O TR e - t - . . e 4 iy P pilin :
N - it I % . LR i T i 4 L3
- l . > ar ‘ A -

Bacillus subtilis # 2 % 3643 &

Competence transcription factor
BEAHEZDF comK

Group: S2G11
L AW B0E HmA

2013. 06. 22




Bacillus subtilis #z & g 3 43 &

¥ W \ug A/
5 \Qha.'" 7 . 1\!;\
S NNanyg.,

Ty v AV 4

17— 2:¥pA”
#24 [CPH IR, SR, Ty KLk
WSEAEAE T 18 RAEIR R, £ AR ] KB : o g
10 W38 P 2 (A AT 1 v 2 tép
RS b 1 F B A R A, N Caer 1l NH
% RS ITD 14 A 760 T4 5 1A 4 2 5 855 T 4705 NEPE
TR R R oY sIVicib S 6] S RTER ¢ M. g Bacteria
ﬁfﬁf??{%?}jﬁﬁf@/ﬁﬁ{ﬁiﬂﬁﬁo llﬁ;ﬁ@# [J:  J5EEEE [ ] Firmicutes
LR T A S R N UK R4 Bacill
B 40 R L A A H: #7FF e H Bacillales
ﬁﬁﬂE*ﬁ%*ﬁ%%#??iﬁ%%’i, 9‘JF ®l:  ZFFFE F Bacillaceae

H& SRR EZMRAD S PR
WREG%, FHMPERGE, PR
P 25

J&: ZFfAF & Bacillus
P B RLZEMIFT B B. subtilis
Ak

Bacillus subtilis

(Ehrenberg 1835) Cohn 1872
Rl R d RS W “ G 1 ':I"'—- & L . ‘_ bW Y e e




Transformation %% @

+ What is transformation?
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88 | CTF Bacillus subtilis subsp. subtilis str. BAB-1
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CTF Bacillus subtilis subsp. spizizenii str. W23

| CTE Bacillus subtilis

XF-1

(CTF) Bacillus subtilis subsp. subtilis str. 168

971 (CTF) Bacillus subtili§ OB928

CTFBacillus subtilis subsp. subtilis stf. 168
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Bacillus subtilis QB928 chromosome complete genome
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CTF ComK Bacillus subtilis subsp. spizizenii TU-B-10
CTF ComK Bacillus subtilis

> Bacillus subtilis chromosomal DNA region 78-80 degrees: aprE to comK

100 A Bacillus subtilis subsp. subtilis sty. 168 chromosome complete genome
| Bacillus subtilis subsp. subtilis str. complete genome

99| Bacillus subtiliscomplete genome
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Bacillus subtilis subsp. spizizenii sti.
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70_’ CTFBacillus subtilis subsp. subtilis str. BAB-1
CTFBacillus subtilis XF-1

Bacillus sp. Bt 22
acillus subtilis QB928

CTF) Bacillus subtilis subsp. subtilis str. 168
CTF Bacillus subtilis subsp. subtilis str. 168

CTF) Bacillus sp. JS

CTFBacillus subtilis subsp. spizizenii str. W23

Bacillus subtilis

46 CTFBacillus vallismortis
31l CTFComK Bacillus subtilis subsp. spizizenii TU-B-10
L L—— CTF Bacillus mojavensis
| CTF Bacillus atrophaeus
88 100 | CTF) Bacillus atrophaeus 1942

CTF) Bacillus amyloliquefaciens DSM 7

ComK Bacillus amyloliquefaciens FZB42
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CTF Bacillus amyloliquefaciens subsp. plantarum CAU B946

competence protein Bacillus sp. 916

CTF) Bacillus amyloliquefaciens Y2
CTF ComK Bacillus sonorensis

CTFComK Bacillus licheniformis 9945A

CTF ComK Bacillus licheniformis DSM 13 ATCC 14580
competence transcription regulator ComK Bacillus licheniformis
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LOD&27 BACIU
L8PYI& BACIU
EBVGAE BACST
G4EY55 BACIU
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COME_BLCSU
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Model Coverage Sketch
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Target Sequence:
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eDear Professor Luo:

We appreciate what you teach us
, the “supermaket” you give us
and the stories you tell us.

We’'ll benefit from these all our life!



r atten

T‘\_ank you for you
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