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Population Structure of Bacteria in the Central Gulf of Thailand
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Abstract: Earth's surface is covered by sea and ocean for approximately 71%. In Thailand, the marine time zones
comprise the Gulf of Thailand, and the Andaman Sea. These zones are enriched with marine lives, habitats and
hatchery place. Organisms and microorganism all have intricate relationships in the marine ecosystems.
Influencing factors include anthropogenic activity, season, temperature, sunlight, water depth, and distances from
the seashore. Hence, complete database for current and ongoing numbers and types of bacteria, relevant to
physical and chemical properties help understand these complex marine ecosystems. However, culture-
dependent biodiversity study generally discovers less than 0.01%. The present study thereby use culture-
independent method to obtain bacterial profiles of different marine geographical coordinates and depths of the
Central Gulf of Thailand.
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2. afimuniuindndue Tnevhnutuney Metagenomic DNA Isolation Kit for Water (Epicenter, Wisconsin,
USA)
2.1 nsowegnsimgiangameuieiumusiiiunssindenun 4 $u agldfegnaimeiaiifgdunidoun
s 30 lupsou
2.2 ﬁﬂéhasimfmsLaﬁﬂiaqasiwmuLLé’ammaqaﬁiNasLﬁafﬂﬁwﬁqmm‘%'mﬂimmunszmwmawmm 0.22
lumsou
23 afmumIluiindridue lnevhauduneuwes Metagenomic DNA Isolation Kit for Water (Epicenter,
Wisconsin, USA) azangnzneufiiduese TE buffer 100 lulasans iiumniluiinddiduedléfignmgd -20 °C

3. asyadouAmNMveLnRlulindAduelaenivin agarose gel electrophoresis
3.1 11 agarose gel electrophoresis lttaaaznilsaanuitudu 0.8 % 14 1 kb plus DNA ladder Wuddue
UINTFIY #1 voltage g3 100 Taadt uran 30 wadl w3 aUden voltage 1u 50 Taadt WWuwan 20 undl
3.2 dennneldflados UV transilluminator wag Gel documentation LionTI9QuAUYRALEULe
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4.1 ﬁwﬁLﬁuLaiﬁU‘%qwéimaHﬁ%ﬁﬂ agarose gel electrophoresis uagfniaausaiifiuauiiduie
4.2 dneaiifunuiiduesnatnaaiiolfiduediuians avarengneudiduede elution buffer way ddH20
pa $ TasUsnmstusuaududuresiiBuie
4.3 Winduutuiiduenisién Tnevmalin PCR muantaeddl duusnldonmgli 94 °C wiu 4 wifl sown
dumsnzat Adweaslndleeldaamall 94 °C utu 45 i, gamall 50 °C wu 55 Ui, eangll 72 °C w1
it 30 Junit Wuduau 30-35 seu Mntuldgamgi 72 °C w10 wfl
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Station no. DNA in ng per Station no. DNA in ng per liter of
liter of seawater seawater

1 36.75 36 bottom 84

10 26.25 28 surface 21

18 15.75 28 bottom 210

26 40.95 21 surface 57.75

33 30.45 21 bottom 31.5

a2 115.5 13 surface 26.25

45 surface 47.25 13 bottom 147

45 bottom 78.75 4 surface 14.7

36 surface 57.75 4 bottom 47.25
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