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Calendar of Events

IGEM 2009 Calendar of Events

Note: Dates in grey have not been finalized yet. Make sure to check the calendar periodically for any changes!

19 February IGEM 2009 registration opens

31 March IGEM 2008 registration closes; Team registration fee due

13 May DMNA Distribution sent to teams (target deadline; subject to change)
1617 May IGEM Workshop, MIT, USA

1 June Wisa invitation letter requests due

20721 June IGEM Waorkshop, Europe

27128 June IGEM Workshop, Asia

15 June Preliminary team rosters due

1 August Team project descriptions due

18 September Jamboree attendance fee due

18 September Request for variance due (notice and description of any use of non-standard parts or devices schemes dug)
Track selection due
Project abstracts due
Team rosters due

21 October Project and part documentation due, including documentation for all medal criteria
BioBrick Part DMNA needs to be received by the Registry
Judging form due
Wiki FREEZE at 11:59pm, EST

30 Oct -2 Nov  iGEM Competition Jamboree, MIT, USA




Assembly

Scoring Function Reporter Quorum Sensing  Automatic Controller




pLux-Tet

pLux-Tet + GFP

pCon X4 + luxR + pLux-Tet
ccdB X8

pCon X8

pCon X8 + GFP

pCon + luxR

pCon X7 + luxl (AHL detection by 9)

. pCon + luxRX4 + pLux-Tet + GFP (AHL)
10.pCon + luxRX4 + pLux-Tet + ccdB X8 (AHL)
11.tetRX2

12.tetRX2 + pCon X2 + |luxR + pLux-Tet [+ GFP]

13.pCon X4 + tetRX2 + pCon X2 + luxR + pLux-Tet
[+ GFP] (AHL/aTc)

14.[pCon X7 +] luxl + pCon X2 + |luxR + pLux-Tet
[+ ccdB X8 | + GFP]

15.VR X 10

16.(VR + pCon) X7
17.tetR + pCon + luxl + pCon + luxR + pLux-Tet [+ ccdB]
18.[mMRFP +] luxI + tetR + pCon + luxl + pCon + |[uxR + pLux-Tet [+ ccdB]
19.(VR + pCon) X6 + tetR + pCon + luxl + pCon + luxR + pLux-Tet [+ ccdB]

20.(VR + pCon) X6 + mRFP + luxl + tetR + pCon + luxl + pCon + luxR + pLux-Tet [+
ccdB]

© 0N ORWNE




Evolution Object

Scoring
Function Variation Function Reporter Automatic Controller

Quorum Sensing Automatic Controller
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21.cl + pCl

22.cl+ pCl + GFP

22 (/B + nf‘nn\x7 L elan
Lu.\VI\ P\/UII} ] () | |J
24.cl + pCl + luxl

25.AID

26.[AID +] mRFP + cl + pCI + luxl

27.[AID 4] mRFP + cl + pCl + lux| + tetR + pCon + lux| +
pCon + luxR + pLux-Tet [+ ccdB]

28.(VR + pCon) X7 + mRFP + cl + pCl + luxl + tetR + pCon
+ luxl + pCon + luxR + pLux-Tet [+ ccdB]

29.pNOT

30.pNOT + GFP

31.pNOT + [AID +] mRFP + cl + pCI + luxl

32.pNOT + [AID +] mRFP + cl + pCIl + luxl + tetR + pCon +
luxl + pCon + luxR + pLux-Tet [+ ccdB]

33.repressor

34.pNOT + repressor
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K176000 X+P with nicks
Sequence OK

G00100

‘ Synthesis OK
.

