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Abstract This paper mainly discussed the phylogenetic relationship between Prteris fauriei and Pteris biaurita

based on the combined rps4-irnS region sequences of Pteridaceae and the allied groups that have been published

in GenBank. The result showed that no significant difference between chloroplast rps4-irnS region sequences of

P. fauriei and P. biaurita was detected. Therefore P. fauriei and P. biaurita are most probably conspecific or

variant relations based on our phylogenetic analysis combining the evidences of morphological characteristics of

their sporophytes and gametophytes.
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Table 1 Samples used in sequence analysis and their in-

formation
Yo REEN Rt FEUEARAS
Species Gatherer Locality Voucher specimen
fHERREERR B[ s
P. fauriei Hieron. Cao Jianguo  Jianou Fujian 0609014 SHNU
DM RUERR W g 1 Iy

09091 SHNU

P. biaurita L. Dai Xiling Jianfengling Hainan

1.2 Ak
1.2.1 % DNA Byi2EX

A DNA (2 BOCR FIE R 19 CTAB Jyik 7"
I T R Bk
1.2.2 5|¥Migit

Y14 rpsd-trnS X7 51 it 15| 9 2 B Henne-
quin FF# T JEMEEE SR BAKSIY T 8 h
psS  5'-ATGTCCCGTTATCGAGGACC-3" trnS 5'-
TACCGAGGGTTCGAATC-3" "
1.2.3 PCR ¥

P 38 Kz W 7F Eppendorf AG 22331 Hamburg

PCR 344Y LS8R RRIWAR R A 50 pL Hok s 43
W%k 37.75 wL H,0 5 pL 1 x Buffer 4 pL ANTP
B8 1 0.25 pl. Ex Taq B4 F4Y THRE
FRZSE] A1 1wl DNA it

PIARE T 94°C A PE 4 min 94°C A5 1 1
min 56°CiH % 30 s 72°C ZEffi 1 min 35 N5
72°CHEfH 7 min

gy S 1. 0% B I R Mg v, ok KG)
SRIE A A S BS BEE IR R Gt Tannon GIS-2010
pUK -SSR S e
1.2.4 PCR F=#igy B S 4k,

PCR 79y i) [l WSCR FH I RS 9 7 % P 3
BEEE R M 4l fh i 57) & Takara Gel DNA Purifica-
tion Kit Ver.2.0 [H[Jf4ifk PCR =4
1.2.5 EEFIIRNE

W %08 J5 Aifb i 1) PCR P-4 LR AR K IE
AN [)52

*2 HMEFREPTHATEAXRZLE2HTH DNA F5
Table 2
DNA sequences in this study

GenBank accession numbers of downloaded

B B
accession No. accession No.

Preridium revolutum DQ416773 Pellaea andromedifolia EU831109
Preridium esculentum DQ426655 Pellaea rufa (GU935553
Coniogramme wilsonii KC700232 Pellaea ternifolia EU831129
Cryptogramma fumariifolic ~ KC700196 Pellaea falcata DQ914085
Cryptogramma raddeana KC700202 Pellaea wrightiana DQ914108
Cryptogramma brunoniana  KC700200 Pellaea brachyptera EU831112
Cryptogramma acrostichoides ~ KC700214 Notholaena candida DQ914168
Cryptogramma crispa KC700205 Notholaena californica DQ914167
Cryptogramma cascadensis ~ KC700204 Notholaena affinis DQ914166
Taenitis interrupta AF321700 Doryopteris triphylla DQ914139
Preris sp. Wen JF980608 Doryopteris rediviva DQ914141
Adiantum pedatum JN052836 Doryopteris nobilis DQ914140
Adiantum myriosorum JN052813 Cheilanthes bergiana (U935530
Adiantum aleuticum JN052829 Cheilanthes hirta GU935531
Paragymnopteris sargentii ~ DQ914117 Cheilanthes parviloba DQ914158
Paragymnopteris marantae ~ DQ914114 Cheilanthes depauperata (U935532
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Fig.1 MP analysis based on sequences of rps4-frnS gene
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Table 3 Genetic distances between rps4-trnS sequences in

P. fauriei P. biaurita and their close species

A3HE Taxon 1 2 3 4 5 6 7 8 9

P. fauriei
P biaurita 0.000
Preris sp. Wen 0041 0.046
T.internpta 0141 0.143 0,137
C. cascadensis 0.197 0.204 0.190 0.251
Cooipa 0195 0.202 0.188 0.249 0.002
A dleaticum 0.209° 0.216 0.200 0.276 0.207 0.204
A pedatum 0.207 0.214 0.205 0.275 0.211 0.209 0.005

A myriosorum  0.216 0.223  0.207 0.283 0.214 0.211 0.006 0.008
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