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Physiological Role of 2 -lactamase
Inhibitory Proteins (BLIP-I) in
Streptomyces exfoliatus SMF19

Jin Chang Hyun, Hyun Sook Lee and
Sung Gyun Kang
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Two B-lactamase inhibitory proteins
(BLIP-I and BLIP-TI) was identified from
Streptomyces exfoliatus SMF19 (Kang et al,
JBC 2000). The gene cosisting of 558bp (bliA)
for BLIP-1 and 1116bp (bliB) for BILP-II
were identified, respectively. The biA and
bliB genes in the wild strain were disrupted
by inserting hygromycin or apramycinc
resistance gene in the corresponding genes.
The mutants disrupted single gene
(bliA::hyg, bliB::apr) and and the both genes
(bliA::hyg with bliB:apr) showed a bald
phenotype, indicating that the these genes
play a role in morphological differentiation.
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Cloning, Sequencing and Expression
of Phosphhydrolylase Gene in
Streptomyces clavuligerus
ATCC27064

Jin Young kim
School of Biological Sciences, Seoul National
University, Seoul 151-742

In oder to elucidate the physiological role
of guanosine tetraphosphate (ppGpp) on the
biosynthesis of antibiotics in S. clavuligerus,
genes (sclA and sclB) those may encode
phosphohydrolase ~ were cloned and
identified. Those genes are heterologously
expressed in E. coli and the gene products
were purified for the preparation polyclonal
antibody. The characteristics of the genes and
the products were compared with those from
E. coli and from other Streptomyces spp. From

the current research, the role of ppGpp or
mechanism of ppGpp on the onset of
secondary metabolism in Streptomyces spp.
are going to be discussed.
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Expression and Proteolytic
Modification of Protease Inhibitor
(SFI) from Streptomyces fradiae SMF9

Sungjin Choi
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A proteinous protease inhibitor (SFI)
produced in Streptomyces fradiae SMF9 was
found to be encoded from a gene (sfi). The
molecular weight of the SFI deduced from
the DNA sequence was 21,450Da, although
that determined by SDS-PAGE was 18,000Da.
Moreover amino acid sequence of the active
form (SFI: 18,000Da) and the inactive protein
(SFIp: 21,450Da) was identical except 3 amino
acids from the N-terminal. Hence it is
thought that the SFI may be activated from
the SFIp  through  post-translational
modification. In order to elucidate the
differences in the molecular weight and also
to determine the site of cleavage at the
post-translational modification step,
C-terminal sequence of SFI and the
N-terminal sequence of the protein (3,000Da)
cleaved from the SPIp are being determined.
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S g3ty Aol 58 1758 £
stk ¥ d9] duEs Ay 53E
ZAV8 A3} Bacillus sp. 352 B EH YA ¢
£ Bacillus sp. WL-12. 2 93}t WL-1 &
#°] mannase4r-& AT WA HES HE
3k A3 tryptone 1%, yeast ext. 0.5%, NaCl
0.5%, lactose 1%, wheat bran 1% 2] uj} 2} oi] A}
24X 7t vl kA o) <k 190 U/mle] 84-g1 e}
Y2t} &3] mannanase = wheat bran 2
lactoseol] 23] F X3} FHoj 0|5 48 H7}
312 okokgv B} AJ4EA o] oF 95wl 713t
€ Ao E FRAHN[AT. TF2] FH & &
28] A4S ZAHHE # mannanases &5
o] FHele & FFgol wFAIzEe] Ftdl
w2} 24X 74 A F7Fsk Ao WL-1 v 45
AL o] &3l a9 WHEEAS ZAG 2
7 WL-19] mannnaset 2% 65T A
Ang4e dehle 1e4 E2ol3w, W
& pH 5.7 Aol ol 90% ol %) $4& vhet
ol 4 mannansed & ¢ 4 AU =T
HAZ 7HE AR AER Bo) AHEEHE
T8 FA, 37T A w3 A3 AT F
7tell wel §UFY Aol Frlstezes
yehy, B Ao A o] 83 Bacillus sp. WL-1
2] mannanase B4 ¥F AR HTE 98 &
ZAEE F Js Ao wdETh
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2 983 . 82T Streptomyces sp. WL-2&=
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t}. 27} g4 9 o] WL-2 T3 9] xylanase 4§ 4+
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dAA = Aoz Y. a8Ey
maltose (1.0%) & #H3 GSS yjx]
a-cellulose (1.5%) $} oat spelt xylan (1.5%) &
2z} H7yeted WL-2E a3l & f 4~54
A 7V Ba 3ol 329, GSS R o
X¢ T4 AT v 3Y-E o acellulose
E A3 v A qM e 159 A Ba: A4
o} F718t 120 U/mle] AL Bk =
3t oat spelt xylanZ F7}5 ] A A= oF 12
v &4 AAdo] 713 Aoz AU vl
FFERE 2HL Qo2 A48t xylanase
o] B3 EA S AL ¥ WL-27} 4t
xylanase= 60T ¢} pH 6.0 ol A o] &
42 848 BHon, pH 4594 pH 6.5 49
A 90% o) e EAS HAY. 53 B3
Z323%1 pH 65914 95% o]de] A& Kol
3, AtE 48R 9] §aYdE bR
e ACE gRlo] AAEHIE EA= J)
% 7bs Aol it
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Purification and Characterization of
Xylanase from Strepfomyces sp. WL-2
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Two types of xylanase were purified and
characterized from the culture supernatant of
Streptomyces sp. WL-2, which was isolated
from soil. The purification of the xylanase
was performed by procedure including 15~
70% ammonium sulfate precipitation and
column chromatography on
DEAE-Sepharose, Phenyl-Sepharose and
Superose 6H/R. The molecular mass of the
xylanase [andIl were estimated to be 34.5
and 385 kDa by SDS-PAGE, respectively.
The optimal pHs was identified to be 6.5 for
the xylanase 1 and 6.0 for xylanase II. and
optimal temperature of 65C was identical.
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