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Concerning other issues discussed by Bandelt and For-waves in the distribution of pairwise differences. Mol Biol
Evol 9:552–569 ster, we refer the reader to our original article (Watson

Sherry ST, Rogers AR, Harpending H, Soodyall H, Jenkins et al. 1996), which we believe clarifies all relevant points.
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Address for correspondence and reprints: Dr. Svante Pääbo, Institute of Zool-PhD thesis, University of California, Berkeley

ogy, University of Munich, Luisenstrasse 14, P.O. Box 202136, D-80021 Mu-
Vigilant L, Stoneking M, Harpending H, Hawkes K, Wilson nich, Germany. E-mail: paabo@zi.biologie.uni-muenchen.de

AC (1991) African populations and the evolution of human � 1997 by The American Society of Human Genetics. All rights reserved.
0002-9297/97/6104-0030$02.00mitochondrial DNA. Science 253:1503–1507

Wakeley J (1993) Substitution rate variation among sites in
hypervariable region 1 of human mitochondrial DNA. J Mol
Evol 37:613–623

Ward RH, Frazier BL, Dew-Jager K, Pääbo S (1991) Extensive
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To the Editor:
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versy surrounding the reconstruction of the original mi-� 1997 by The American Society of Human Genetics. All rights reserved.
0002-9297/97/6104-0029$02.00 tochondrial gene trees (e.g., see Maddison 1991; Tem-

pleton 1993), the field was once again in difficulties
because of (a) a serious underestimation of the mutation
rate by a factor of almost nine and (b) the resulting

Am. J. Hum. Genet. 61:983, 1997
misdating of past divergences. We believe that such an
interpretation would be unduly pessimistic.

Reply to Bandelt and Forster Conventional approaches have calibrated the muta-
To the Editor: tion rate by reference to the divergence between humans

and chimpanzees. For the phylogenetically informativeIt is well known (and is clearly stated in our article
[Watson et al. 1996]) that patterns in mismatch distribu- first hypervariable segment of the control region (HVSI),
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