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Genetic diversity of photosynthetic picoeukaryotes in Lake Taihu
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Abstract; Genetic diversity of photosynthetic picoeukaryotes has been investigated at two stations located in Meiliang Bay and East
Taihu in Lake Taihu, respectively. Genetic libraries of chloroplast 16S rRNA gene have been constructed by using primer set
PLA491F/0XY1313R, biased towards chloroplast of marine algae. The results show that most of photosynthetic picoeukaryotic se-
quences belong to Cryptophyta, and the rest of them are affiliated with Bacillariophyta, Chrysophyta and Haptophyta. The study
can help us take knowledge of the community structure and ecological function of phytoplankton in Lake Taihu.
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Fig. 1 Location of sampling sites in Lake Taihu



WRAF : KRS R AZAMETE S H IR

A 10 4~ OTU. % i MAFFT 5. 8 % {4 ( http://align. bmr.
kyushu-u. ac. jp/mafft/online/server/ ) %f & W} 5 15 | 1§ 10 4~
OTU FiI 34 225 J7 51 # 17 [LXT, Gblocks 3K 4 BY U] 34 7% 57
BRI XA, Modeltest BRAFTH R4 2 51 X% 44 A ¥ 51 1y g
PRI 08 e A 280, FeJa J PAUP 4. 0 #J#8 Neighbour Joining
H WAL R, B 1000 K 45 3 Bootstrap & , i MEGA 4. 1
BT B AT G B

2 BZRE5HMH
2.1 DNA gy s S5PRM I F

1000 bp
700 bp——
400 bp——

125

B & 2 5|¥%} PLA491F #1 OXY1313R %}
L R R 1 822 bp ZE A A FERMEIIY I T BRI, S T fn T2 AUERE DNA () PCR Bk

WU BOHAF (18 2). B9 Braifb e B4k 5 4k pGEM-T Fig.2 PCR amplifications of genomic DNA
Easy HEHAHRIFECE A 5o, 55 B FE Sk th 46 ASFHM: of T1 and T2 sites by primers PLA491F and

ST
2.2 16S rRNA #8437 5 53 47

OXY1313R

FASEN 7 7 NCBL I 47 L3843 07, & B0 A 357 Y A% 8 ol o8 10 345 P i Sk 5038 ( Cryptophyta) | i
71.4% , H UK ErE%E ( Bacillariophyta) (&5 14. 3% , % J5 N 4 % ( Chrysophyta ) 1 %€ #f 3% ( Haptophyta) , 43 5] /5

T1% (F£1).

F 1KMW T, T2 58 [ SRS 168 tRNA SEFE R 51 /0 Hr

Tab. 1 Sequence analysis of the 16S rRNA of photosynthetic picoeukaryotes of T1 and T2 sites from Lake Taihu

VLG AT AR /% Genebank 3t 5
Taihu2010March T1.3 Uncultured cryptophyte clone MC622-83 99 EF052243
Taihu2010March T1. 10 Uncultured haptophyte clone MAMA64-102 98 EF051968
Taihu2010March T1. 13 Cryptomonas curvata 98 AM709636
Taihu2010March T1. 18 Asterionella ralfsii clone D4450 99 EU580495
Taithu2010March T1.25 Uncultured cryptophyte clone MC622-53 98 EF052214
Taihu2010March T1.30 Uncultured cryptophyte clone MC601-32 99 EF051865
Taithu2010March T1. 34 Uncultured cryptophyte clone MC622-53 98 EF052214
Taithu2010March T1.40 Uncultured cryptophyte clone MC622-83 98 EF052243
Taithu2010March T1.41 Uncultured cryptophyte clone MC615-67 99 EF052138
Taithu2010March T2.5 Uncultured cryptophyte clone MAMA64-134 99 EF051993
Taihu2010March T2. 18 Uncultured cryptophyte clone MC601-131 99 EF051924
Taihu2010March T2. 19 Uncultured cryptophyte clone MC597-81 99 EF051840
Taihu2010March T2.38 Uncultured diatom clone ST1544D 94 DQ419429
Taihu2010March T2. 39 Uncultured chrysophyte clone MC615-49 94 EF052122
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Fig.3 A chloroplast 16S rRNA phylogram of photosynthetic picoeukaryotes from Lake Taihu
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