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TOWARDS THE NEXT GENERATION OF CARBONATE-BASED PROXIES
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Reconstructions of past climate and environments are largely based on stable isotopes and trace element concentrations mea-
sured on fossil foraminiferal calcite. Element and isotope composition of foraminiferal calcite roughly reflects seawater com-
position and physical conditions, which in turn, is related to paleoceanographic parameters. Additional biological controls on
test composition biases such correlations and needs to be corrected for when aiming at precise and accurate reconstructions.
The various physiological processes involved in foraminiferal biomineralization have, however, different impacts on different
elements and isotopes. For instance transmembrane transport of Ca-ions has a large impact on Mg fractionation (and hence the
Mg-temperature proxy), whereas is has very little effect on Na/Ca ratios (a novel proxy for salinity). Many foraminifera-based
proxies are thus impacted by more than one physiological process, which can only be corrected for by 1) quantification of the
impacts of these processes (ion pumping, photosynthesis, pH regulation, etc) on calcitic element and isotope composition and
2) combine high-resolution multi-element and isotope analysis to simultaneously correct for these impacts. Since trace met-
als and isotopes are affected by multiple parameters, combining analyses not only makes reconstructions more robust, but also
fundamentally more accurate.
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BPT02-02 会場:421 時間:5月 1日 09:15-09:30

二枚貝類原鰓亜綱における貝殻微細構造の進化
The evolution of shell microstructure of protobranch bivalves

佐藤圭 1∗ ;佐々木猛智 2

SATO, Kei1∗ ; SASAKI, Takenori2

1 東京大学大学院理学系研究科, 2 東京大学総合研究博物館
1Graduate School of Science, The University of Tokyo,2The University Museum, The University of Tokyo

Molluscs are the second largest taxa and most of them have the shell of calcium carbonate. Molluscan shells are composed
of the complex structural units that are called shell microstructures. Molluscs demonstrate a great variety of microstructures
which are similar in phylogenetically close taxa. Thus, investigations of shell microstructures can provide clues for systematic
and phylogenetic analyses of molluscs, including fossil taxa. Additionally, these trends suggest the possibility that the shell
microstructure had a crucial role in the evolution of Mollusca.

The Protobranchia is an ancestral group of the Bivalvia and comprise four superfamilies (Nuculoidea, Nuculanoidea, Man-
zanelloidea, and Solemyoidea). However, the systematics of protobranch bivalves has been also problematic, because their simple
external shell morphology can provide an insufficient number of informative characters. Therefore, Comprehensive investigation
of the shell microstructure and molecular phylogenetic study of protobranch bivalves are required for understanding molluscan
evolutionary history. The purpose of this study is to reveal the relationship between the shell micro- structure of protobranch
bivalves and molecular phylogeny, and to discuss the evolution of the shell microstructures and their significance as novel mor-
phological characters.

As the result of molecular phylogenetic analysis, it is revealed that the species of protobranch bivalves formed a distinct clade
with long branches expect for one exception. One species of Sareptidae were included in Nuculanoidean clade while Sareptidae
is placed within Nuculoidea in earlier systematics. SEM observation revealed that each of four superfamilies has a distinct trend
in the composition of shell microstructures. And the results of the molecular phylogenetic analysis and the observation of the
shell microstructure were consistent with each other. This condition indicates the shell microstructures of the Resent protobranch
bivalves show a phylogenetic constraint. Nevertheless, previous study shows this trend is imperfect in fossil taxa. Some fossil
nuculoids have nacreous structures and some fossil nuculids possess homogeneous structures. The foliated aragonite that resem-
bles nacreous structure is known as the most primitive shell microstructure. Ancestral nacreous structure was first originated in
the Paleozoic protobranch bivalves prior to any other structures that are found in protobranchs of younger ages. Thus, the ab-
sence of the nacreous structure may represent the secondary condition in protobranchs. However, the loss of nacreous might be
unreasonable, because nacreous structure is considered to be the strongest shell microstructure. In further studies, the evolution
of the shell microstructure of protobranchs should be discussed in terms of the habitats and the production costs of the shells as
well as protective functions of shells.

Keywords: shell microstructure, mollusca, bivalve, protobranch
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BPT02-03 会場:421 時間:5月 1日 09:30-09:45

Tube mechanical properties and structural design of Hydroides elegans under multiple
stressors
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Most marine calcifiers construct robust calcareous skeletons or shells through biomineralization to protect themselves from
predatory attacks. Due to increased anthropogenic emission of CO2 in recent years, reduced global ocean pH and decreased
carbonate concentration in seawater are expected to impede the CaCO3 accretion in shell formation and produce a mechanically
brittle shell structure. In addition, the effect of elevated pCO2 level can act synergistically with temperature and salinity changes
in seawater, further affecting the calcification process adversely. To investigate the combined effects of multiple environmental
stressors on calcifying marine organisms, we studied the effects of pH (8.1 and 7.8), salinity (34 and 27‰), and temperature
(23℃ and 29℃) on the mechanical properties of the tubes built by the tubeworm,Hydroides elegans. By employing Micro-CT
scanning and micro-force testing, information on tube topography and mechanical properties were analyzed using finite element
analysis (FEA). Markedly, despite the structural deterioration observed in reducing pH and salinity, the level of elevated temper-
ature counteracts these effects and even strengthen the overall mechanical properties. This may suggest that warming conditions
in the early subtropical summer seawater may rescue the tapeworms from decreasing pH and salinity in the near future.

