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Abstract Puccinia hemerocallidis and P. funkiae resemble
each other morphologically; however, they are biologically
and taxonomically distinct, with telia of the former being
restricted to species of Hemerocallis and the latter to Hosta
species. However, both fungi share a macrocyclic and het-
eroecious life cycle with Patrinia villosa as the spermogonial
and aecial host. An additional microcyclic rust fungus, P.
patriniae, is also known on P. villosa. This microcyclic
fungus is similar to the two macrocyclic fungi in its telial
structure and teliospore morphology. These similarities in
morphology and host relationships suggest the three fungi
may also share a close evolutionary relationship. To deter-
mine the phylogenetic relationships of the three species,
a portion of the nuclear ribosomal DNA repeat encoding
the ITS and 5.8S subunit regions was amplified by PCR,
sequenced, and analyzed. The resulting phylogenetic trees
showed that P. hemerocallidis and P. funkiae share a recent
common ancestor and that P. patriniae is closely allied with
P. hemerocallidis. The results suggest a possible evolution-
ary derivation of microcyclic P. patriniae from macrocyclic
heteroecious P. hemerocallidis, which fits the evolutionary
interpretation of correlated species known as Tranzschel’s
law.

Key words Hemerocallis · Hosta · Patrinia · Rust fungus ·
Tranzschel’s law

S. Chatasiri
Graduate School of Science and Engineering, Ibaraki University,
Ibaraki, Japan

O. Kitade
Natural History Laboratory, Faculty of Science, Ibaraki University,
Ibaraki, Japan

Y. Ono (*)
Laboratory of Biological Sciences, Faculty of Education, Ibaraki
University, Ibaraki 310-8512, Japan
Tel. +81-29-228-8240; Fax +81-29-228-8240
e-mail: herb-iba@mx.ibaraki.ac.jp

Introduction

Daylilies (Hemerocallis spp.: Liliaceae) and plantainlilies
(Hosta spp.: Liliaceae) are native to eastern Asia but are
globally distributed as wild and horticulturally modified
plants in botanical, horticultural, and residential gardens.
Leaf rust is one of the few fungal diseases of daylilies
(Hiratsuka et al. 1992; Kishi 1998; The Phytopathological
Society of Japan 2000), and can be serious under certain
circumstances, as recently experienced in North America
(Williams-Woodward et al. 2001; Hernández et al. 2002).
Puccinia hemerocallidis Thümen is the causal fungus of the
daylily leaf rust and was once believed to be the same
species as the plantainlily leaf rust fungus because of simi-
larities in their telial structure and teliospore morphology
(Hiratsuka et al. 1992; Kishi 1998; The Phytopathological
Society of Japan 2000). However, Ono (2003, 2005) proved
that the daylily rust and the plantainlily rust were caused by
two distinct species and determined the latter causal fungus
as Puccinia funkiae Dietel.

The two fungi are separated mainly based on the host
specificity of the uredinial and telial stages, P.
hemerocallidis on Hemerocallis spp. and P. funkiae on
Hosta spp. However, they share Patrinia villosa Juss.
(Valerianaceae) as the spermogonial and aecial host. An
additional microcyclic rust fungus, P. patriniae Hennings,
is known on P. villosa. Puccinia patriniae resembles P.
hemerocallidis and P. funkiae in its telial structure and
teliospore morphology. From the structural and morpho-
logical similarities in the telial stage and the shared
spermogonial/aecial host relationships, the question was
raised as to the phylogenetic relationships among the three
rust fungi, particularly in regard to the origin of P. patriniae
(Ono 2005).