G00101
Synthesis OK

—ccdB— P1010 in pSB1A3 in DB 3.1
cc Length OK

pSB1A3 X+P
Length OK

K176000 in pSB1A3
Sequence OK




113504 in pSB1A2
Sequence OK

113504 X+P
Sequence OK

K176000 in pSB1A3 S+P
Sequence OK

K176002 in pSB1A3
Sequence OK




@ K145151 in pSB1A2 in
_E>' DB3.1

Sequence OK

K176003 fragment
lacZa-ccdB Length OK

K176027 in
lacZa-ccdB pSB1A2 in DB3.1
Sequence OK

E{>‘ K176010 E+S
Length OK

X

B0034 in pSB1A2

_‘_ Sequence OK

K176027 E+S
lacZa-ccdB Length OK

B0034 in pSB1A2 S+P B0015 in pSB1AK3

Length OK . Sequence OK
K145151 X+P :
— ccdB Length OK _‘_ B0031 in pSB1A2
Length OK
+
— lacZa-ccdB E;r?g’fr)\ogli( P _‘_ B0031 S+P
Length OK
K176010 in K176060 in pSB1A2 in
_"@ 0SB1A2 in DB3.1 “‘L"B>‘ DB3.1
Ligation Sequence OK
_Mac7 B K176003 in K176061 in
aCLa-Ce pSB1A3 in DB3.1 —.— lacZa-ccdB pSB1A2 in DB3.1

Sequence OK Sequence OK



I>‘ K176060 E+S
= Length OK

K176061 E+S

X

lacZa-ccdB Length OK

BO015 in pSB1AK3 E+X
Length OK

B K176033 in pSB1AK3 in DB3.1
= Sequence OK

lacs aB K176034 in pSB1AK3 in DB3.1
AREOEEE Sequence OK

B K176062 in pSB1AK3 in DB3.1
= Sequence OK

00000

lacs aB K176063 in pSB1AK3 in DB3.1
AREOEEE Sequence OK



K176157 fragment
::CCdB'LVA> Length OK

K176158 fragment

lacZa-ccdB-LVA>- | ength OK

K176157 E+S
::CCdB'LVA> Length OK

K176158 E+S

lacZa-ccdB-LVA>- | ength OK

K176157 in pSB1A3
ccdB-LVA Sequencing

K176158 in pSB1A3

“lacZa-ccdB-LVA>- Sequencing

K176159 fragment
ccdB-LVA Sequencing

K176160 fragment

lacZa-ccdB-LVA>- Sequencing

K176161 fragment
::CCdB'LVA> Length OK

K176162 fragment

0000

lacZa-ccdB-LVA>- | ength OK




K176159 E+S
Length OK

K176160 E+S

K176159 in pSB1A3

(34>

(34>

lacZa-ccdB-LV Length OK

K176161 E+S
Length OK

K176162 E+S

(31>

(31>

lacZa-ccdB-LV Length OK

(34

{31

lacZa-ccd B-L\%
lacZa-ccd B-L\%

Sequencing
K176160 in
lacZa-ccdB-LV pSB1A3
Sequencing
K176161 in pSB1A3
Sequencing
K176162 in
lacZa-ccdB-LV pSB1A3
Sequencing

K176163 in pSB1AK3 in DB3.1
Sequencing

K176164 in pSB1AK3 in DB3.1
Sequencing

K176165 in pSB1AK3 in DB3.1
Sequencing

K176166 in pSB1AK3 in DB3.1
Sequencing



MG

J23119 in pSB1A2
Sequence OK

J23100 in J61002
Sequence ?

J23101 in J61002
Sequence OK

K176009 in J61002
Sequence OK

K176008 in J61002
Sequence OK

J23109 in J61002
Sequence OK

J23103 in J61002
Sequence OK

R0051 in pSB1A2
Sequence OK

MMM

J23119 X+P
Sequence OK

J23100-J61002SF X+P
Sequence ?

J23101-J61002SF X+P
Sequence OK

K176009-J61002SF X+P
Sequence OK

K176008-J61002SF X+P
Sequence OK

J23109-J61002SF X+P
Sequence OK

J23103-J61002SF X+P
Sequence OK

R0051 X+P
Length OK



MMM

J23119 in pSB1A3
Sequence OK

J23100 in K176007
Sequence ?