キーワード: calcifiers, biomineralization, stressors, Hydroides, tubeworm
Keywords: calcifiers, biomineralization, stressors, Hydroides, tubeworm
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BPT02-04 会場:421 時間:5月 1日 09:45-10:00

The mechanical consequence of ocean acidification - the application of finite element
analysis
The mechanical consequence of ocean acidification - the application of finite element
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We studied the effects of low pH (near-future average pH 7.8) seawater on the structure and mechanical properties of the
calcifying serpulid tubeworm,Hydroides elegans, compared to normal pH (current average pH 8.1).

We found that tubes produced at pH 7.8 altered tube ultrastructure, volume and density, and decreased the mean tube hardness
and elasticity to a large extent by ˜80% and ˜70%, respectively. Specifically, mechanical properties of the outer and inner surfaces
of the tube were curbed by pH 7.8, and the tube breaking force required to damage the tube was reduced by 64%.

Nano-indentation to spatially map the micromechanical properties of tubes built by the biofouling serpulid tubeworm,Hydroides elegans.
The mechanical information was analyzed by computational model, finite element analysis (FEA). In order to study the details
of strength properties of the shell, finite element analysis (FEA) was used to simulate the consequence of predatory attack in
nature for both shells produced in the control and treatment seawater. The finite element analysis provided a reasonable answer
to this phenomenon: altered mechanical properties shifted the stress development and distribution within the tubes and therefore
resulting in mechanical weaker part of that were suffering from higher stress concentration.

キーワード: Hydroides, ultrastructure, tubeworm, calcifyer, mechanical properties
Keywords: Hydroides, ultrastructure, tubeworm, calcifyer, mechanical properties
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BPT02-05 会場:421 時間:5月 1日 10:00-10:15

異なる pH環境下における有孔虫の石灰化可視化観察
Visualization approach on foraminiferal calcification under various pH

豊福高志 1∗

TOYOFUKU, Takashi1∗

1 海洋研究開発機構
1JAMSTEC

Foraminifera, marine unicellular organism, have been thought as one of the major carbonate producer in ocean. Their cal-
careous tests are commonly utilized as paleo-environmental indicators in various studies of earth science because their tests
have been archived as numerous fossil in sediment for long time and various environmental information are brought by popu-
lation, morphology and geochemical fingerprints. The calcareous test itself is interested by many foraminifer scientists. The
knowledge about the cytological process on carbonate precipitation has been described for couples of decade using by multi
approaches. Foraminiferal regulations of calcium and carbonate ion uptake into calcareous tests from ambient seawater udner
different pH conditions are of great interest. Our previous studies showed the potential to understanding the biomineralization
of foraminifera by the application of fluorescent indicators. Recently, we apply the method to show the spatial distributions of
cytological calcium and pH in living cell at several pH conditions (7.5-8.1). Observed results show that foraminifera controls pH
variation and concentration of calcium at even different environmental pH. These observations results will help to consider how
the geochemical compositions arranging on the foraminiferal test, sensitivity of pH proxy of boron and others.
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BPT02-06 会場:421 時間:5月 1日 10:15-10:30

共焦点顕微鏡による共生大型有孔虫Amphisorus kudakajimensisの細胞内形態と石灰
化プロセスのライブ・イメージング
Live confocal imaging of cytoplasmic structure and calcification processes in Amphisorus
kudakajimensis
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有孔虫の殻形成メカニズムについては、これまで多くの研究報告がなされてきたが、細胞学的なアプローチの研究が
不足している。有孔虫のバイオミネラリゼーションを理解するためには、ライブ・イメージング技術を応用させ、殻形
成に必要なカルシウムイオンや石灰化に関わるタンパク質の挙動を明らかにすることで、バイオミネラリゼーションの
全貌を明らかにする必要がある。本研究では共生大型有孔虫Amphisorus kudakajimensisを用いたライブ・イメージング
を行い、有孔虫の細胞に様々な細胞透過型の蛍光プローブの導入に成功した。これにより基本的な細胞内形態の可視化
とともに、細胞内カルシウムイメージング法と薬理学的手法を併用することで、有孔虫の細胞内におけるカルシウムイ
オンの挙動を把握することができた。また、細胞膜不透過型の pH指示薬（HPTS）を用いることで、殻形成が行われる
場である有機基質基盤（Organic template）のアルカリ化（pH 9.0）と、糸状細胞の特定領域における酸性化 (pH 6.0)を
可視化することができた。

