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The Phylogeny of Saururaceae Based on 5.8S rDNA Sequences
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Abstract: Saururaceae is a core component of palecherbs, and is very imponsant for studying the origin and
development of early angiosperms. By using different analysis method, such as the maximum parsimony
method and the neighbor — joining method, we analyzed the 5.85 rDNA sequences of Saururacess and the
oulgroup Zippelia begonigefolin Blume. The conclustons are the similar, that is, Aremopsis departs from
Saururaceae at first, Sogurns chinensis is the sister o 5. cermews. However, it is difficult o differt the
Gymno theca chinensis — G. involucrata — Houtmuynia — Sawrurus clade by using 5.85 DNA se-
quences.
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ZAEP (Saururacese) BEHEFBFHN —TRERST. MHEHE FHYREREN
REARFHEEEL, ER—THEARGFNE, BUF4BoR, KFf, H3mM4F0H
FHRE, 2E2FFHATIER, ERMMEAT - dtEEBoH. RTFEE (1957) BERDE
B -ORERERREHRNBEAL HRD P MEEE N

EAME=AEMATRTIEETR, EERTH, RIRXTZ2A4HTSNRERR
.o Tucker (1996) M=AEREIBNREN THE, MEI/HBESZTERTLTH L

+ ERWA. ERNETELD NGRC 39725000 B FHBEE A CAS [1998] 0054 H 0T H SRR
v« FBRAEHE Auther for comespandence
&R, BAOR (19600 B, HiA. ERSEHAE, TEAFEYS FREFS S FEEFEANY.
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B, gRECZAEHMNAESZAT. £RE, kEFSFTEELERSFTOLLEWNT k&
BT, 1985; H/ar 4, 1991), EERBE - T FRAMZAERKNRRXRRET (B2, 1991);
BMETEBLEMBPETOLENH (Liang & Tucker, 1990; PRI, 1994, 1995; &
LRFPW, 1995), XRE—TFEAN=ZAEZRNEELT (BN, 1995), [EW
Rib, BREATHERESYE. #il%E. Y. SRESFENNITERRLTE, WER
RMRHFAIT THENTE, BEEEEV=-AFERERENEELANRES —1TH—K
A,

FHRUNERARSENEMAZENMNER, DNAFFIEHNER (TLTHAS%E.
1996), FTFREFFTEREDNAFA LHEZRFHEHYMEFMREER, T VHE
WEASHAARRUEBREEMNIERE, HBEISEBEN A RERBOEFHNEIE. =X
ZIRRPE S.SSDNAFFIMHERXERZ-HERNRELT .

1 #EmAEZE
1.1 #8

ERANE=ZOHERARTFRN 6 MW B HSIRRETT LG ( Zippelia begoniaefolia
Blume), E#E#H T hEEEEEHAYHIAAADR,

1.2 XBAX

KM ERK CTAB 5 (Doyle, 1987) #RELE DNA, SERH B2 A,

T 5.85 DNAFE ITS | A ITS 2 ZfE], By 4 ITS L al I35 5.85 (DNA, P g
IMSK (FITS1, S.8SFNITS 2) MIBI¥HR ITS 5 F1 ITS 4 (White, 1990)., ¥ K W PE
Z-AJHY 9600 B PCR 1Y B @47, PCR IRWNAKRF 20 pl. FIEERFNNT : 97CHZEH 4 min,
ST ARG 30K, MCEHE 1 min, SOCE#H4s, 72CEM | min, 30-MEKE
TE 72°CHEMH 7 min, PCR =12 Watson's Purification Kit Zi{b /G HEEE TR RN,

R FENTE PE 2B K 9600 B PCR {¥ Lifff7, RE{EER S ul. MFRENERENAT .
96C, 10min; 50°C, 5min; 60°C, 4s; 30-M{E¥, # PE 256/ ABI 310 Hsh#® {4 =M
o RAERTN RS RS, 531 E5140 IS 5 F1 ITS 4 W& A BE#TIE, REHF.

& 3K {4 DNASTAR #) SeqMan B S E. REH#HTHE, HEMNEL 8590 E
G, RIS Lotus arenarius (AF218528) H Onaa sativa (AF169230 #1 M35384) @IFF 71
HEZABRFRFIIHTNY, ATAEIE e 5.85 DNA BRI, RIETE MegAlign B
BEAT St A HER], BRI BISIERF . B /5 TE Macimosh G3 Bl 13 PAUP 4,0b 4a F B A 291k
MEBEEHT S T, N TRAEAHE, RESH -AF (bmanch and bound) #4771
R, WHAHRE (bootswap) I REW, SBRBIEE N 500, HTHEE, RHE/N
#Ab%E (minimum evolution method) BIR PREHNE, LHABERRESN, AR
P8R 500K,

2 #EREH
2.1 BAMAEZRNERSSH
ZHERAP 5.85 DNA KK E R 163bp B HE 164bp. B H (gaps) BEALH Gk
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{missing) BY, HFVEH 164 M A, HFE 141 MIARBETE (constant) B, 20 MK
TREXFE, NEIMIARGEMNA, FEMNENESER 1.83%., £=HHEHA,
FFIFERHE (sequence divergences) MO0 F 9.877% ., A-HEHBHAINBRZEFATERE
M3 727T%3 11.801% (R 1). WEEAREAEZ M - AFBH#HTER, #3151
FIEBM4R, HAEKRE 24, C1=0.958, RI=0.667, RC=0.639. B 1 &H 50% ¥ X
B. WEEL ZAEREER,. Anonpsis BENZHER P BHE, B G. chinensis
— G. inwolucrata — Houttuynia — Saururus ZRITHERBE: S. chinensis B S. cermuus BYRETE
B, H -BER100%, HEBKEHE (bootstrap value) & 66%; G. chinensis, G. involu-
crata , Houtteynia ) Soururus BOHELA T, CHIRE—RH—HKEL 87%.