J23101 in K176007
Sequence OK

K176009 in K176007
Sequence OK

K176008 in K176007
Sequence OK

J23109 in K176007
Sequence OK

J23103 in K176007
Sequence OK

R0051 in pSB1A3
Sequence OK



J23119 in pSB1A2 S+P
Sequence OK

K176005 in pSB1A2
Sequence OK

f’m

K176005 X+P
Length OK

LR R A

J23119 in pSB1A3 S+P
Length OK

J23100 in pSB1A3 S+P
Length OK

J23101 in pSB1A3 S+P
Length OK

K176009 in pSB1A3 S+P
Length OK

K176008 in pSB1A3 S+P
Length OK

J23109 in pSB1A3 S+P
Length OK

J23103 in pSB1A3 S+P
Length OK

R0051 in pSB1A3 S+P
Length OK



>

:

K176005 in pSB1A3
Sequence OK

K176011 in pSB1A3
Sequence OK

:

K176012 in pSB1A3
Sequence OK

vV VoY YAV V 4%%\ v Vav
> m )><( m )< m )><( m ) T >

_i

K176013 in pSB1A3
Sequence OK

K176014 in pSB1A3
Sequence OK

K176015 in pSB1A3
Sequence ?

:

K176016 in pSB1A3
Sequence ?

:

K176017 in pSB1A3
Sequence OK

}(}(}()2()(}()(}(



>

K176005 in pSB1A3

m in MDS42rB
LA Transformation
‘X4 K176011 in pSB1A3
in MDS42rB
m— Transformation
‘X4 K176012 in pSB1A3
in MDS42rB
”:-._ Transformation
‘X4 K176013 in pSB1A3
in MDS42rB
m— Transformation
‘X4 K176014 in pSB1A3
in MDS42rB
m— Transformation
‘X4 K176015 in pSB1A3
in MDS42rB
m— Transformation
‘X4 K176016 in pSB1A3
in MDS42rB
m Transformation
‘X4 K176017 in pSB1A3
in MDS42rB
m— Transformation
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==M9
e=t==top2
c=10(1)
==11(1)
=>e=11(3)
8(2)
119(2)
=& M9
=fr=1top2
=¥=9(1)
==t=9(3)
—T(2)
=—6(1)
=>¢=6(3)

=0=top1l
—1top3
=0==10(2)
11(2)
= 8(1)
119(1)
119(3)
= top1
=>€=1top3
=0-9(2)
=—7(1)
==7(3)
== 6(2)
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+M9
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=t=1top2
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top3
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Fluorescent
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——6(1)
=il—6(2)
=de=7(1)
—e=7(2)
=#=38(1)
—=0-38(2)
—t—11(1)
—119(1)
e 119(2)
=&=r0051(1)
== r0051(2)
=r=9(1)
“e=9(2)
“=10(1)

10(2)
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10462 in pSB1A2

Sequence OK

10462 X+P
Length OK

lJuxR

e -8
e -8

K176004 in pSB1A2
Sequence OK
Length ?

K176025 in pSB1A3
Sequence ?



@

e

luxI-LVA

luxI-LVA

lux]-LVVA

lux]-LVVA

lux]-LVVA

lux]-LVVA

luxI-LVA

111113

K082014 in pSB1AK3
luxI-LVA Sequence OK

K176018 in
pSB1A3
Sequence OK
K176019 in
pSB1A3
Sequence OK
K176020 in
pSB1A3
Sequence ?