キーワード: 石灰化,カルシウムイメージング,ライブセル・イメージング,共焦点顕微鏡
Keywords: calcification, calcium imaging, Live-cell imaging, confocal microscopy
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BPT02-07 会場:421 時間:5月 1日 11:00-11:15

Internal pH distribution and post-metamorphic biomineralization in the tubeworm, Hy-
droides elegans
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The serpulid tubeworms produce a diverse tube structure through controlled calcification. Cellular environment associated
with actively calcifying serpulid tubeworms at metamorphosis were studied using pH and calcium sensitive indicators. With a
notable degree of compartmentation, the thoracic region between the collars showed a high pH value above 8.5 and elevated cal-
cium ion levels. As suggested by SEM-EDX results, such region also demonstrated a higher Ca signal. To analyze the presence
of crystalline CaCO3, the unpolished sample was characterized using SEM-EBSD at 20kV, this low voltage and non-destructive
approach showed the direct formation of aragonite. Applying in situ lift-out technique at the calcified region, TEM specimen was
prepared for structural analysis using selected area diffraction pattern. This study documents the cellular environment during the
first calcification event in the serpulid tubeworm at the transition of metamorphosis and the subsequent aragonite formation.

キーワード: imaging, serpulid tubeworms, visualization, calcifyer, biomineralization
Keywords: imaging, serpulid tubeworms, visualization, calcifyer, biomineralization
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BPT02-08 会場:421 時間:5月 1日 11:15-11:30

オウムガイ可溶性貝殻タンパク質のゲノム解析：軟体動物における生体鉱物の進化
史解明へ
Genomic Exploration of the Nautilus’ Shell Matrix Hydrophilic Proteins: An Insight To
Their Evolution in Mollusks

スティアマルガデフィン 1∗ ;遠藤一佳 2

SETIAMARGA, Davin1∗ ; ENDO, Kazuyoshi2

1 日本学術振興会, 2 東京大学大学院理学系研究科
1Japan Society for The Promotion of Science,2Graduate School of Science, The University of Tokyo

The presence of a calcium-carbonate-based shell is a defining feature of most members of Mollusca. Thus, research on the
genomic aspects of biomineralization of this group is interesting, since the resulting knowledge can be useful for understand-
ing their evolutionary success. Interestingly, most members of cephalopods have secondarily lost their external mineralized
shells. The nautiloids, however, is one of the two extant cephalopod groups still maintaining their true shells. Phylogenetically,
the nautiloids had diverged from the ancestors of non-shelled, extant cephalopods (Neocoleoidea) in the mid-Paleozoic (Sil-
urian/Devonian boundary, +416MYA), older than the split between ammonoids and neocoleoids. This makes studies on nautiloid
shell biomineral-proteins important and interesting, since insights from the nautiloids might shed light on how shell internaliza-
tion and de-mineralization events evolved in cephalopods, while at the same time, might help to elucidate the evolution and iden-
tification of core components of mollusk shell biomineralization proteins, through comparisons with other molluscan biomineral-
related protein data. In this talk, we are reporting our result of the genomic explorations to identify biomineralization-related
proteins in the nautiloidNautilus pompilius. To do so in our research, we first determined the total transcriptome sequences
from the mantle tissue using pyrosequencing, while simultaneously did a total proteome analysis of the shell’s hydrophilic pro-
teins by orbital-trap mass-spectrometry. We then conducted a transcriptome-proteome comparative analysis in order to identify
the hydrophilic components of shell biomineral-related proteins in the Nautilus, where we identified 51 distinct shell specific
EST/proteins sequences. In the talk, we are also going to discuss how the findings provide an insight to the study of the evolution
of mollusk shell biomineralization.

キーワード: 貝殻タンパク質,オウムガイ,トランスクリプトーム,プロテオム,バイオミネラリザーション
Keywords: Shell matrix protein, Nautilus, Transcriptome, Proteome, Biomineralization
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BPT02-09 会場:421 時間:5月 1日 11:30-11:45

地球化学とゲノム生物学を繋げるためのコユビミドリイシサンゴを使った研究
Using Acropora digitifera to bridge the gap between genome biology and geochemistry
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Coral’s calcification mechanism has been receiving great attention in the fields of both geochemistry and biology. In geo-
chemistry, high-resolution proxies using coral skeletal elements have been developed to reconstruct climate history (Gagan et
al, 2012). In parallel, coral genomes have been sequenced progressively. However, trials that connect these two different fields
of studies focusing on coral calcification have not been conducted yet. In this study, we focused onAcropora digitiferaas the
target species because enough genomic information is available (Shinzato, 2011) and its potential as geochemical proxies (Inoue,
2011). First, using ZoophyteBase, which has been recently developed as coral’s proteome database (Dunlap et al, 2013), we
investigated the genes that are potentially related to metabolism using inorganic minerals in seawater and analyzed their gene
components and the correlations with seawater chemistry. Second, using next-generation sequencing, we are currently compar-
ing Acropora digitefera’s gene expression between fast and slow calcification lineages of this species. In addition, coral skeletal
elements of these materials have been analyzed by ICP-AES. In this presentation, we report the progress of these analyses focus-
ing on calcification related genes and skeletal elements.

