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them and davisoni s.s. (Fig. 7). In fact, the diVerence
between the two former (0.3%) is comparable with the
variation found at a single locality in some other taxa
(Fig. 7). P. hainanus diVers only slightly from its sister
taxa ogilviegranti, disturbans, and klossi: 1.5–1.9% in
cytochrome b (Fig. 7) and not at all in myoglobin.

Four of the tropical islands taxa in clade A1 (Fig. 1)
form a clade. However, this is not unanimously sup-
ported, and within this clade only the sister relationship
between P. poliocephalus giulianettii and P. amoenus is
well supported in all analyses. The positions of P. pres-
bytes Xoris and P. trivirgatus trivirgatus are unresolved
within clade A1.

4. Discussion

4.1. Evaluation of Cryptigata and Acanthopneuste, and 
relationships of S. xanthoschistos

Ticehurst (1938) treated all of the tropical islands
leaf-warblers in this study, except P. presbytes, as Cryp-
tigata (though cebuensis was apparently not studied). All
of these, including P. presbytes Xoris, but excluding P.
cebuensis, correspond to a part of clade A1, for which
monophyly is not supported. The name Cryptigata could
be applied to clade A in Fig. 1, which is strongly sup-
ported in the present analysis, and includes the type of
Cryptigata (giulianettii). This agrees with Watson et al.’s
(1986) circumscription of this group, except that these
authors also included P. coronatus, P. ijimae, and P. ceb-
uensis and placed xanthoschistos (sensu lato, hereafter
s.l.) in Seicercus.

Fig. 5. Relationships of all our samples of P. reguloides (sensu lato) and P. occipitalis, based on cytochrome b sequences (1038bp) analysed by Bayesian
inference under the GTR +!+ I model (part of a tree including all taxa in Figs. 1, 2). Clades with 795% posterior probabilities (81,000 trees) and parsimony
bootstrap (1000 replicates) are indicated by thick branches. New classiWcation proposed here shown by bars (subspecies to the left, species to the right).

Fig. 6. Origin, pairwise cytochrome b divergences, and proposed new
classiWcation of our samples of P. reguloides sensu lato. Filled square:
reguloides, (1) Himachal Pradesh, India (n D 2); (2) central Nepal
(n D 1); (3) West Bengal, India (n D 1); half-Wlled square: assamensis (4)
west Myanmar (n D 2); open square: ticehursti, (5) Yunnan, China
(n D 1); (6) north-western Thailand (n D 3); (7) north-western Vietnam
(n D 1); (8) southern Vietnam (n D 2); Wlled diamond: goodsoni, (9)
Guangxi, China (n D 1), (10) Guangdong, China (n D 2), (11) Hong
Kong (n D 1); open diamond: fokiensis, (12) Fujian, China (n D 5);
star: claudiae, (13) Sichuan, China (n D 4), (14) Hebei, China (n D 1).
The values in the upper part of the Wgure represent pairwise cyto-
chrome b divergences in % between diVerent populations: left column:
within least-inclusive taxa; middle column: between the taxa in the P.
reguloides (sensu stricto) and P. goodsoni clades; and right column:
between the P. claudiae, P. reguloides (sensu stricto) and P. goodsoni
clades.1The smallest genetic distance between the samples from locali-
ties 13 and 14 is 0.2%. 2The largest distance between individuals at one
locality is 0.7% (locality 6).