K176021 in
pSB1A3
Sequence OK
K176022 in
pSB1A3
Sequence OK

K176023 in
pSB1A3
Sequence OK
K176024 in
pSB1A3
Sequence OK



600.0000

500.0000

400.0000

300.0000

200.0000

100.0000

0.0000

)

——026-1
——026-2
=h=026+7-1-1
=>¢=026+7-2-1
=H=026+7-1-2
=0=026+7-2-2
—t—(026+7-1-3
—026+7-2-3
—(026+9-1-1
=—026+9-2-1
== 026+9-1-2
== 026+9-2-2
== (026+9-1-3
=¥=026+9-2-3
=0=026+10-1-1
=t==(026+10-2-1
—(026+10-1-2
= 026+10-2-2
=0==026+10-1-3
== 026+10-2-3
==026-3
== (026+8-1
== 026+8-2
=0=026+8-3
=== 026+11-1
—026+11-2
026+11-3
=0==026+6-1
= 026+6-2
026+6-3
026+119-1
026+119-2
026+119-3
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K176000 in pSB1A3 E+X
Length OK

L

luxR

K176123 in pSB1A3
Sequencing

_‘_ — 10462 E+S

X Length OK

r ‘_ — K176025 E+S
ux Length OK

K176028 in pSB1A3
Sequence ?

K176123 X+P
Length OK

e

-

Sequencing
Sequencing
Sequencing




r K176002 in pSB1A3 E+X
Length OK
‘Af K176124 in pSB1A3
luxR
p v Q
Synthesis OK

Sequencing
VN K176026 in
luxR ‘*"".— pSB1A3
LT A Sequence ?
luxR
) Q
:>.r’m
luxR
LT A
ey @ 2 @36 @
luxR
)v(

G00201

pSB1A3
Sequencing

K176128 in
pSB1A3
Sequencing

K176130 in
pSB1A3
Sequencing




Methods

» Plate Reader
» Spectrophotometer
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Flu:t(

<25U.UUUU

min)

AAA-AA AN

ZUU.UUUU
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=—M9(1)
——=M9(2)
==M9(3)
=>=11E-7M(1)
==+1E-7TM(2)
=0—+1E-7M(3)
—-(1)
--(2)
—-(3)
== +1E-8M(1)
= +1E-8M(2)
==+1E-8M(3)
== +buffer(1)
== +buffer(2)
=0=+buffer(3)
== +1E-9M(1)
4 1E-9M(2)
“==+1E-9M(3)
=0=4+1E-5M(1)
== +1E-5M(2)
=== +1E-5M(3)
“é=1+1E-10M(1)
= +1E-10M(2)
+1E-10M(3)




nnnnnnn
UUUUUUUUU

== M9(1)

==+ 1E-7M(1)

—-Q1)

== +1E-8M(1)

== +buffer(1)

=== +1E-9M(1)

+1E-5M(1)

+1E-10M(1)




oUU.UUUU

EAA-ARAA

SUU.UUUU

=—T0P10(1)
=#—TOP10+1E-5(1)
—i—-(1)

== 1puffer(1)
== 1+1E-10(1)
=@=+1E-9(1)

SUU.UUUU

+1E-8(1)
e +1E-7(1)
== 11E-5(1)
=—=TOP10(2)
=#—TOP10+1E-5(2)
== -(2)
=>&=tpuffer(2)
== 1+1E-10(2)
=O=+1E-9(2)
—+—+1E-8(2)
e+ 1E-7(2)
—==+1E-5(2)
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=8—TOP10+1E-5(1)
—h=-(1)

AL
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9+R+002 (K176126)
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10+R+002 (K176130)
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11+R+002 (K176128)
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B K176033 X+P
= Length OK
K176034 X+P
Length OK

lacZa-ccdB

B K176062 X+P
= Length OK

K176063 X+P
Length OK

T

K176028 in pSB1A3 S+P
Length OK

luxR

o0

lacZa-ccdB

luxR

@
@
@

K176125 in pSB1A3 S+P

PR | Y o N V' 4
engin UA

—

K176127 in pSB1A3 S+P
Length OK

K176129 in pSB1A3 S+P
Length OK

900




K176058
Synthesis OK

K176059
Synthesis OK

.— ccdB

—. .— luxR
K176035 in pSB1A3 in DB3.1
Sequence ?
‘— luxR

.

lacZa-ccdB

.

