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Symbol De5|gn

(what we focus on)

» Compatibility with current practice
- Flexibility

» Ease of use
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Represents

SBOL Visual Symbol - DNACoOmponent
(SBOL Obiject)

|—> -uri : http://partsregistry.org/part/BBa_J23100
-displayld : BBa_J23100
-name : J23100
Display Name: Promoter -description : constitutive promoter family member
Definition: SO:0000167 -type[0..*] : http://purl.obolibrary.org/obo/SO_0000167

Sequence Ontology Term

_ ) S0:0000167 ! promoter _
Defines Meaning definition... Defines Type

relationship to SBOL



use In various contexts



Refactored Gene Cluster
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Fig. 4. Comprehensive schematic illustration for the complete refactored gene cluster and controller. Each of the 89 parts is represented according to the
Synthetic Biology Open Language visual standard (Wwww. sbolstandard org), and the SynBERC Registry part number (registry synberc org) and part activity are

promoter strengths are measured with monomeric red fluorescent protein and reported m (A uur rials dud Metf le rminatoRstgengtins arg me
in a reporter plasmid and reported as the fold reduction in monomeric red fluorescent pr e m@n (2 aOk V g pN AS 2 01 2
minator. The RBS strength is reported in as arbitrary units of expression from the induced P... promoter (1 mM IPTG) and a fusion L,cr e betweekMhe First 90 nt

of the gene and RFP. The nucleotide numbers for the plasmids containing the refactored cluster and controller are shown. The codon identity of each recoded
gene compared with WT is shown as a percentage.




Using MiCodes in a Z\pper assay
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When *,.f-[:ln. see this ..Yyou know you're
MiCode.. assaying this zipper pair

E — strong zipper pair
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STEP 1: PARTS

Grammar/Library:

{ Basic Grammar — No Simulation

Column Name
Bibone_Genel
UTR_RBS2_S5
UTR_R8S2_3
RBS2_Gene2
BbScar
Barcode
RBS3
Gene3

Direction
forward
forwarg
forward
forwarg
forward
forwara
forward

forwara
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Abbreviations
FAS: Forcec Assembly Strategy

RSP,

Z| \ E.coli public

FAS

Reverse Primer

Forward Primer

Direct Synthesis
Direct Synthesis

Welcome, Guest | Sign Up | LogIn

e i [©O N O

STEP 2: DESIGN STEP 3: SIMULATE
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Step 2
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Step 4
Step 5
Step 6
Step 7
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New Design Load Design...

GenoCAD
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SBOL Designer v0.5 - BBa_10462.rdf
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SBOL Designer
http://clarkparsia.github.io/sbol/



SEQUENCE Delete | Open | Download ¥ | Hide Pigeon Image
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Image Instructions Parts List Summary Discard Design
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Assembly Statistics Submit as Example

Number of Goal Parts 1 Save to working library

Download Options

Number of Assembly Steps 3
Please use right-click, then save as to download
Number of Assembly Stages 2 S
Number of Reactions 12 Download Graph Image
Number of Recommended Parts 0 Download Instructions

Download Parts/Vectors List

Number of Discouraged Parts 0
Download Pigeon File
1.
SEEEN SRSty 8 Download Puppeteer Arcs File
Parts Shared 0

Raven
ravencad.org



? Vector NTI Express Designer - Molecule Editor

File Edit Curate Discover
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=] General Description
DNA'pUC1E!
ATCC37253:very usable general purpose vect
Author: Kevin Clancy. Original suthor: NCBI En
Created: 1996-01-01 12:00:00.281
Last Modified: 2013-07-22 13:57:27 984
Length: 2686 bp
Storage Type: Basic
Form: Circular
=] Descendants
Hexckinase PUC18
=] Standard Fields
Keywords: ATCC
Meodification Date in the Original DB: 26-AUG-1
Accession Number: pUC18
References
= Author
NCBI Entrez
MNational Center for Biotechnology Information
Naticnal Library of Medicine
Building 384, Room 8N805
Bethesda, MD 20894, US.A.
TEL: [301}496-2475
FAX: (301)480-9241
EMAIL: info
=] Original Author
NCBI Entrez
MNational Center for Biotechnology Information

nchi.nlm.nih.gov

Naztional Library of Medicine
Building 384, Room 8N805
Bethesda, MD 20894, US.A.
TEL: {301}496-2475

FAX: (301)480-9241

EMAIL: info

nchi.nlm.nih.gov
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SBOL Visual Working
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Thank You!

www.sbolstandard.org/visual
visual@sbolstandard.org