This article examines phylogenetic relationships among
P. hemerocallidis, P. funkiae, and P. patrinia by molecular
phylogenetic methods recently applied to rust systematics
studies (Zambino and Szabo 1993; Roy et al. 1998; Vogler
and Bruns 1998; Pfunder et al. 2001;  Weber et al. 2003;
Smith et al. 2004; Pei et al. 2005).
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Materials and methods

Four P. hemerocallidis, three P. funkiae, and two P.
patriniae samples were subjected to molecular phylogenetic
analyses; DNA was extracted from dried herbarium speci-
mens deposited in the Herbarium of Systematic Mycology,
the Faculty of Education, Ibaraki University (IBA) (Table
1). The GenBank sequences of P. allii Rudolphi (AF511077
and AF511078), P. consimilis Ellis & Everhart (AF182992),
P. coronata Corda (AY114290), P. graminis Persoon
(AF468044 and AY114289), P. hordei Otth (AF511086 and
AY187089), P. monoica Arthur (AF182996), P. sessilis
Schneider (AY217134 and AY217135), P. sorghi Schweinitz
(AY114291), P. striiformis Westendorp (AY114292), and
Uromyces scillarum G. Winter (AY302495 and AF511085)
were included as in-groups together with P. hemerocallidis

(AF479739, AF479740, AF479741, AF479742, AF479743,
and AF479744) for the combined analyses; and Melampsora
epitea Thüm. (AY471620) was included as an outgroup for
the ITS alignment (Table 2).

Whole-cell DNA was extracted from about 150–200
teliospores obtained from a single telium. Spores were
crushed between two sterile glass slides and suspended in
20µl extraction buffer [10mM Tris-HCl pH 8.3, 1.5mM
MgC12, 50 mM KCl, 0.001% sodium dodecyl sulfate (SDS),
0.01% Proteinase K], and incubated at 37°C for 60min and
then at 95°C for 10min (Suyama et al. 1996; Virtudazo et al.
2001). This crude extract (3µl) was amplified directly by
polymerase chain reaction (PCR). Internal transcriber
spacer (ITS)1 and ITS2 regions including the 5.8S subunit
of the nuclear rDNA repeat were separately amplified by
PCR. The primers were ITS5 (5′-GGAAGTAAAAG
TCGTAACAAGG-3′; White et al. 1990) and ITS2bl (5′-

Table 1. The specimens used in phylogenetic analyses of internal transcribed spacer (ITS) regions including 5.8S rDNA

Species Voucher Host plant Locality GenBank
specimens accession no.

Puccinia hemerocallidis IBA-8745 Hemerocallis fulva L. var. longituba Gumma AB232544
Thümen (Miq.) Maxim.

IBA-8749 H. fulva var. longituba Tochigi AB232546
IBA-8759 H. fulva var. longituba Ibaraki AB232547
IBA-8878 H. fulva var. longituba Yamanashi AB232545

P. funkiae Dietel IBA-8875 Hosta montana F. Maekawa Yamanashi AB232541
IBA-8876 H. montana Yamanashi AB232540
IBA-8877 H. albo-marginata (Hook.) Ohwi Yamanashi AB232539

P. patriniae Hennings IBA-8346 Patrinia villosa (Thunb.) Juss. Tochigi AB232542
IBA-8568 P. villosa Gumma AB232543

Table 2. Details of GenBank sequences used in phylogenetic comparisons

Species/host (strain) Source GenBank accession no.

Puccinia hemerocallidis on Hemerocallis sp. (Japan) Hernández JR, Palm ME, Castlebury LA (2002) AF479743
P. hemerocallidis on Hemerocallis sp. (Russia) Hernández JR, Palm ME, Castlebury LA (2002) AF479744
P. hemerocallidis on Hemerocallis sp. (Costa Rica) Hernández JR, Palm ME, Castlebury LA (2002) AF479740
P. hemerocallidis on Hemerocallis sp. (Costa Rica) Hernández JR, Palm ME, Castlebury LA (2002) AF479741
P. hemerocallidis on Hemerocallis sp. (USA) Hernández JR, Palm ME, Castlebury LA (2002) AF479739
P. hemerocallidis on Hemerocallis sp. (USA) Hernández JR, Palm ME, Castlebury LA (2002) AF479742
P. sessilis strain PUR N4542 Szabo LJ (unpublished) AY217134
P. sessilis strain PUR N4543 Szabo LJ (unpublished) AY217135
P. allii strain isolate HSZO162/PUR N2537 Anikster Y, Szabo LJ, Eilam T, AF511077

Manisterski J, Koike ST, Bushnell WR (2004)
P. allii isolate HSZ0344 Anikster Y, Szabo LJ, Eilam T, AF511078