K176036 in pSB1A3 in DB3.1
Sequence OK

‘— luxR

K176035 in pSB1A3 in TOP10
Transformation Fail

‘_

K176036 in pSB1A3 in TOP10
Transformation Fail

lacZa-ccdB




—. .— luxR
K176089 in pSB1A3 in DB3.1
Sequencing
‘— luxR

.— ccdB

.

lacZa-ccdB

.

K176090 in pSB1A3 in DB3.1
Sequence ?

‘— luxR

K176089 in pSB1A3 in TOP10
Transformation

‘_

K176090 in pSB1A3 in TOP10
Transformation

lacZa-ccdB




—. .— luxR
K176131 in pSB1A3 in DB3.1
Sequencing
‘— luxR

.— ccdB
‘- lacZa-ccdB

.

.

K176132 in pSB1A3 in DB3.1
Sequencing

‘— luxR

K176131 in pSB1A3 in MDS42rB
Transformation

‘_

K176132 in pSB1A3 in MDS42rB
Transformation

lacZa-ccdB




—. .— luxR
K176185 in pSB1A3 in DB3.1
Sequencing
‘— luxR

.— ccdB
‘- lacZa-ccdB

.

.

K176186 in pSB1A3 in DB3.1
Sequencing

‘— luxR

K176185 in pSB1A3 in MDS42rB
Transformation

‘_

K176186 in pSB1A3 in MDS42rB
Transformation

lacZa-ccdB




—. .— luxR
K176187 in pSB1A3 in DB3.1
Sequencing
‘— luxR

.— ccdB
‘- lacZa-ccdB

.

.

K176188 in pSB1A3 in DB3.1
Sequencing

‘— luxR

K176187 in pSB1A3 in MDS42rB
Transformation

‘_

K176188 in pSB1A3 in MDS42rB
Transformation

lacZa-ccdB




K176163 X+P
Waiting

-.-IaCZa-CCd B-L\%

._

K176167 in pSB1A3 in DB3.1

Sequencmg
luxR

K176164 X+P
Waiting

luxR

lacZa-ccd B-L%
lacZa-ccd B-L%

K176168 in pSB1A3 in DB3.1
bequencmg

luxR

K176167 in pPSB1A3 in MDS42rB
Transformatlon

K176168 in pSB1A3 in MDS42rB
Transformation



m K176165 X+P
Ligation
K176166 X+P
-‘-IacZa-ccd B-L\% Ligation

luxR

._

K176169 in pSB1A3 in DB3.1

=
2 @

e
e

lacZa-ccd B-L%
lacZa-ccd B-L%

K176170 in pSB1A3 in DB3.1
Sequencing

luxR

K176169 in pSB1A3 in MDS42rB
Transformation

K176170 in pSB1A3 in MDS42rB
Transformation



1732081 in pSB1A3
K

Caniinanra N
chucl 10 U

tetR-LV, S0101 in pSB1A2
Sequence OK

tetR

I\

tetR 1732081 E+S
Sequence OK

S0101 E+S
Sequence OK

tetR-LV.

$838

K176001 in pSB1AK3
Sequence OK

tetR-LV, K176006 in pSB1AK3

Sequence OK

tetR

@
@



—‘—E{>—.— K176001 E+S
Length OK

K176006 E+S
tetR Ly Length OK

‘ I K176028 in pSB1A3 E+X
‘_w Length OK
:>.p e
@ cus ® @
£ A

K176026 in pSB1A3 E+X v
Length OK




K176057
Synthesis OK

) @ 7 @ > @

—‘— tetR

K176031 in pSB1A3

@ v
@ —= @)
@) @~
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. C0261 in pSB1A2 E+X
_‘_ x| ALVA Length OK

v

K176223 in pSB1A2

lux]-LVVA Waiting

K176223 E+S

lux]-LVVA Waiting

¢4



tetR-LV.
e -8

.— luXI-LVA

p K176222 in pSB1A3 S+P
Waiting

.— luxI-LVA

tetR-LV.
K17677?7 in
‘[IacZa-lccd@-.— PSB1A3 S+P
Waiting

@.