References: [1] Dunlap et al, 2013.BMC Genomics. DOI: 10.1029/2011PA002215 [2] Gagan, et al, 2012. Paleoceanography.
DOI: 10.1029/2011PA002215 [3] Inoue et al, 2011. Geophysical Research Letters. DOI: 10.1029/2011GL047786 [4] Shinzato
et al, 2011. Nature. DOI:10.1038/nature10249

Keywords: Acropora digitifera, Calcification, Gene, Skeletal elements
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BPT02-10 会場:421 時間:5月 1日 11:45-12:00

腕足動物における殻体タンパク質の網羅的同定
Comprehensive identification of shell matrix proteins in brachiopods
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Brachiopods are marine invertebrates that appeared in the Cambrian, and they have two shells like bivalves composed of
calcium carbonate or calcium phosphate. Shells contain organic matrix, which have important roles in the biomineralization
processes. Recently, many shell matrix proteins in molluscs have been identified, and their roles in shell formation have been
discussed. On the other hand, shell matrix proteins in brachiopods have not been identified, except for partial amino acid
sequences of a chromoprotein, named ICP-1. In this study, we performed comprehensive identification of shell matrix proteins
of the brachiopodLaqueus rubellususing proteomics combined with transcriptomics. As a result, we identified a total of 18 shell
matrix proteins. BlastP search showed that these proteins have no homologues in skeletal proteins identified from other phylum,
suggesting that brachiopod and mollusc shells are different in origin.
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BPT02-11 会場:421 時間:5月 1日 12:00-12:15

殻タンパクのアミノ酸の窒素同位体比の有用性
Utility of nitrogen isotopic composition of amino acids in shell protein
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Stable isotopic composition of sedimentary organic nitrogen has been employed as a proxy to understand biogeochemical
nitrogen cycles in marine and lacustrine environments. However, modification of the isotopic signals during early diagenesis
(including heterotrophic assimilation/disassimilation, recycling, and reproduction) in water column and sediments always leads
to much uncertainty on the interpretation of bulk isotope data. Recently, we found that a proteinogenic amino acid, phenylalanine,
shows little change in the nitrogen isotopic composition during heterotrophic degradation even in long-length grazing food
webs, whereas the other proteinogenic amino acid, glutamic acid, shows significant 15N-enrichment at each step of food webs.
Moreover, the isotopic signals of these amino acids in shell protein are always identical to those of biomass protein (e.g., muscle
tissue) when the shell was produced. These results imply that the nitrogen isotopic composition of phenylalanine and glutamic
acids from shell protein (e.g., in microfossils of foraminifera) captures (1) primary isotopic signals of organic nitrogen in the
environment where the shell was produced and (2) trophic position of the shell-owner in ecosystems when the shell was produced.

In the presentation, we will show comparative data sets on the isotopic composition of amino acids between muscle and shell
protein from various organisms, and discuss its applicability as a proxy to estimate the primary isotopic signals in environments
and the trophic position of organisms of interest.

キーワード: アミノ酸,窒素同位体,食物連鎖
Keywords: amino acid, nitrogen isotope, food web
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BPT02-12 会場:421 時間:5月 1日 12:15-12:30

カリブ海のサンゴ骨格に記録される北大西洋の窒素固定量の変動
Variation of North Atlantic nitrogen fixation in Caribbean coral skeletons
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Oceanic nitrogen fixation is important as new nitrogen in oligotrophic oceans and balances with denitrification in global ni-
trogen cycle controlling primary production. North Atlantic ocean is known to have higher nitrogen fixation rates, although the
controlling factors have been debated by modern observations and sediment cores in geological time scales. Reef corals have
been widely used as paleo-environmental proxy in oligotrophic oceans. Recent studies suggested that nitrogen isotopes of organic
matter preserved in coral skeletonsδ15Ncoral have the potential to record coral nitrogen sources on decadal to millennia scale.
In this study, we report recent 90-year records of nitrogen isotopes in Diploria sp. coral cores from Cayman Islands.δ15Ncoral

values were +1.9±2.6 (σ)‰ (n=139), which suggested that the variation ofδ15Ncoral was controlled by nitrogen fixation (˜0‰)
in ambient seawater. The trend line ofδ15Ncoral increased ˜4‰ from 1920s to 2010s. This result suggests that nitrogen fixation
rate in Caribbean Sea decreased during the past 90 years. Detrendedδ15Ncoral showed a negative correlation between Atlantic
Multi-decadal Oscillation (AMO) index (R=-0.71, P‹‹ 0.001), which suggested that nitrogen fixation rate increased in higher
SST condition leading an index for hurricane activity on multi-decadal scales. In this presentation, we discuss the relationship
between nitrogen fixation and hurricane activity in global warming state.
Keywords: Coral skeletons, nitrogen isotopes, nitrogen fixation, Caribbean Sea, North Atlantic Ocean
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BPT02-13 会場:421 時間:5月 1日 12:30-12:45

