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Fig. 1 Map showing the sampling stations
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Fig. 2 Rarefaction curves of seven bacterioplankton com-
munities
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Tab.1 Summary of sampling sites, clone libraries, and diversity indices of bacterioplankton communities
OTU (%)
HI-M 37.44° 121.61° 59 28 43.0 2.99 72.9
HI-R 37.47° 121.64° 82 24 62.3 2.07 78.1
XR-S 37.44° 121.55° 70 34 49.3 3.21 74.3
YRD-SU 37.54° 118.93° 76 33 83.6 2.96 71.2
YRD-SM 38.02° 118.90° 91 35 52.0 3.19 80.2
SL 37.36° 122.31° 86 45 111.4 3.48 70.6
MBO 37.54° 121.43° 70 18 25.5 1.86 86.7
X ok 0D 5 1 0,
2.2 #AMH ,-%, RE i%&ﬁi/ﬁ‘é‘ i 4m -%-5- é’]?f- (Bacteroidetes) ( 45.1%),
% 28 %, HI-M MBO
10% MBO , (Cyanobacteria)
RDP )
( ) (52.9%); HI-R XR-S
b < 0
Unclassified ( 3 , (<10%)
o- (Alphaproteobacteria)  HI-M(45.8%),
( 3A) HI-M HI-R XR-S(40.0%) YRD-SU(35.5%)
XR-S YRD-SU SL , (Proteobacteria) ) > ) HI-R > O-
, 62.7% 9.76%, v (54.9%)(
65.9% 66.7% 53.2% 54.7% YRD-SM | 3B) , SL v- ,
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Tab.2 The dominant (>2%) taxa of bacterioplankton at the family and genus levels
(%) (%)
SARI11 25.4 Pelagibacter 25.4
HI-M Rhodobacteraceae 18.6 Roseovarius 11.9
Flavobacteriaceae 8.47
Alteromonadaceae 50.0 Propionigenium 8.54
Fusobacteriaceae 8.54 Pelagibacter 2.44
Rhodobacteraceae 4.88 Gplla 2.44
HI-R Flavobacteriaceae 4.88 Litorimonas 2.44
SARI11 2.44
Hyphomonadaceae 2.44
Family II 2.44
SARI11 21.4 Pelagibacter 21.4
Rhodobacteraceae 17.1 Gplla 4.29
Flavobacteriaceae 12.9 Arcobacter 2.86
XR-S Alteromonadaceae 7.14
Family II 4.29
Microbacteriaceae 2.86
Campylobacteraceae 2.86
SARI11 27.6 Pelagibacter 27.6
Family II 22.4 Gplla 22.4
YRD-SU Rhodobacteraceae 7.89 IHlumatobacter 5.26
Acidimicrobiaceae 5.26
Flavobacteriaceae 5.26
Flavobacteriaceae 30.8 Roseovarius 13.2
Rhodobacteraceae 19.8 Gplla 12.1
Family II 12.1 Pelagibacter 7.69
VRD.SM SARI11 7.69 Salinimonas 2.20
Alteromonadaceae 2.20 Crocinitomix 2.20
Bacteriovoracaceae 2.20
Cryomorphaceae 2.20
Microbacteriaceae 2.20
Flavobacteriaceae 24.4 Pelagibacter 8.14
Rhodobacteraceae 12.8 Roseovarius 6.98
SARI11 8.14 Arcobacter 3.49
SL Piscirickettsiaceae 3.49 Thiomicrospira 3.49
Campylobacteraceae 3.49
Microbacteriaceae 2.33
Alteromonadaceae 2.33
Family II 52.9 Gplla 52.9
MBO SARI11 14.3 Pelagibacter 14.3
Rhodobacteraceae 10.0
ANOSIM

’ 3 i
(R=0.36, P=0.10)
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Bacterioplankton diversity in different littoral habitats along
the coast of the northern Shandong peninsula
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Abstract: The community structure and diversity of bacterioplankton from different littoral habitats around the
Shandong Peninsula were investigated by constructing 16S rDNA clone libraries. To visualize the differences in the
community structure among habitats, non-metric multidimensional scaling (NMDS) was conducted on the basis of a
Bray—Curtis similarity matrix. Analysis of similarity (ANOSIM) was performed to test for statistically significant
differences. There was a significant difference between samples from littoral zones and coastal waters. In
comparison, bacterioplankton samples in littoral zones displayed higher abundance and diversity, particularly in
seagrass areas. Proteobacteria dominated in the muddy flat, rocky, and sandy habitats of Yantai; wetlands inhabited
by Suaeda in the Yellow River Delta; and wetlands with seagrass in Swan Lake. Bacteroidetes was the most
abundant in wetlands inhabited by Sparina in the Yellow River Delta. The results suggest that seasonal variation,
the type of vegetation, and the source of organic matter may be key factors regulating the bacterioplankton

community structure in different littoral and coastal habitats.
(AL %4 BRI 3k)
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