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Additional
Information

� Entering Multiple Sequences

ProbeFinder can process up to 10 designs at a time*, so you can enter multiple targets
on the Input screen. These sequences do not all need to be entered in the same 
format. However, each sequence in the list must be in one of the acceptable entry formats,
which include: sequence IDs, gene names, plain text versions of the sequences, or
sequences in FASTA format.

If you enter Ensembl Gene IDs (rather than transcript IDs), ProbeFinder will look
up the IDs in the Ensembl database and identify all available transcript variants of
the input gene. The software will then display a Verification screen, which asks you to
identify which sequence(s) should be considered further.

The Batch Assay feature offers three options for assay design: Batch Assay (default
option), Differentiating Assay or Common Assay.

When the results are displayed, you can select one of the following options: 

� Batch Assay
In Batch Assay mode, ProbeFinder processes multiple input sequences and displays
assays for each exactly as if each sequence had been input individually. While proces-
sing the sequences, the software does not consider any interrelationships between the
input sequences or their available assays. This option provides a convenient way to
design new real-time PCR assays for a large number of sequences.

• On the Sequence Input Screen, enter up to 10 sequence IDs, gene names, or plain
text sequences in any combination. Separate sequence IDs or gene names by comma. 

• If you enter several plain text sequences into the ‘By sequence’ field, start each
sequence with the “>” sign and separate them by pressing “Enter”. Avoid the use of
any of the boolean operators AND, OR, NOT.

���

* This feature is currently extended to process up to 200 design requests at a time.
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Step by Step Guide, continued

Additional
Information

Batch Assay continued 

The next screen will list all identified sequences. Select those sequences for which
you want to design an assay by clicking the corresponding check boxes (�) or by
choosing “Select All” (�). 

On the Result screen, ProbeFinder will display the best assay for each of the input
sequences. Note that these assays are designed independently of each other.

Note: It is important to realize that the software works on an “all or nothing” principle.
If ProbeFinder cannot recognize one of the input sequences, it will not generate a
result for any of the input sequences. 

At the bottom of the Result screen, there are buttons for two more options: 
“Differentiating Assay” and “Common Assay”.
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� Differentiating Assay
In Differentiating Assay mode, ProbeFinder tries to design assays that uniquely identify
(differentiate) each of the input sequences by targeting areas of those sequences that
are distinctly different. The “Differentiating Assay” option is particularly useful when
you wish to target splice variants of your gene. When you select this option, Probe-
Finder applies strict criteria to identify those assays that are specific to each of the
submitted gene family members or splice variants. If it cannot find a unique design,
ProbeFinder will not generate a solution.

To identify assays that are Differentiating Assays, the software performs a new search
that is similar to the in silico PCR routine performed on each assay during the 
normal assay design process. The new search is performed only on the input sequences
and does not include any additional database searches. By reducing the scope of 
the search, the software can apply much tighter parameters without requiring additional
computing time.The narrow search also effectively minimizes cross-hybridization
between the input sequences.

Differentiating Assay result will be displayed in a different color than the one used
for a Batch Assay result.

���
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