クロロフィル蛍光法を用いた浮遊性有孔虫の光共生生態の探究：生態指標確立に向
けて
Fluorometric analysis of photosymbiosis: Toward quantitative validation of ecological
proxy of planktic foraminifers

高木悠花 1∗ ;木元克典 2 ;藤木徹一 2 ;倉沢篤史 2 ;平野弘道 3
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1CSE Grad. School, Waseda University,2Japan Agency for Marine-Earth Science and Technology,3Dep. Earth Sci., Sch. Edu.,
Waseda University

Endosymbiosis of planktic foraminifers with photosynthetic algae (photosymbiosis) is established especially among species
which dominate in warm, low-nutrient surface water. Here, photosymbiosis probably plays an important role for host foraminifers,
and can be considered as an adaptive ecology to live in such oligotrophic oceans. Therefore, back in geologic time, photosymbio-
sis could have been involved with species adaptive radiation as well. In such viewpoint, stable isotopic change of foraminiferal
test through ontogeny, attributed to change of symbiont photosynthetic effect, has been used as an indicator to detect fossil pho-
tosymbiosis. However, how host-symbiont association change through ontogeny, if any, is practically unknown and has never
been quantified. Here, we offer new insights for photosymbiosis based on photosynthetic characteristics of symbionts, obtained
by in vivo fluorometric analysis (Fast Repetition Rate Fluorometry, FRRF).

We cultured two symbiont-bearing species,Globigerinoides sacculiferandGlobigerinella siphonifera, and conducted FRRF
measurement on individual host-algal consortium during the culture period. FRRF can identify photosymbiosis of individual
foraminifer instantly in a non-destructive manner, and gives us various photosynthetic characteristics of symbionts, i.e., maxi-
mum fluorescence yield (Fm, index of chlorophyll content), photochemical efficiency (Fv/Fm, index of potential photosynthetic
activity), and effective absorption cross-section of photosystem II (σPSII , capability of the absorbed energy to promote a photo-
chemical reaction).

Sequential FRRF analyses on single individuals revealed thatFm increases with growth, and then decrease drastically at the
end of their life, which means that the algal biomass per individual foraminifer increases through ontogeny, but the symbionts are
rapidly digested at the end.Fv/Fm andσPSII values were constant through ontogeny, thoughFv/Fm drops in correspondence
with the decrease ofFm. Compared between the two species, average values of bothFv/Fm andσPSII showed statistically
significant differences.Fv/Fm was significantly higher inGs. sacculifer, which means that symbionts are more actively pho-
tosynthesizing inGs. sacculifer. BecauseFv/Fm is mainly depends on nutrient availability, it is a direct evidence of nutrient
(metabolite) flow from host to symbionts. On the other hand,σPSII was higher inGn. siphonifera, indicating that this species
can utilize low light energy more efficiently, i.e., more“ low-light-adapted” thanGs. sacculifer. Actually, it is consistent with
inferred habitat preference ofGn. siphonifera, which is relatively deeper thanGs. sacculifer.

These FRRF results provide us information of foraminiferal photosymbiosis both quantitatively and qualitatively. When the
information is combined with test geochemistry mentioned above, it will presumably enable us to quantify the photosynthetic
activity from foraminiferal tests. Then, it can be applied to fossil specimens as a validated ecological proxy of photosymbiosis.

キーワード: 浮遊性有孔虫,光共生生態,高速フラッシュ励起蛍光法
Keywords: planktic foraminifers, photosymbiosis, Fast Repetition Rate Fluorometry
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BPT02-14 会場:421 時間:5月 1日 14:15-14:30

コユビミドリイシ初期ポリプ骨格の酸素・炭素同位体比
Skeletal isotope compositions of Acropora coral primary polyps experimentally cultured
at different temperatures

西田梢 1∗ ;石川惠 2 ;井口亮 3 ;田中泰章 4 ;佐藤瑞穂 1 ;井上麻夕里 5 ;中村崇 2 ;酒井一彦 4 ;鈴木淳 1

NISHIDA, Kozue1∗ ; ISHIKAWA, Kei 2 ; IGUCHI, Akira3 ; TANAKA, Yasuaki4 ; SATO, Mizuho1 ; INOUE, Mayuri5 ; NAKA-
MURA, Takashi2 ; SAKAI, Kazuhiko4 ; SUZUKI, Atsushi1

