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1 (T. thermophila BFS) 1
1.1 DNA s s
( Epistylis plicatilis) ( Paramecium bursaria ) DNA, 100

( Stentar polymorphus ) BF1 DNA DNA [14]
( Tetralymena thermophila BF1) BF5
1
Tab 1 Species and strains names, collection locations and dates of fve ciliate srains
Species Collection locations Collection dates

Epistylis plicatilis 2004 3

Paramecium bursaria 2003 3

Stentor polymorp hus 2003 9

Tetrahymena thermop hila BF1 2002 2

T. thermophila BF5 2002 2
1.2 ISSRPCR 13 ISR (2 1. 5% ., 200bp Marker

5 PCR PCR ( ) (
2501, 95°C 2 min, T°C( DNA ) 3,

. 2 Imin,70C1.5min,95C 1 min, 35
50C 1 min, 72°C 10 min
2

Tab. 2 ISR primers sequences and their amealing temperatures used in the present work

ISSR
ISSR primer names

Primer sequences

The annealing temperatures( C)

ISR 15 CCA(GTG), 50

ISR 18 (GACA) 4 50

ISR 19 (AG) T 50

ISR 20 (AG) sG 50

ISR 114 (GC) H* 66. 6

ISR 115 (CG)D** 66.6

ISR 116 (GAG) 6 58.8

ISR T (CAGT) 4 48

ISR 1B (CA) sA 50

ISR B (CA) §T 50

ISR 11k G(CA)4 52

ISR 118 (CAA) 4 50

ISR 11D (GAA) 4 50

"H= A/C/T; " D= A/G/T
1.3 6 I GINE !V Nei 1. D= 1= 2Nyp/
SR . Gene Tools (Na+ Ng) MEGA version 2. 117 UR
) DNA ) GMA ( unweighted pai group method for arithmetic aver

( ) “r, “0” POP- ages analysis)  NJ( neighbot joining)



6 : ISSR 635

) (1 : BF1
BF5 )
2.1 ;6
13 ISR , 7 , ,
6 ISSR , 178 6 ; ISSR19 , 47
ISSR 15 ISSR 18 ISSR 19
1 2 345 M 12 3 45M 1 2 3 45 M
—
- —
e —
- -
ot -
- —
—-—
Ed
—
—
—
—
—
-
—
—
ISSR 20 ISSR I 8 ISSR 9
1 ISSR
Fig. 1 The amplification fingerprinting patterns of six [ISSR primers in the genome of five ciliate strains
ISR (six ISR primers) : ISR 15 ISSR 18 ISSR 19 ISSR 20 ISSR 118 ISR 1ID; 1. (E. plicailis) ; 2. BF1
(T. themophila BF1); 3. BF5 (T. thermophila BFS) ;4. (S. polymomphus) ; 5 (P. bursaria) ;M: 200bp
(200bp Marker)
2.2
3 2 2
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3
Tab.3 Genetic digances among five ciliate strains
E. plicatilis T. thermhila BF1 T. thamophila BFS S.  polymorp hus P. bursaria
E. plicatlis -
T. thermophila BF1 0. 766 -
T. thermophila BFS 0. 795 0.038 —
S. polymorp hus 0. 657 0. 746 0.778 -
P. busaia 0. 871 0.905 0. 906 0. 821 —
0.0571 03285 E.plicatilis
0.3285
0.0523 S.polymorphus
0.0190 .
T.thermophila BF1
0.0190
0.3666 = T.thermophila BF5
04379 P.bursaria
—_
0.1
2 URGMA
Fig. 2 The genetic tree of five ciliate strains based on UPGMA
0.3456 o
0.0274 E.plicatilis
0.3114
00322 S.polymorphus
0.0087
— T .thermophila BF1
0.0293
0.3964 L—— T.thermophila BF5
P.bursaria
0.4579
—
0.1

3.1

Corliss

3

NJ

Fig. 3 The genetic tree of five ciliate drains based on NJ
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GENETIC RELATIONSHIPS OF FIVE CILIATE STRAINS INFERRED FROM ISSR ANALYSIS

ZHANG Wen Jing"?, YU YwHe' and SHEN Yus-Fen'
( 1. Institte o Hydrobiology, The Chinese Academy ¢ Sciences, Wuhan 430072; 2. Graduate School ¢ the Chinese Academy ¢ Sciences, Bejing 100039)

Abstract: ISSR analysis was conducted to investigate the genetic reldaionships of five ciliae strains: Epistylis plicatilis, Parame-
cium bursaria, Stentor pdymaphus, Tetrahymena thermephila BF1 and T'. thermephila BFS. Out of 13 ISSR primers, 6 primers
generated highly reproducible and polymorphic DNA fragments. The genetic trees were constructed based on ISSR amplificat ion
fingerprintings using both unw eighted pair-group method for arithmetic averages analysis (UPGMA) and neighbot joining ( NJ)
methods. Two T. thermghila strains formed one branch first. E. plicatiis clustered with S. pdymaphus, then grouped with
T. themehila. P. bursaria formed a separate branch. This shows that (Dthe peritrichs may be recognized as the particular
ciliates within Oligohymenophorea, and they should be elevated to a higher taxonanic rank; @)the Peritrichia E. plicatilis has
the closer relation with the Hymenostomatia T'.  thermephila than the Peniculia P. bursaria, which is the primordial group in the
class Oligohymenophorea; (3 The genome of the five ciliate strains contain these microsatellie DNA sequences: ( GTG),,
(GACA) 4, (AG)s, (CAA)g and (GAA)s.
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