B 20160521



ISOLATION AND CHARACTERIZATION OF HYDROLYTIC ENZYME PRODUCING HALOPHILIC
BACTERIA Salinicoccus roseus FROM OKHA

RAVI R.K."* AND PATEL P.2

‘Department of Biotechnology, Shree M. & M. Virani Science College, Rajkot - 360 005, Gujarat, India.
Department of Biotechnology, Christ College, Rajkot - 360 005, Gujarat, India.
*Corresponding Author: Email- raviranjan@vsc.edu.in

Received: January 15, 2015, Revised: May 14, 2015; Accepted: May 18, 2015

K RGERBEW , FGHE , KER , /Wl , BBLEEKRE



ST

WA

SRITIE






Nzl

WIKIPEDIA
The Free Encyclopedia

Main page
Contents
Featured content
Current events

Random article

Donate to Wikipedia

Wikipedia store

Interaction
Help

about Wikipedia
Communi tr portal

Recent changes

Contact page

Taols

What links here
Felated changes

Tpload file
Special pagzes
Fermanent link

Fage information

Wikidata 1tem

Cite thiz page

Print/export

Article Talk

& Hot logzed in Talk Contributions Create account Log in

[
Read Edit View history |—eaich Q|

Halophile

From Wikipedia, the free encyclopedia
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Halophiles are organisms that thrive in high salt concentrations. They are a type of extremophile orzanism. The name comes from the Greek

word for “zalt-loving®. While mozt halophilez are clazsified into the Archaea domain, there are also bacterial halophiles and zome eukarvota,
such az the alga Pumaliells salins ox Tungus Fallemia ichifophaza. Some well-knowm species give off a red color from carotencoid compounds,
notably bacteriorhodopsin. Halophiles can be found anywhere with a concentration of zalt five times greater than the salt concentration of the

ocear, such as the Great Salt Lake in Ttah, Owens Lake in California, the Dead Sea, and in evaporation ponds
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Classification [edit ]

Halophiles are categorized as =zlight, moderate, or extreme, by the extent of their halotolerance. Slight halophiles prefer 0.3 to 0.8 N (1.7
to 4.8% — szeawater i1z 0.6 M or 3.5%), moderate halophiles 0.8 to 3.4 M (4.7 to 20%), and extreme halophiles 3.4 to 5.1 M (20 to 30%) =zalt

content. [1] Halophiles require sodium chloride (zalt) for srowth, in contrast to halotolerant organizms, which do not require salt but can
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Okha
Okha Port

Location in Gujarat, India

Coordinates: 1“'22° 20NN BT A0 E

Country it India
S5tate Gujarat
District Dewvbhoomi Dwarka

district
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Characteristic

rvscokhl
Colany Flat Flat
Moty
Colony pigmentation
NaCl range of growth (Mwv)
Range 5-15% 5-15%
Optimum 10% 6o

Range -9 6-9

Optimum T4 T4

Range 20-45°C 20-45°C

Optimum arec arc
Acid production from

Maltose

Galactose

D-glucose

Fructose

Sucrose

Hydrolysis of
Casein +
Gelatin +
Starch

Tween 20 t
Methyl Red test

Uregse

Mitrate Reduction
Indole Production

Hz3 production
\foges-Proskausr Tests

o+ o+ o+ o+

G+C content 55.60% 55.70%
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Optimization of temperature
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Fig. 1- Effect of temperature on enzyme activity in strain rvscokhi &
rak1

Optimization of pH
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Optimization of salt concentration
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Fig. 3- Effect of salt concentration on enzyme activity in strain
rvscokh1 & rsk1

Fig. 2- Effect of pH on enzyme activity in strain rvscokh1 & rsk1




% Distance Matrix

Abbreviation : i
1 SR 0.00
2 S5F 0.00 0.01
3 SaF 0.00 0.00 0.00
4 a3k 0.00 0.01 Q.00 0.00
] S5P 0.1 €.01 0.01 0.1 0.0
li] Ub .00 0. .01 0.1 Q.01 0.0
7 S5P 0.00 0.00 .00 0.00 .00 0.0 0.1
g Ub 0.00 0.1 Q.01 0.1 Q.01 0. 0. 0.
o] Ub 0.00 0.1 0.00 .00 0.0 0.0 0. .00 0.
10 Ub 0.00 0.1 .00 0.00 Q.01 0.0 0. Q.00 0.1 0.00
11 Ub .00 0.1 0.00 0.00 0.01 0.0 0. 0.00 0.00 0. 0.
12 rvscokh .00 0.00 0.00 0.00 0.00 0.0 0.00 0.00 0.00 0. 0.01 0.00
13 rskl 0.0 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.0 0.00 0.00
14 o3k .01 0.01 0.01 .01 .01 0.0 0.01 Q.01 0.0 0.1 0.0 0.01 0.00 0.00
15 SR 0.01 0.01 0.01 .01 0.01 002 0.01 0.01 0.0 0.01 0.0 0.01 0.0 0.01 0.01
16 Ue 0.01 0.01 .01 .01 .01 0.01 0.01 0.01 0.0 0.01 0.01 0.00 0.0 0.01 0o 0.0

SR- Salinococcuc roseus, S5p- Salinococcuc Sp., Ub- Uncultured bactenum
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——— uncultured_bactenium|_nbw742b04c1

— Salinicoccus_sp. SP1-2
Salinicoccus_sp._ LY0O07
——— Salinicoccus_sp._10085

15

— Salinicoccus_sp._10017

Salinicoccus_roseus| 10
———— uncultured_bacterium|_ncd356c05¢1

— Salinicoccus_sp. RM11R

uncultured bacterium| nbw1179b03c1
——— uncultured_bacterium|_ncd873h10c1

—— uncultured_bactenum{_ncd106b01c1
——— uncultured_bactenum| ncd2089g09c1

—— Salinicoccus_sp. JST

Salinicoccus_roseus| MS21

Salinicoccus_roseus| JS10
Salinicoccus_roseus_strain_nscokh1_165_ribosomal RNA_gene|
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14

—— Salinicoccus_sp._10085

L Salinicoccus_sp._10017

Salinicoccus_roseus| XISLE-3

Salinicoccus_roseus| XJISLE-2

Salinicoccus_roseus| XJSLE-1

— Salinicoccus_roseus| XISL5-10
Salinicoccus_roseus <T>| DSM_5351

Salinicoccus_sp._LY007
—— Sahnicoccus_roseus| W10

L Salinicoccus_roseus| MS21
— Salinicoccus_sp._GN-D

L Salinicoccus_sp._ Y17

Salinicoccus_sp._ RM11R
—— uncultured _bactenum| ncd356c05ct

- uncultured_baclerium|_ncd356c05c1
Salinicoccus_roseus|_ GOB

uncultured_bacterium|_nbw1179603c 1

Salinicoccus_sp._JS7

Salinicoccus_roseus_sirain_rsk1_165_rbosomal_RMNA_gena] part