Manisterski J, Koike ST, Bushnell WR (2004)
P. hordei Otth isolate 22-81 Anikster Y, Szabo LJ, Eilam T, AF511086

Manisterski J, Koike ST, Bushnell WR (2004)
P. hordei strain CDL64-2B Anikster Y, Szabo LJ, Eilam T, AY187089

Manisterski J, Koike ST, Bushnell WR (2004)
Uromyces scillarum isolateYA3464 Anikster Y, Szabo LJ, Eilam T, AY302495

Manisterski J, Koike ST, Bushnell WR (2004)
U. scillarum isolate 3465 Anikster Y, Szabo LJ, Eilam T, AF511085

Manisterski J, Koike ST, Bushnell WR (2004)
P. graminis on Agropyron repens Weber RWS, Webster J, Engel G. (2003) AF468044
P. graminis f. sp. tritici strain CDL 78-21-BB463 Szabo LJ (unpublished) AY114289
P. striiformis f. sp. tritici strain PST-17 Szabo LJ (unpublished) AY114292
P. coronata f. sp. avenae strain 93MN437 Szabo LJ (unpublished) AY114290
P. consimilis on Arabis holboellii var. pinetorum Roy BA (2001) AF182992
P. monoica on Arabis microphylla Roy BA (2001) AF182996
P. sorghi strain HI1 Szabo LJ (unpublished) AY114291
Melampsora epitea on Salix arctica Smith JA, Blanchette RA, Newcombe G (2004) AY471620
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CTGTGTTCTTCATCGATGTGA-3′; Vogler and Bruns
1998) for the ITS1 region and primers ITS3r (5′-
ATCGATGAAGAACACAG-3′; Vogler and Bruns 1998)
and ITS4 (5′-TCCTCCGCTTATTGATATGC-3′; White
et al. 1990) for the ITS2 region. Reaction mixtures (40µl)
included 4µl 10× PCR buffer, 1 unit Taq DNA polymerase
(Takara, Tokyo, Japan), 0.2mM of each dNTP, and 2µM of
each primer in pairs. The PCR was performed under the
conditions employed by Virtudazo et al. (2001): 95°C for
3min, then 35 cycles of 95°C for 30s, 55°C for 1min, and
72°C for 1min, and a final extension step of 72°C for 10min.
The PCR products were electrophoresed in 1.0% agarose
gels in Tris-acetate-EDTA (TAE) buffer. The DNA bands
of expected size were excised from the ethidium bromide-
stained gel and purified using Geneclean III Kit (Qbiogene,
Irvine, CA, USA) following the manufacturer’s instruc-
tions. The purified DNA was subsequently prepared for
sequencing with a Big Dye Terminator ver. 3.1 Cycle Se-
quencing Ready Reaction Kit (Applied Biosystems, Foster
City, CA, USA) with the same primers used for PCR ampli-
fication under the following conditions: 96°C for 1min, then
25 cycles of 96°C for 30s, and 50°C for 1min, 60°C for 3min.
Cycle sequencing reaction products (10µl) were purified by
ethanol/ethylenediaminetetraacetic acid (EDTA) preci-
pitation and then sequenced using an ABI PRISM 3100
genetic analyzer (Applied Biosystems).

DNA sequence alignments were generated with Clustal
X multiple program version 1.8 (Thompson et al. 1997). The
alignment was manually refined in Sequence Alignment
(Se-Al) Editor v 2.0 (Rambaut 2000). For the parsimony
analysis, we used the maximum-parsimony method with
heuristic searches using PAUP 4.0b10 (Swofford 2002).
This search was repeated 100 times with random stepwise

addition of operational taxonomic units (OTUs) and
branch-swapping by tree-bisection-reconnection. All char-
acters were treated as unordered and weighted equally.
Gaps were treated as missing data. For the NJ analysis
(Saitou and Nei 1987), we calculated the evolutionary dis-
tance matrix by Kimura’s two-parameter method (Kimura
1980) and inferred the phylogeny using PAUP. The relative
support for each node was estimated by bootstrap analysis
(Felsenstein 1985) of 1000 replicates both in MP and NJ
analyses.