1 産業技術総合研究所　地質情報研究部門, 2 琉球大学大学院理工学研究科, 3 国立沖縄工業高等専門学校　生物資源工学
科, 4 琉球大学熱帯生物圏研究センター, 5 東京大学大気海洋研究所
1Geological Survey of Japan, National Institute of Advanced Industrial Science and Technology (AIST),2Faculty of Science,
University of Ryukyus,3Department of Bioresources Engineering, Okinawa National College of Technology,4Sesoko Station,
Tropical Biosphere Research Center, University of the Ryukyus,5Atmosphere and Ocean Research Institute, The University of
Tokyo

We investigated temperature and growth-rate dependency of skeletal oxygen and carbon isotopes in primary polyps ofAcropora
digitifera (Scleractinia: Acroporidae) by culturing them at 20, 23, 27, or 31℃. We cultured primary polyps ofA. digitifera at
Sesoko Station, University of the Ryukyus, Motobu, Okinawa Prefecture, Japan for 10 days. From the results of the polyp weight
and polyp area, calcification was most rapid at 27 and 31℃. Theδ18O̶ temperature relationship (‒ 0.18‰ ⁄℃ ) is consistent
with reported ranges forPorites, indicating that juvenileAcropora polypscan be used for paleotemperature reconstruction. We
found a gap between curves for the experimental polyps and the equilibrium curves for inorganic aragonite of about 3.0‰ for
δ18O and 8.0‰ for δ13C, with the primary polyp values being lower than the equilibrium values of inorganic aragonite. The
kinetic isotope effect was evident in the polyps cultured at low temperature but disappeared at high temperatures, despite rela-
tively low light levels. The estimated upper calcification flux limit for a kinetic isotope effect (˜0.4‒ 0.7 g CaCO3 /cm2·y) was
similar to that ofPoritescolonies with a linear extension rate of<5 mm ⁄ y, suggesting that the calcification flux may be used
as a measure of kinetic isotope effect dominance in different genera at different growth stages.

キーワード: coral, temperature, stable isotopes, polyp, kinetic effect
Keywords: coral, temperature, stable isotopes, polyp, kinetic effect
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BPT02-15 会場:421 時間:5月 1日 14:30-14:45

薩摩硫黄島のサンゴ：火山性熱水活動の新たな指標と生物適応
Corals at marine volcano of Satsuma iwo-jima: Implication for a new proxy of hydrother-
mal events and biological adaptati

渡邊剛 1∗ ;神村奏恵 1 ;山崎敦子 2 ;大森一人 1 ;ルギューンフランソワ 3 ;清川昌一 4

WATANABE, Tsuyoshi1∗ ; KAMIMURA, Kanae1 ; YAMAZAKI, Atsuko 2 ; OHMORI, Kazuto1 ; LE GUERN, Francois3 ;
KIYOKAWA, Shoichi4

1 北海道大学大学院理学研究院, 2 東京大学海洋研究所, 3CNRS, LSCE (Deceased),4 九州大学大学院理学研究院
1Grad. Sch. of Science, Hokkaido University,2AORI, University of Tokyo,3CNRS, LSCE (Deceased),4Grad. Sch. of Science,
Kyushu University

Coral cores from massive corals could record marine environmental and ecological changes in their annual bands with monthly
temporal resolution in the present and/or the past. We discovered large massive Porites corals living at active volcanic island of
Satsuma Io-Jima, located 50 km south from Kyushu area, southern part of Japan. Satsuma Io-Jima provides a unique opportunity
to observe marine organism living under extreme environments of volcanic gases emission and different types of hydrothermal
activities from sea flower. We collected eleven coral cores from four different conditions around the island to test if corals could
record volcanic and hydrothermal activities and how corals could survive in extreme environments such as very low pH condition
with CO2 emission. Coral annual bands recorded in x-ray images revealed that these corals have been survived at least during
last a few hundreds years. Coral extension rate for the site near hydrothermal vent was significantly small (1-2mm/year) relative
to that for general condition of Porites corals (ca. 10-20 mm/year), suggesting that coral growth was influenced by hydrothermal
activity. We will demonstrate our preliminary results of geochemical approaches ofδ18O, δ13C, Sr/Ca, Mg/Ca, Ba/Ca, and F/Ca
in coral skeletons and in surrounding seawater and discuss the possibility for reconstructing the past hydrothermal events and
relationship between marine ecosystem and extreme environments at volcanic activity as the analogues for coral adaptation to
future ocean acidification.