tetR-LV.

luxI-LVA

luxR

vy

luxI-LVA

K1767?7?7? in pSB1A3

Waiting
@ M
m luxI-LVA tetR-LV.
Ay A

luxI-LVA lJUXR
277 i :
llacZa-lccdB K1?§. ?? in pSB1A3 in DB3.1
Waiting
vAg
m luxI-LVA tetR-LV.
Py A

luxI-LVA

luxR

K17677?7 in pSB1A3 in MDS42rB
Waiting

[lacZa-]ccdB

0 00 o




K176099 in pSB1A3 S+P
Length OK

K176100 in pSB1A3 S+P
Length OK

K176101 in pSB1A3 S+P
Length OK

K176102 in pSB1A3 S+P
Length OK

K176103 in pSB1A3 S+P
Length OK

K176104 in pSB1A3 S+P
Length OK

K176105 in pSB1A3 S+P
Length OK






- p Q04510 in pSB2K3
Sequence OK



113504 in pSB1A2 E+X
Length OK

@
Y S

Q04510 X+P
Length OK

K176107 in
‘—4‘»—.— PSB1A2
Sequence ?

@2 vAg
m
=@
=@




A
— @) & . @@
)v( Length OK

vA¢

b v Q
K176108 in pSB1A3
Sequencing

vAg
)v(
K176109 in pSB1A3
Sequence OK

vAg
)Y(
K176110 in pSB1A3
Sequence OK




vA¢

}v(
K176111 in pSB1A3
Sequence OK

vA¢

’Y‘
K176112 in pSB1A3
Sequence OK

vA¢

’Y‘
K176113 in pSB1A3
Sequence OK

vA¢

’Y‘
K176114 in pSB1A3
Sequence OK



Fluorescent

350

300

250

200

150

100

50

MDS42 recA Blue

0.2

0.4 0.6
OoD600

0.8

== 3+Q+G(1)
=il 8+Q+G(2)
== 11+Q+G(1)
== 11+Q+G(2)
== 10+Q+G(1)
=0=10+Q+G(2)
“===R0051(1)

= R0051(2)




Output

10000

1000

Transfer Function

100

10

0.01

0.1 1 0

Input

100




K176189 in pSB1A2
luxI-LVA Sequencing



: K103001 in pSB1A2
SeEINES Sequencing

K176190 fragment
PCR

K176190 X+P
Length OK

K176190 in pSB1A3
Sequencing

K176191 in pSB1A2
Sequencing

K176191 E+S
Length OK

K176222 in pSB1AK3
Sequencing

:

AID

AID

AID

AID

AID




A
113500 E+S
P . A Length OK

@ @

K176189 in pSB1A2

. @) —ivA > — E+x
cl

cl

Length OK

K176192 in pSB1A2
Sequencing

@A

K176192 in pSB1A2 E+X
Length OK

K176191 E+S
_‘ _ Length OK
-@D o

}v(

K176193 in pSB1A2
Sequencing

cl

s
5
s
2




<
@6 @
V‘

@A

K176224 in pSB1A2
Sequencing

@A

K176224 in pSB1A2 E+X
Length OK

—‘- AID

K176225 in pSB1A2
Sequencing

K176191 E+S
Length OK










Measurement

Strain

- TOP10

— DHb5a

- MG1655

— MDS 42 recA Blue

Plasmid
Medium

— LB
- M9

* Minimal

» Supplemented
— EZ Rich Define
— pH-buffered TBK
— pH-buffered LBK

pH
Temperature
— 37°C

- 30°C

— 34°C
Pre-warm
Shake
Dilution

Wash



WIKiI
« Team project description
* Notebook

— Meetings
— Lab Work
— Sample Naming Sheets

* Logo
« Team
« Other pages
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