%1 SRR SNSRI 5.8 (DNA AERIESEE M RE

Table 1 Pairwise distances hetween taxa. Tolal characler differences are as the

below diagonal. Mean character differences are as the above diagonal .

—
]

3

4

5

6

] Anernopsis - 0.09259 0.09259 0.09259 0.09877 0.0987T7 . 11801
2 {Fyrmnotheca chinensis 15 - 0.00000 0. 00000 0.00617 0.00617 0.03727
3 G. involucrata 15 0 - 0.00000 0.00617 0.00617 0.03727
4 Hagiuynia 15 L] 0 - 0.00617 0.00617 0.04321
5 Stewrwrus cermuus 14 ] 1 1 - Q. 00000 0.04348
5] 5. chinensic 16 ] 1 1 o - 0.04348
7 Zippedic 19 6 6 7 7 7 -
Anemopsis
¢. chinensis
87 &. involucrata
(66} Houttuynis
100 % cermuus
66{62) e ¢ chinensis

Zippelia

B1 ET 585 DNAKFFIRZHEREWRAKETE (BAMAXNE). #HbX LHRER—-5H,

LA T HMER 8§ RIBE, HSTFHRELSLTHELE LB SRS E BRREMH.

Fig. 1 The phylogenetic tree of Saururaceae based on 5.85 rDNA sequences { Analysis by maxirmum parsimony method) .
Consensus values are indicated above hramches. Bootstrap values are indicated below branches. The maubers in brackets

are bootstrap values when gaps are treated es the fifth etale.

HEHBB T SFRE (the fifth state) B, R AFHHF,. HAEF 164 411
s, HPE M0 BRBEN, 2l MIETERELER, XEI M AEGEMNA, &
BASHESFEER 1.83%, WEMRHARBARZHE - AREFITER, 8314988
298, HEKMBR 24, CI1=1.0000, RI=1.0000, RC=1.0000, HBEHAMHERSHE1 =
&—&. HHE S, chinensis— §. cermuus XHE BBIBEERE 62%, G. chinensis — G. involu-
crata — Houttuynia — Saururus ¥ B B BBIBEER 66% .
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2.2 PEENERES SN

REEMBHERSE | KEELY, INAZHERBAE, Anemopsis BEM=HE
Mb ok, B Howngnia — Saururus — G. involucrata — G. chinensis 52 ) 3 %k #
Houngmia KIKM=HERPIBEHE, £ Sawuwus — G. involucrata — G. chinensis 3T )
WHERE, S. chinensis & 5. cernuus BIIEERE; G. chinensis . 6. involucrata N Seururus % 1
RS . ZEBEMHESZ0.14000. HHHERED, S. chinensis — S. cermms X
M ARYEER 67% . ™ Anemopsis — G. chinensis — G. imvolucrata — Saurirus — Houttuy-
réa X HELL 53T,
3 it ik
3.1 5.85 (DNA B RGPl

MELIAILES, #=AFE8A, FATREN0R) 9.877% . H#ZHER M358
ZE AR 3.727%%8) 11.801%; ME L ATRIEH, XieSHELE YL LR
AIEAE S RE, BWLOE Anemopsis MR E MR ( Houstuynia — Saururus — Gymnotheca )
I, WH, B—RE QIR LHMS, HABKNEHE 6% B P2 XiEH 5.85 DNA
IFAHERGE, FTEMEARNESZLZET (A, =8%&) BH—TEX, HHTFHF
—EMA{FE.
3.2 ZAEMNNRSGLY

M ETTHR, it RHABRKAALRERRARBERT I, BB -BHEE, W=
HEREBRR, Anemopsis REMN=ZHERPHEEHE, B Houtwnio — Saururus —G. in-
volucrate — G. chinensis L HIHEREE; S. chinensis B 5. cernuns BYIREREE .
3.3 Houwttuynia W Bt W

TERFENITH, Hovuwmio KM =ZHERPrH kR, MERKE AL LS.
Howtromia M G. chinensis, G. involucrata, Saurwrus M ARSI, AW T HERT
Houttuynia W1 R AN B RAH R—B, Houttuynia BRI RS AL B H 5 T 2 — 54T .

(8 % X &)
THERF, 19 DNA KT LR ESRAFTRLR ). WAMBFE, 16 (1), 46456
RIER. 1957. EHMEEREHR MR ETROWSRST ). HABFREE,. 6 12): 153254

Fei R, 1085 BMELSREFETARMRMEELINEE () BAEWER. 5 (1), 95—

HPE, R, 199, ZAEMMERERFRE ()). SHERHEE, 19 (1), 67—

BRI, 199, CHEREREFEAFZHLSEL 7). AB4EFIE, 32 (5), 425432

B, 1995 REZASHMFREREABA ST (). SEEWTFE, 17 (2): 255267
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