Results

The DNA sequences of the entire ITS region, including
the 5.8S subunit, of P. hemerocallidis, P. funkiae, and P.
patriniae ranged from 542 to 545 base pairs (bp): 197–199bp
in the ITS1, 158–159bp in the 5.8S rDNA, and 186–189bp in
the ITS2 region. The 5.8S subunit sequences were highly
conserved among all 31 specimens whereas the sequences of
the ITS1 and ITS2 regions were variable. Sequences were
the same among P. funkiae and P. patriniae specimens,
respectively. However, base differences were detected at 13
positions between Japanese and American specimens of
P. hemerocallidis (Table 3).

The final data matrix consisted of 31 taxa and 714
characters, including gaps. Of these, 381 (53.36%) were
constant, 121 (16.95%) were variable but uninformative,
and 212 (29.69%) were parsimony informative. Parsimony
analysis generated 100 equally parsimonious trees of 654
steps with a consistency index (CI) of 0.717, a retention
index (RI) of 0.871, and a rescaled consistency index (RC)

Table 3. Sequence differences in ITS regions among Puccinia hemerocallidis specimens

GenBank Base position
accession  no.

11 19 57 97 123 127 158 163 164 208 209 486 538

AB232544 T A T G C – A T – – – – –
(IBA-8745)
AB232545 T A C G C – A T – T A – –
(IBA-8878)
AB232546 T A C G C – A T – T A – –
(IBA-8749)
AB232547 C A C G C – A T – T A – –
(IBA-8759)
AF479743 T A Ya G C – A T – – – – C
(Japan)
AF479744 T A T G T T A T – – – – –
(Russia)
AF479742 T T T A T T T T T – – T –
(U S A)
AF479739 T T T A T T T T T – – T –
(U S A)
AF479741 T Wa T A T T T T T – – T –
(Costa Rica)
AF479740 T Wa T A T T T – – – – T –
(Costa Rica)

Only positions where differences occurred are shown. All other positions are identical. Dashes represent alignment gaps
a As shown in Hernández et al. (2002; Fig. 3)
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of 0.625. The log likelihood of the most parsimonious trees
was determined under the likelihood-based topology test
using PAUP. The Kishino–Hasegawa test (Kishino and
Hasegawa 1989) with normal test distribution was used, and
two-tailed P values were selected. The number of substitu-
tion types was 2 (HKY85 variant), the transition/transver-
sion ratio was 2 (kappa = 4.5671961) and nucleotide
frequencies were unequal (A = 0.32247, C = 0.16778, G =
0.15315, and T = 0.35660). The tree with the highest log-
likelihood was deemed as the “best tree” (Saenz and Taylor
1999). The phylogenetic tree with the highest log likelihood
is shown in Fig. 1. The illustrated tree had the same topol-
ogy as the strict consensus tree. Puccinia funkiae and P.
hemerocallidis each formed a distinct lineage with a shared
recent ancestor, with the microcyclic P. patriniae grouped

within the macrocyclic P. hemerocallidis clade (Fig. 1).
However, these data could not resolve relationships be-
tween P. patriniae and P. hemerocallidis (Fig. 1). This analy-
sis also showed that P. hemerocallidis isolates originating in
the United States and Costa Rica are genetically distinct
from those collected in Japan (also see Table 3). A tree
topology generated by neighbor-joining analysis was essen-
tially the same as that of parsimony analysis (Fig. 2).

Discussion

Before the work of Ono (2003, 2005), daylily rust fungus
and plantainlily rust fungus were believed to be the same

Fig. 1. A phylogenetic tree with
the highest log-likelihood among
100 equally parsimonious trees
[consistency index (CI) = 0.717,
retention index (RI) = 0.871,
rescaled consistency index (RC)
= 0.625] constructed from
sequences of the internal
transcribed spacer (ITS) regions
including 5.8S rDNA. The
bootstrap values of 1000
replications are given above
branches
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species (Farr et al. 1989; Hiratsuka et al. 1992; Kishi 1998;
The Phytopathological Society of Japan 2000). Although
both have a heteroecious life cycle, sharing the same
spermogonial-aecial host (Patrinia villosa), consistent dif-
ferences in the uredinial-telial host specificity and uredinial
morphology suggested their reproductive isolation. Conse-
quently, Ono (2003, 2005) showed conclusively that the
causal agents of daylily rust and plantainlily rust are the
separate and distinct taxa, P. hemerocallidis (von Thümen,
1880) and P. funkiae (Dietel, 1898), respectively.

