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Agripdis/ensku: Fiolbreytileiki 6rvera i hafinu umhverfis island er ad mestu épekktur en litlar
sem engar rannsoknir hafa farid fram til pessa. [ pessari rannsékn var sjésynum
umhverfis landid safnad til greiningar & péttni 6rvera med orverugreini (flow
cytometry) og a fjolbreytileika peirra med sameindaliffraedilegum adferdum.
Alls var 504 sjosynum safnad; 483 synum ur vorralli Hafrannséknarstofnunnar,
16 synum Ur Breidfirdi og 5 synum var safnad nordur af Vestfjordum med
sérdtbinum synatokubunadi fyrir botnvorpu. Ur vorrallinu voru valin syni
rannsokud frekar pau komu af Selvogsbanka, Siglunesi og Langanesi dsamt sitt
hvoru syninu vestan af Latrabjargi og af Hornbanka. Orverupéttni var mest ut af
Selvogsbanka par sem heildartalning var rétt um 1.6 milljén frumur/mL af sjo.
Reiknad medaltal allra syna var hinsvegar 0.68 milljon frumur/mL.
Tegundasamsetning orveruflérunnar var akvéréud med moégnun og
radgreiningu a 16S geni bakteria. Alls voru 528 radir radgreindar sem syndu 174
Olikar 16S bakteriuradir i synunum og reyndust 52% beirra tilheyra 4dur
6pekkum bakteriutegundum. Fj6lbreytileiki 6rverufléorunnar var almennt mikill
ad undanskildu syni Gr hali togara. Atta fylkingar bakteria greindust i synunum {
mismiklum mali. Cyanobacteria og Cyanobacteria-likar radir voru rikjandi i
6llum synum fyrir utan syni 353-Om a Selvogsbanka par sem hlutfall peirra var
einungis 4%. Par voru Alpha og Gamma-protebacteria rikjandi. Af 6drum
fylkingum greindust Flavobacteria reglulega dasamt 66rum hoépum i minna
hlutfalli.

Munur a@ Orverusamsetningu sjosyna var metinn med hofudpattagreiningu 4
fingrafari 6rverusamfélaga sem var fengin med t-RFLP teekni. Heilt yfir var
meginmunur & synum Ur hverri synalotu p.e. Ur vorralli, Breidafirdi og hali
togara. Breytileikinn innan syna ur vorrallinu hélst i hendur vid synatdkustad par
sem syni af Selvogsbankanum syndu meiri innbyrdis likindi samanborid vid synin
nordan af Siglufirdi og vestan af islandi sem voru 6likari innbyrdis. Ur gégnum
fingrafara orverusamfélaga i mismunandi synum matti sja fylgni a milli
akvedinna breyta i fingrafari samfélagana med umhverfispattum sem meeldir
voru vid synadflunina. Hitastig hafdi par mest ad segja en einnig fldrljomun og
selta. Skimad var fyrir Vibrio. Paramaemolyticus i sjosynum ur hlyjum sjé sunnan
af landinu par sem yfirbordshit sjavar var milli 8-10°C. Enginn V.
parahaemolyticus greindist i pessum synum.

Nidurstodur pessara verkefnis ma lita @ sem mikilveegan grunn til frekari
rannsékna & érverum a islandsmidum. Aframhaldandi rannséknir & pessu svidi
geta haft mikla pydingu til lengri tima litid til ad meta ahrif fyrirsjdanlegra
umhverfisbreytinga vegna hlynunar jardar & lifriki sjavar og nytjastofna a
islandsmidum.
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Summary in English:

The diversity of microorganisms in the ocean around Iceland is largely unknown
and little or no research has been conducted to date. In this study, seawater
samples around the country were gathered for analysis concentration and
diversity of microorganisms using flow-cytometry and molecular methods. A
total of 504 samples were collected. All samples were analysed with regards to
microbial counts while samples from selected areas were investigated further,
from Selvogsbanki, Siglunes and Langanes.

Microbial concentrations were highest at Selvogsbanki, where the total counts
were around 1.6 million cells/ml. Arithmetic mean of all samples was 0.68
million cells/ml. Species composition of microbial flora was determined by
amplification and sequencing of the 16S bacterial gene. A total of 528 16S
sequences were sequenced, and showed 174 different bacterial sequences. 52%
of the sequences belonged to previously unknown bacterial species. Eight
divisions of bacteria were detected in the samples. Cyanobacteria and
cyanobacteria-like sequences were predominant in all samples except sample
353-0m in Selvogsbanki where the ratio was only 4% and alpha and gamma-
proteobacteria were predominant. Of other ranks identified, Flavobacterium
were regularly detected along with other less frequent groups.

The difference in microbial composition in the sea samples was assessed by
principal component analysis of the microbial community fingerprint obtained
by t-RFLP technique. Variability within the samples was dependent upon
sampling point, samples from Selvogsabanki showed more correlation with
other samples from that area - than with samples from Siglunes or the west
coast of Iceland that showed more intrinsic diversity. The community fingerprint
and changes in the fingerprint shows correlation to changes in environmental
factors measured at sampling. Temperature was the most important
environmental factor, along with fluorescence and salinity. Samples from the
warmer waters off the south coast were screened for Vibrio parahaemolyticus,
but none was detected.

The results of this project can be seen as an important basis for further studies
of microorganisms in Icelandic waters. Continued research in this area can be of
great importance for the evaluation environmental change and the effects of
global warming on the marine environment and exploitable marine species in
Icelandic waters.
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