Primer Premier

A comprehensive PCR primer design software

CompreheI‘ISive DeSigl‘I support 15| Primer Premier 6.0 - C:\Program Files\Primer Premier 6.0\DemoProjectiDemoProject.prp (= |[E1][5€)
. H (] H ] File Edit view Anabze Tools Online Help

Prlmer Premier's s'earch algorithm finds T R E T I IR

optimal PCR, multiplex and SNP ol ] eare -

genotyping primers with the most

201 TCAGCRAMRT ARGCAAGRGH

221 AAGAGGCAR GATGETGECT

241 GETTTGTGA TGCCTCTTTC

screened for secondary structures, WETE e

EF 428566 esi Comol

Complele || [321  GACACGCAGC CTGCAGACTC
Complefe || l5g)  ACTGTGOGAR GGAGACAAMA

accurate melting temperature using the [ Em—— Cormpicie J
. . . fHm_no73g: ecl Complete z61 CTEGETCTCT TETCTCCACA
nearest neighbor algorithm. Primers are  [iemviam fet lconoe 21 GeAGAGCEA ToGGGCATTA
P e ——— Zomple |||y Gorerracer caacomsact

dimers, hairpins, homologies and
phySical properties before reporting the ;Pﬂmwpmpemu = BLasT information | A% SNP information |
best ones fOr youl" sequence, in a ranked Accession Numberhame: [ssdB417381  Mutant Base: [T SNP Al Primers All Structures

361 CTAGAGACTC ARAGAGGBAG ~|

order. Load the gene of interest from e e e T R
NCBI, select a search range, sit back and s s emmmsmer 5 5 momce oo r T
. . . . IArmSEnSE 86.9  |AGGAGTTCGTCAGGCA.. (450 e 50.8|50 0.0 0.0 2 2
let Primer Premier pick the best possible [fos = EEEWN sislos
primerS for yOU. Ready [Poor. 0-50 Good: 50-75 Best 75-100 |E

Retrieves batches of sequences
directly into the program from
GenBank and dbSNP using-accession
/Gl numbers and assay IDs.

Automatic Homology & Template Structure Avoidance

Primer Premier automatically interprets the BLAST search results and utilizes a proprietary
algorithm to check for possible secondary structures. Homologies and structures are
avoided for designing highly specific and efficient primers.
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and to obtain the complement and the To activate & evaluate, follow these steps

- Install Primer Premier from our website or the CD
- Launch the program and click ‘Activate’ on the first window
- Enter the ‘Registration Number’ requested from us and your e-mail address. Click ‘Next’

reverse complement.

Organizes data in project format and - Update the registration information following the on-screen prompts and click ‘Submit
maintains a local database of
sequence information and search FerActEisa ,
results. - Check the Multimedia Tutorial
Order on-line
Supported on latest operating systems - E-mail: sales@premierbiosoft.com
Windows 7 and Mac Snow Leopard. - Phone: 650-856-2703, Fax: 650-618-1773
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Bioinformatics Services

PREMIER Biosoft has a successful record of software development in
bioinformatics molecular biology since 1994. Our software products have
been well received by the life science community over these years. We
specialize in software development, design, testing and maintenance.

If you have a new requirement or need the upkeep of a current
database/software system, our team of bioinformatics scientists and
computer professionals can assist.

For more information, please write to us at info@premierbiosoft.com

or call 650-856-2703 or visit the "Services" section of our website.
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A comprehensive tool designed to address the challenges of species identification & taxa
discrimination using qPCR, xMAP® and microarrays. (for Win & Mac)

For fast and efficient design of specific oligos for whole genome arrays, tiling arrays and
resequencing arrays. (for Win & Linux)

Design specific and efficient oligos for all major gPCR assays. (for Win & Mac)
Design primers for Loop-mediated Isothermal Amplification. (for Win)

A comprehensive data processing & visualization tool for MALDI IMS data. (for Win)

A comprehensive tool co-developed with MRC-Holland to design highly specific oligos for
MLPA assays. (for Win & Mac)

A multiplex PCR primer design tool. (for Win & Mac)
A comprehensive primer design tool for standard PCR assays. (for Win and Mac)
Right from validation to quantification, a powerful software that supports the entire

proteomic data analysis pipeline. (for Win & Mac)

High throughput glycan & glycopeptide identification tool for data from TripleTOF, MALDI
TOF/TOF, LC-MS/MS systems. (for Win)

High throughput lipid characterization tool for data from Triple TOF, MALDI TOF/TOF,
LC-MS, LC-MS/MS systems. (for Win)

A robust high throughput informatics software for qualitative and quantitative analysis of
mass spectrometry metabolite data. (for Win)

A tool for drawing publication, vector catalog quality maps & designing cloning experiments.
(for Win & Mac)

A novel tagged primer design tool for expression cloning and for designing sequencing
primers to verify transcripts. (for Win & Mac)
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