The plant genera Hosta Tratt. and Hemerocallis L. are
classified in the Hostaceae and Hemerocallidaceae (both in
order Agavales, class Liliopsida), respectively, or alterna-

tively in the Liliaceae (Watson and Dallwitz 1991; Judd
et al. 2002), reflecting their close phylogenetic relationship.
Assumed close relatedness of the uredinial-telial hosts and
the shared spermogonial-aecial host (Patrinia villosa) be-
tween P. hemerocallidis and P. funkiae suggest their phylo-
genetic close relationship. This view is reinforced by the fact
that the two species produce morphologically similar locu-
late telia, which are surrounded by laterally adherent para-
physes beneath host epidermis, in which two-celled, short
pedicellate teliospores are produced (Ono 2003, 2005).

In addition to the two macrocyclic, heteroecious species,
Patrinia villosa harbors another microcyclic species, P.
patriniae, which produces only a telial stage in its life cycle

Fig. 2. A neighbor-joining tree
constructed from sequences of
the ITS regions including 5.8S
rDNA. Bootstrap values of 1000
replications are given above
branches. Length of branches is
proportional to number of base
changes as indicated by bar at
bottom
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(Hiratsuka et al. 1992). Telial structure and teliospore
morphology of P. patriniae are similar to those of P.
hemerocallidis and P. funkiae, although paraphyses in the
loculate telia are less pronounced in P. patriniae. Conse-
quently, it is assumed that the two macrocyclic and one
microcyclic species might have originated from a recent
common ancestor.

Both maximum-parsimony and neighbor-joining trees
support the distinctness of P. funkiae and P. hemerocallidis
(see Figs. 1,2). Although both parsimony and neigh-
bor-joining trees showed the common ancestry of P.
hemerocallidis and P. patriniae, those did not explicitly
show the evolutionary derivation of P. patriniae from
P. hemerocallidis as initially expected. Nevertheless, P.
funkiae, as well as the outgroup M. epitea, are macrocyclic
heteroecious species; thus, the macrocyclic heteroecious life
cycle could be considered as a basal state and the microcyclic
life cycle, therefore, as derived. Consequently, one hypoth-
esis for the origins of P. patriniae could be that it has derived
from a (unidentified) macrocyclic heteroecious species that
is a shared common ancestor with P. hemerocallidis.

Arthur (1934) used the term “correlated species” to
describe the hypothetical relationship between macro-
cyclic and microcyclic species that share host species
and produce morphologically similar teliospores. Thus,
Puccinia hemerocallidis, P. funkiae, and P. patriniae repre-
sent a group of correlated species. The pattern of correlated
species has been explained by Tranzschel’s law: a
microcyclic species is derived from macrocyclic, heteroe-
cious species by the elimination of aecial and uredinial
stages in the course of evolution with the telia of the derived
microcyclic species produced on the aecial host (or closely
related plants) of the parental species (Wilson and
Henderson 1966; Shattock and Preece 2000; Cummins and
Hiratsuka 2003).

The Puccinia hemerocallidis species complex is one of
only a few cases that support Tranzschel’s law by phyloge-
netic analysis. Another example is the Uromyces pisi spe-
cies complex in which microcyclic U. scutellatus (Persoon)
Léveillé and U. striolatus Tranzschel are suggested to be
derived from macrocyclic U. pisi (DC.) G.H. Otth and U.
striatus Schröter, although there is some ambiguity at the
base of the phylogenetic tree in that study (Pfunder et al.
2001).

