A TCGEAT
RS Caq

[l
N®

Design SYBR Green primers, TagMan® probes, FRET probes and Molecular Beacons for real time QPCR

Highly Efficient Dual Labeled Probes Optimal Primer Design Ptimar Setrch L]
The built-in sophisticated algorithm designs optimal TagMan® probes, FRET Design PCR primers optimized for SYBR I
probes or molecular beacons. It analyzes every possible oligo within the Green, TagMan®, FRET or molecular Range parametrs
specified length range at every position of the entire template and, using beacon assays. Highly specific primers are C goamnbocaton: [T 5]
statistical techniques, selects the best probe. Properties considered include all designed to avoid significant homologies. Elseach e
possible secondary structures, runs, repeats and Tm, calculated using nearest Beacon Designer BLAST searches the e — [
neighbor theory with SantalLucia values. Probes can be designed for pre- sequences using private local databases or m;‘w }jg;g E?éﬁ J‘
designed SYBR Green primers, making it possible to upgrade from SYBR public databases at NCBI. It automatically
Green to any of the supported chemistries. You can even analyze properties of interprets the search results
pre-designed assays. To check the specificity of the design, we have included and then designs primers ]|
the ability to BLAST search the probes. avoiding identified homologies. | = o |_coc |_eon |
o . The specificity of the design | ™"
Allele Discrimination and Multiplex pectiictty o © Tagerra ST T
Desqilparaieee h can be verified by BLAST — —
i - B ||| Reactions searching the primers against M o
‘TagMan® Length Range: ot & we H : Advanced.
marTugatTm s <wpe | Design both wild and mutant probes for SNP any genomic database orthe | ... T
TanareTasen pimertn <fiss oo fo 0| genotyping assays. The program identifies the L
apicon Longt e w o m - . redundant sequence nr e—— fiao |
I U Pimar doignd n SYER Orean e SNP locations from GenBank annotations, or you ; Wasmum Armbiguous Sases nAmplian:
F avldTemplto St ¥ g 1053 Homoloy 2 Wt . database available at NCBI. et rimerpas P somercer [P
st sne © sascostonssn “uss | can enter them manually. Control the design i N woimum Prmer Pl TmMsmatn. F5
— arameters for specific experimental needs, or let | | Snnance primer efficiency, grespesnnsoting | et
Sequence length range e —
:mssm" iumn,j Fom | To p . p p ) ’ temp|ate Secondary structures — = Cross Dimer Maximum 46 (ermal) o ~kealimol
Frasonz i fiss Beacon Designer choose the best primer-probe identified by Mfold are g | u B0 keamol
300450 I oss .
e 1 oo set using the default parameters we have set [ automatically avoided during primer design. Dot cancel | i
e after considerable research. You
et TaahanoerSeerce, | rmerpaanars can even choose probes from a

The primers designed for SYBR Green assay can be exported to TagMan®,
FRET or molecular beacon design modes to design compatible dual labeled
probes.

Length Range: fe w0 2 i
oo 'zﬁi Zﬁ :: list of alternate probes to meet

L Boew oo | specific experimental needs. The

Design pararmeters.

S ;ﬂi i T primers and probes are checked
TR Ton | | S for cross homologies to prevent
gescon semseuence: 5 FG0GR menss. || competition and to ensure high
e nsmnomn TR .| signal strength in a multiplex
e ey e By = | reaction. TagMan® probes and
oo | cumtons = molecular beacons can be
E 'E‘Z'EZEZEISJZ?;pmh designed for multiplex reactions
oot | @MQM as well.

e S e | e ]

Template Secondary S Strong Web Integration
Structures  uman Gerame SLAST  Euaot Ganoms AL Beacon Designer lets you
== Beacon Designer automatically  LoelDaBisseBLAST MO 0o ] (3553013 retrieve sequences from public
swecerame T wim w || avoids secondary structures in I zsee databases. Just enter the
o o ww e ool emaisgess [ the template found by folding it Seanhapons accession or Gl numbers and
7 Lanen searcn at the Mfold server. The e —— retrieve batches of sequences
] v | | results are automatically sy ] e from Entrez directly into the
B analyzed and primers are e L —— program. Integrated BLAST
R designed avoiding significant 7 Lanen anances search helps identify regions of
= secondary structures. A Dotaut_ it Fia camel | e | significant homologies for
- - graphical depiction of the choosing the best possible
template structures is made primer-probe set.
available for your reference.
Generate Attractive Reports B rintEravie,
 priner SecandarySructures & You can create an attractively formatted 1 | W OV W o e
Graphical Interface e NN e oy s @ | report for your assay design. The report
Graphically display the location [z smsessrome ] meN‘:hpﬁ\ c‘““;m = helps visualize the positions of the
of the designed primers and ! 2 siactomireacall® e love.] Faromses primers and probes on the sequence. It e
probes on the sequence. LT b - shows the design parameters, the e e ol ] IR
:

’f ITACCAATAACACTCATGTCAGG 5

Display all possible dimers, recommended primers and probes, with | c=em o

cross dimers, repeats and runs | | - - — displays of their sequences and their el ] i - o e P ]|
graphically. T i T properties. It is intended for use in record  ||Eme
-t keeping and for sharing information with ~ [{eieele [t e el feanl (8l S|

Help

colleagues.

Other bioinformatics tools from PREMIER Biosoft International
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Gateway® is a registered trademark of Invitrogen Life Technologies
TOPO® is a registered trademark of Invitrogen Corporation.
BD In-Fusion™ is a registered trademark of BD Biosciences Clontech.
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