キーワード: サンゴ骨格,熱水活動,サンゴ生物適応,海洋酸性化
Keywords: Coral geochemistry, hydrothermal activity, coral adaptation, ocean acidification
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BPT02-16 会場:421 時間:5月 1日 14:45-15:00

有孔虫プロキシーと堆積物生態系動態
Sediment ecosystems dynamics on proxies development of foraminifera

北里洋 1∗

KITAZATO, Hiroshi1∗

1 独立行政法人海洋研究開発機構
1Japan Agency for Marine-Earth Science and Technology

堆積物生態系動態が有孔虫の環境プロキシー形成に与える影響を議論する

キーワード: 堆積物生態系,動態,深海有孔虫,環境プロキシー
Keywords: Sediment ecosystems, dynamics, deep-sea foraminifera, environmental proxies
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BPT02-17 会場:421 時間:5月 1日 15:00-15:15

Benthic Foraminifera from the deep-water Niger delta (Gulf of Guinea): Assessing aci-
tivity of hydrate pockmark
Benthic Foraminifera from the deep-water Niger delta (Gulf of Guinea): Assessing aci-
tivity of hydrate pockmark

Fontanier Christophe1∗ ; Koho Karolina3 ; Goni-Urriza M.4 ; Deflandre B.5 ; Galaup S.6 ; Ivanovsky A.5 ; Gayet N.7 ; Dennielou
B.2 ; Gremare A.5 ; Bichon S.4 ; Anschutz P.5 ; Duran R.4 ; Reichart G.-J.8 ; Sultan N.2
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A.5 ; GAYET, N.7 ; DENNIELOU, B.2 ; GREMARE, A.5 ; BICHON, S.4 ; ANSCHUTZ, P.5 ; DURAN, R.4 ; REICHART,
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1IFREMER/Universite de Nantes/Angers/Le Mans,2IFREMER, Laboratoire Environnements sedimentaires,3Faculty of Geo-
sciences, Utrecht University,4Universite de Pau et des Pays de l’Adour, 5Universite de Bordeaux,6Ecole d’ingenieurs en
Environnement, Georessources et Ingenierie du Developpement durable,,7IFREMER, Laboratoire Environnements Profonds,
8Royal Netherlands Institute for Sea Research
1IFREMER/Universite de Nantes/Angers/Le Mans,2IFREMER, Laboratoire Environnements sedimentaires,3Faculty of Geo-
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Netherlands Institute for Sea Research

We present an ecological study of foraminifera from 4 deep-sea stations sampled in a pockmark field from the deep-water Niger
delta (Gulf of Guinea, Equatorial Atlantic Ocean). All stations are located very close to each other (less than 1.2 km distance).
Both sites GMMC-01 and GMMC-02 settle in an active pockmark where methane seepages were recorded by ROV observations.
A third station (GMMC-03) is located in a topographic depression which is interpreted as a collapsed pockmark where no gas
seepage takes place. The site GMMC-04 is a reference station, without past or present seepages. The main objective of this study
is to define whether fossilizing benthic foraminifera are reliable and relevant proxies to detect gas emission in relation to hydro-
carbon resources. We focus on living (stained) and dead individuals from present environments, and combine our observations
with an outstanding analysis of stable isotopes (δ13C, δ18O) in tests of living and dead foraminifera. Our observations show
that degraded organic matter with low bio-availability is present at all stations with a preferential burial of organic compounds
in topographic depression (GMMC-03 station). Mudclast breccias cemented by authigenic carbonates (mainly aragonite) are
recorded at both station of active pockmark (GMMC-01 and -02). There, prokaryotic consortia involved in both sulphur and
methane cycles underline that both sulphide production and methane oxidation take place in the sediment close to sediment-
water interface. Compared to the reference site GMMC-04, living foraminifera recorded at active and inactive pockmark show
only minor changes in terms of diversity, standing stocks and faunal composition. However, theδ13C signal of some living and
dead (but well-preserved) foraminiferal species (Ceratobulimina contraria, Melonis barleeanus, Uvigerina peregrina) is moder-
ately depleted in active pockmark compared to both other stations. This depletion may be related to (1) a discrete geochemical
imprint of anaerobic methane oxidation in upper sediments and (2) a potential effect of prokaryotic13C-depleted biomass as a
potential food source for benthic foraminifera. Overgrowth of authigenic carbonate on badly preserved foraminifera generates an
important shift to lowerδ13C values. Whereas living faunas reflect ”snapshot” environmental conditions at the sampling period
(November 2011) when seepages were likely discrete, dead faunas (modern thanatoceonosis) carry a reliable message integrating
temporal variability of gas emission. They reveal major faunal differences that are quite reliable to detect gas hydrate seepages in
different pockmark stages with some key-species (i.e.,Bulimina marginata, Bolivina albatrossi) underlining periods of enhanced
methane emission and pockmark collapsing.
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BPT02-18 会場:421 時間:5月 1日 15:15-15:30

Potentials and challenges on the use of environmental DNA to reconstruct deep-sea eco-
sphere and environmental changes.
Potentials and challenges on the use of environmental DNA to reconstruct deep-sea eco-
sphere and environmental changes.

