeding the sequencing robots with dolphin DNA, apply-
ing the JGI software to the resulting sequences and passing the data on for further anal-
ysis.

In the end, Guti spent five of his six months at the JGI on the dolphin genome. This 
didn’t actually bother him as, ironically, he learned exactly the methods that he had 
wanted to learn.

Inevitably, the JGI published the dolphin genome first, which wasn’t any wonder. It 
turned out that the Chinese “Flipper project” was exactly what it had started as – a ru-
mour. Instead, the BGC had the mink whale genome in the pipeline. 

Guti, to his great pleasure, was indeed included on the JGI’s dolphin paper as author 
no. 123 of 278. Two years later, this paper had boosted his “citation account” by more 
than 500 citations. 

Back at his home institute, Guti had immediately busied himself with work on the 
phylogeny of tunicates again. By applying his newly acquired expertise in genomics he 
was able to produce a handful of papers in rather a short time, although, none of them 
received more than ten citations.					      Ralf Neumann
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Problems with cross-reactivity  
and high background?
The newly developed CrossDown Buffer minimizes 
cross reactivities, unspecific binding and matrix 
effects in immunoassays like ELISA, EIA, Western 
blotting, immuno-PCR, protein arrays, multianalyte 
immunoassays and immunohistochemistry. 

Premium
Blocking Buffer I
●  THE blocking reagent  

of highest quality
●  based on low-molecular weight casein 
●  most effective blocking; used as an alternative  

if standard blocking procedures do not work
●  applications in ELISA, RIA, EIA, Western blotting, 

protein arrays and Immuno-PCR

Cost-effective
Blocking Buffer II EGrade
●  THE economical alternative to Blocking Buffer I
●  serum-free, BSA-free, phosphate-free
● peptide-based
● effective blocking
●  applications in ELISA, RIA, EIA, Western blotting, 

protein arrays and Immuno-PCR

with CrossDown Buffer
with PBS
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