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“There are only two ways we know
of to make extremely complicated
things.

One is by engineering, and the
other is evolution.”

Danny Hillis according to Kevin Kelly
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Transcriptional Terminators
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Transcriptional Terminators
Available Transcriptional Terminators Edit
-
-7- Name Description Direction 'm"“' n“"n Biclogy ElelH'd. R, | Length
A|W| BBa BOO11 Terminator (uxICDABEG, +/-) Bidirectional | BBa BOO21 | LuxIA 0.419 |0.6836 45
AlW| BEBa_B0O14 Terminator (B0012, BO011) Forwand BBa BOO24 | B0OO12, BOO11 0.504 85
JMp 1o part AlW| BBa BOO15 Terminator (BO010, BO012) Forward BBa B0025 | (BO010, BOO12) 0.8984 |0.285 129
BBa_ AW BBa BOOE Terminator (uxlCDABEG, +/-) Bidirectional BBa BOO11 LuxlA [reversed) 0635 |[0.419 48
AlW| BBa BOO25 Terminator (Reverse BO015) Reverse BBa BOO1S | (BOO10,B0012) reversed 0.295 |0.984 128
avigation AlW| BBa J52016 Eukaryotic lerminator 238
A BBa BOO10 Terminator (T1) Forward BBa BOO20 | T1 80
= Main Page A BBa BOO12 Terminator (T7 TE) Forward BBa BOO22 |T7TE 0.309 |-0.368 41
A BBa BOO13 Terminator (T7 TE, +/-) Bidirectional |BBa BOO23 |T7 TE 0.6 -1,08 47
s [A| |BBa B0017 | Terminator (B0010, BOOT0) Forward B0010.B0010 168
= IGEM Wiki BBa ROO22 Terminator (Reverse BO012) Reverse BBa BOO12 | T7 TE (reversed) -0.368 |0.309 41
= Community portal i BBa BOO23 Terminator (Reverse B0O013) Bidirectional |BBa BO013 [TV TE (reversed) -1.08 0.6 a7
s BBa BO024 Terminator (Reverse BO014) Reverse BBa BOO14 | (BO012.B0O0O11) reversed 0.604 05
= Recent changes A BBa B1004 Terminator (artificial, small, %T~=55) 24
= Recent part changes M BBa J63002 yeast ADH1 terminator 229
* Click here for terminator measurement information
esources
. :j:r ﬁ:m”m Other Transcriptional Terminators Edit
[ | a Hart *
I -7- Name Description Direction | Fversed Biology fniclency " | Length
= DMA Repositories M| | BBa BOO16 Terminator (T7 RNAP specific, T_Phi) Forward T7 RNAP, T Phi 48
BBa BOO20 Terminator (Reverse BOO10) Reverse BBa BOO10 | T1 (reversed) 82
= Sequence Analysis BBa_BOOS0 Terminator (pBR3IZ2Z, +/-) Bidirectional BBa BOOS0 | pBR322 33
= Assembly Tool BBa BO0OS1 Tarminator (yoltond, +-) Bidirectional BBa BOOG1 v oA tonA 35
BBa BO0S2 Terminator (rrnC) Forward BBa BODG&2 rrnc 41
= Help BBa_B0053 Terminator (His) Forward BBa_BO063 | His 72
BBa BI04 -- Mo description -- 69
earch BBa_B0055 - No description - 78
BBa_ BOOG0 Terminator (Reverse BOOSD) Bidirectional BBa BDOSD | pBR3Z22 (reversed) 33
BBa BOOEG1 Terminator (Reverse BO051) Bidirectional BBa BOOS1 yoiltonA (reversed) 39
Go Search [ BBa BDOG2 Tarminator (Reverse BOOS2) Reverso BBa BO0OS2 rrnC (reversed) 41
BBa BO063 Tarminator (Reverse BO053) Reverss BBa BOOS3 His (reversed) T2
| e BBa B1001 Terminator (artifical, small, 3 T-=580) Bidirectional 34
. BBa B1002 Terminator (artificial, small, % T~=B5%) Bidirectional 24
= What links here BBa B1002 | Terminator (artificial, small, %T~=80) 34
®= Related changias BBa_ B1005 Terminator [artificial, small, % T-=25% 34
s Upioad file BEBa_B1006 Terminator (artificial, large, % T~>80) a9
BBa_ B1007 Terminator (artificial, large, % T~=80) 40
= Special pages BBa B1008 Terminator (artificial, large, % T~=70) &0
- Printate version B8 51000 | Terminsior (sifcsl, e, CT-=40%] =

ane




B Ba_F2620 o “~ Barry Canton [bcanton@pr\nui:.hégii

. 30CHSL Anna Labno [labnoa@mit.ed
30CzHSL — PoPS Receiver [ @mit.edu]
http:/parts.mit.edu/registry/index.php/Part:BBa_F2620 Last Update: 15 January 2007

Description

A transcription factor (LuxR, BBa_C0062) that is active in the presence of cell-cell signaling molecule
30C4HSL is controlled by a TetR-regulated operator (BBa_R0040). Device input is 30C;HSL. Device
output is PoPS from a LuxR-regulated operator. If used in a cell containing TetR then a second input signal
such as aTc can be used to produce a Boolean AND function.

Characteristics Key Parts

Input Swing:  1E-9 to 1E-6 M 30C4HSL, exogenous BBa R0040: TetR-regulated operator
Output Swing: 0%1 to 50311 GFP molecules cfu! s BBa C0062: |uxR ORF

Switch Point: ~ 7£1 nM 30CHSL, exogenous BBa R0062: LuxR-regulated operator
LH Response: 9 min (t,,), 27 min (tgy0,)
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Translational: 256/8048 ribosomes cfu" Genetic: >92/74 replication events™*
3.8E3/1.2E5 charged tRNA cfu! s Performance: >92/74 replication events™*

Compatibility Conditions (abridged)
Chassis: Compatible with MC4100, MG1655, and DH5c: Output: Indirect via BBa_E0240
Plasmids: Compatible with pSB3K3 and pSB1A2 Vector. pSB3K3
Devices: Compatible with £0240, E0430 and E0434 Chassis: MG1655

’ ) ’ ol Culture: Supplemented M9, 37°C

Crosstalk with systems containing TetR (C0040) *Equipment:  PE Victor3 plate reader

Signaling: Crosstalk with input molecules similar to 30OC;HSL  **Equjpment:  BD FACScan cytometer

Registry of Standard Biological Parts License: Public

making life better, one part at a time
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Jason Kelly et al.
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Jason Kelly et al.
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Jason Kelly (via Balagadde & Quake)
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