In contrast, Roy et al. (1998) and Roy (2001), working
with various geographic populations of three apparently
closely related “life-cycle species,” P. monoica Arthur
(macrocyclic), P. consimilis Ellis & Everhert (macrocyclic),
and P. thlaspeos C. Schubert (microcyclic) on crucifers,
showed a complex phylogenetic pattern among populations
and species with different life cycles. The P. monoica
species complex is the one case that is discordant with
Tranzschel’s law, and it is of great interest to see to what
extent life-cycle plasticity is prevailing among apparently
correlated species.

In the present study, four sequences of P. hemerocallidis
from IBA specimens were aligned together with GenBank
sequences of P. hemerocallidis from Japan, Russia, Costa
Rica, and America. The results showed that P.

hemerocallidis specimens from Costa Rica and the United
States were different from those from Japan (see Table 3,
Figs. 1,2). Puccinia hemerocallidis was first detected in
Georgia (USA) in 2000 and in Costa Rica in 2001
(Williams-Woodward et al. 2001; Hernández et al. 2002),
and the fungus has since become widespread in North
America. Costa Rica is one of the Central American coun-
tries from which daylily nursery stocks are shipped. It is
certain that the fungus is of recent introduction from Asia,
and it is unlikely that the fungus has genetically diverged
very quickly for a short period of time after the introduction
to the Americas. Currently, no pertinent interpretation is
possible for the genetic difference observed between Asian
and American populations. Extensive surveys for genetic
variations of P. hemerocallidis in Asia are needed to iden-
tify the possible source of the current American populations
of the fungus.

Acknowledgments Technical support for DNA analyses was provided
by the Gene Research Center, Ibaraki University. We thank Dr.
Patricia E. Crane (Forest Biosecurity and Protection, New Zealand
Forest Research Institute, Ltd.) and Dr. M. Catherine Aime (System-
atic Botany & Mycology Lab, USDA ARS) for critical reading of the
manuscript.

References

Anikster Y, Szabo LJ, Eilam T, Manisterski J, Koike ST, Bushnell WR
(2004) Morphology, life cycle biology, and DNA sequence analysis
of rust fungi on garlic and chives from California. Phytopathology
94:569–577

Arthur JC (1934) Manual of the rusts in United States and Canada.
Purdue Research Foundation, West Lafayette, IN

Cummins GB, Hiratsuka Y (2003) Illustrated genera of rust fungi, 3rd
edn. American Phytopathological Society, St. Paul, MN

Dietel P (1898) Einige Uredineen aus Ostasien. Hedwigia 37:212–
218

Farr D, Bills GF, Chamuris GP, Rossman AY (eds) (1989) Fungi on
plants and plant products in the United States. APS Press, St. Paul

Felsenstein J (1985) Confidence limits on phylogenies: an approach
using bootstrap. Evolution 39:783–791

Hernández JR, Palm ME, Castlebury LA (2002) Puccinia
hemerocallidis, cause of daylily rust, a newly introduced disease in
the Americas. Plant Dis 86:1194–1198

Hiratsuka T, Sato S, Kakishima M, Kaneko M, Sato S, Hiratsuka T,
Katsuya K, Hiratsuka Y, Ono Y, Harada Y, Nakayama K (1992) The
rust flora of Japan. Tsukuba-shuppankai, Tsukuba

Judd WS, Campbell CS, Kellog EA, Stevens PF, Donoghue MJ (2002)
Plant systematics. A phylogenetic approach, 2nd edn. Sinauer,
Sunderland, MA

Kimura M (1980) A simple method for estimating evolutionary rate
of base substitutions through comparative studies of nucleotide
sequences. J Mol Evol 16:111–120

Kishi K (ed) (1998) Plant diseases in Japan (in Japanese). Zenkoku-
Nouson-Kyouiku-Kyoukai, Tokyo

Kishino H, Hasegawa H (1989) Evaluation of the maximum likelihood
estimate of the evolutionary tree topologies from DNA sequence
data, and the branching order in Hominoidea. J Mol Evol 29:170–
179

Ono Y (2003) Does Puccinia hemerocallidis regularly host-alternate
between Hemerocallis and Patrinia plants in Japan? J Gen Plant
Pathol 69:240–243

Ono Y (2005) Plantainlily rust fungus is distinct from daylily rust
fungus. J Gen Plant Pathol 71:99–106