SINNIGER, Frederic1∗ ; YAMAMOTO, Hiroyuki 1 ; HARII, Saki2 ; TAKAMI, Hideto1 ; OSHIMA, Kenshiro3 ; CREER, Simon4

; CARVALHO, Gary4 ; PAWLOWSKI, Jan5
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1Japan Agency for Marine Science and Technology,2University of the Ryukyus,3University of Tokyo,4Bangor University,
5University of Geneva
1Japan Agency for Marine Science and Technology,2University of the Ryukyus,3University of Tokyo,4Bangor University,
5University of Geneva

Deep sea is one of the most difficult to access environment, and consequently one of the most poorly known. However,
deep-sea sediments and the organisms inhabiting this environment play a crucial role in the oceans geochemical cycles. Benthic
communities are often well adapted to their local environment and therefore can reflect accurately the present conditions but
also can provide insights into the past history of environmental changes. Unfortunately, except for a few specific taxa, most
knowledge on deep-sea biodiversity is still missing. Deep-sea fauna is very patchy and rarity of most taxa adds to the sampling
difficulty using traditional methods. Environmental DNA (eDNA) presents the advantage not to rely only on living organisms
present in the sample. The presence of a species in an environment can also be detected using trace DNA left by the organism
in the sediments (fragment of dead organisms, fecal pellets, etc). Recent development of DNA sequencing technologies led to
promising results in the large-scale exploration of biodiversity from deep-sea environments based on eDNA using environmental
DNA.

Here we will examine the use of environmental DNA as a proxy to reconstruct deep-sea communities and estimate environ-
mental conditions in the deep-sea ecosphere. We will present data obtained from deep-sea (500-9000 m) around Japan as well
as from worldwide deep-sea oceans to explore the potential use of eDNA as a proxy at various geographical and historical scales
and levels of resolution. The data obtained from Iheya North vent field in the Okinawa Trough allowed us to compare the signal
of eDNA along extreme environmental gradients at a very restricted geographical scale, while worldwide deep-sea eDNA survey
provided us with information of on the global deep-sea environment history and colonisation. Potential of eDNA obtained from
sediments to obtain information on water column processes such as plankton blooms will also be discussed.

キーワード: Deep Sea, Environmental DNA, Biodiversity, Sediment, Hydrothermal vent
Keywords: Deep Sea, Environmental DNA, Biodiversity, Sediment, Hydrothermal vent
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BPT02-19 会場:421 時間:5月 1日 15:30-15:45

相模湾・初島沖海底における酸素分布の長時間時系列観測
Long term monitoring of oxygen distributions at sea floor, Sagami bay, Japan.

小栗一将 1 ;北里洋 1∗ ;野牧秀隆 1 ;坂井三郎 1 ;豊福高志 1 ;岩瀬良一 1

OGURI, Kazumasa1 ; KITAZATO, Hiroshi1∗ ; NOMAKI, Hidetaka1 ; SAKAI, Saburo1 ; TOYOFUKU, Takashi1 ; IWASE,
Ryoichi1

1 海洋研究開発機構
1JAMSTEC

堆積物－水境界における酸素濃度は、物理、化学的、そして生物活動によって常に変動している。とりわけ底生生物に
よって引き起こされるバイオターベーションやバイオイリゲーションは、海底へ拡散によって浸透するよりも多くの酸
素を供給するため、堆積物表層部を酸化的な環境に維持に重要な役割を担っている。では、実際の深海底において、酸
素と生物はどのような関わりがあるのか？ この疑問に答えるためには、酸素センサやカメラを現場に持ち込み、時系列
観測する必要がある。しかしながら、航海の機会が限られること、水圧という厄介な存在によって、なかなか測定を行
うことは出来なかった。そこで、酸素によって消光を起こす蛍光色素を用いた「二次元酸素プトード」という酸素濃度
を可視化するセンサを開発し、これを海底に持ち込んで堆積物－水境界の酸素プロファイルを時系列観測した。センサ
に使用する蛍光色素には感度の高いものを選び、酸素極小層（～50µM）での測定に最適化した。場所は相模湾・初島沖
の水深 1170m、観測期間は 2008年 1月 21日から 31日、測定は一時間間隔で自動的に行い、必要となる電源は初島観測
ステーションから供給した。この結果、245枚の酸素濃度プロファイルと、海底断面のモノクロ画像をそれぞれ得た。こ
れらの画像を解析した結果、以下の現象を確認した。(1)酸素が浸透する深さは 5～8mmであった。(2)小さなゴカイに
よる活動により、巣穴の付近にはより多くの酸素が供給された。その場所では、酸素が検出される深さは～10mmに達
した。(3)堆積物中・あるいは直上の酸素濃度は時間によって変動した。(4)堆積物直上の水中の酸素濃度は、微地形や
流れの影響を受け変動した。(5)酸素が検出されない深さで、メイオベントスが活動していることを確認した。本発表で
は、以上の結果を酸素濃度プロファイルとともに紹介する。

キーワード: 堆積物－水境界,酸素,オプトード,メイオベントス
Keywords: sediment-water interface, oxygen, optode, meiobenthos
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