Pei MH, Bayon C, Ruiz C (2005) Phylogenetic relationships in some
Melampsora rusts on Salicaceae assessed using rDNA sequence
information. Mycol Res 109:401–409



129

Pfunder M, Schürch S, Roy BA (2001) Sequence variation and geo-
graphic distribution of pseudoflower-forming rust fungi (Uromyces
pisi s. lat.) on Euphorbia cyparissias. Mycol Res 105:57–66

The Phytopathological Society of Japan (ed) (2000) Common names of
plant diseases in Japan. Japan Plant Protection Association, Tokyo

Rambaut A (2000) Se-Al: sequence alignment editor. Department of
Zoology, University of Oxford, Oxford

Roy BA (2001) Patterns of association between crucifers and their
flower-mimic pathogens: host jumps are more common than coevo-
lution or cospeciation. Evolution 55:41–53

Roy BA, Vogler DR, Bruns TD, Szabo TM (1998) Cryptic species in
the Puccinia monoica complex. Mycologia 90:846–853

Saenz GS, Taylor JW (1999) Phylogenetic relationships of Meliola and
Meliolina inferred from nuclear small subunit rRNA sequences.
Mycol Res 103:1049–1056

Saitou N, Nei M (1987) The neighbor-joining method: a new method
for reconstructing phylogenetic tree. Mol Biol Evol 4:406–425

Shattock RC, Preece TF (2000) Tranzschel revisited: modern studies of
the relatedness of different rust fungi confirm his law. Mycologist
14:113–117

Smith JA, Blanchett RA, Newcombe G (2004) Molecular and morpho-
logical characterization of the willow rust fungus, Melampsora
epitea, from arctic and temperate hosts in North America. Mycologia
96:1330–1338

Suyama Y, Kawamuro K, Kinoshita I, Yoshimura K, Tsumura Y,
Takahara H (1996) DNA sequence from a fossil pollen of Abies spp.
from Pleistocene peat. Genes Genet Syst 71:145–149

Swofford DL (2002) PAUP*: phylogenetic analysis using parsimony
(* and other methods), version 4. Sinauer, Sunderland, MA

Thompson JD, Gibson TJ, Plewniak F, Jeanmougin F, Higgins DG
(1997) The Clustal X windows interface: flexible strategies for
multiple sequence alignment aided by quality analysis tools. Nucleic
Acids Res 25:4876–4882

Virtudazo EV, Nakamura H, Kakishima M (2001) Phylogenetic analy-
sis of sugarcane rusts based on sequences of ITS, 5.8S rDNA and
D1/D2 regions of LSU rDNA. J Gen Plant Pathol 67:28–36

Vogler DR, Bruns TD (1998) Phylogenetic relationships among the
pine stem rust fungi (Cronartium and Peridermium spp.). Mycologia
90:244–257

von Thümen F (1880) Beiträge zur Pilzflora Sibiriens. III. Bull Soc Nat
Mosc 55:72–104

Watson L, Dallwitz MJ (1991) The families of angiosperms: automated
descriptions, with interactive identification and information re-
trieval. Aust Syst Bot 4:68–95

Weber RWS, Webster J, Engel G (2003) Phylogenetic analysis of
Puccinia distincta and P. lagenophorae, two closely related rust fungi
causing epidemics on Asteraceae in Europe. Mycol Res 107:5–24

White TJ, Bruns T, Lee SB, Taylor J (1990) Amplification and direct
sequencing of fungal ribosomal RNA genes for phylogenetics. In:
Gelfand M, Sninsky D, White T (eds) PCR protocols: a guide to
methods and applications. Academic, San Diego, pp 315–322

Williams-Woodward JL, Hennen JF, Parda KW, Fowler JM (2001)
First report of daylily rust in the United States. Plant Dis 85:1121

Wilson M, Henderson DM (1966) British rust fungi. Cambridge Uni-
versity Press, Cambridge

Zambino PJ, Szabo LJ (1993) Phylogenetic relationships of selected
cereal and grass rusts based on rDNA sequence analysis. Mycologia
85:401–414


