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KASP genotyping assay

How It works
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Protocol Stage

Stage 1
Hot-start Tag activation

Stage 2
Touchdown

Stage 3
Amplification

Optional Stage 4
(read stage for gPCR
instruments only)

Protocol Stage

Stage 1

Hot-start Taq activation

Stage 2
Amplification

Optional Stage 3
(read stage for qPCR
instruments only)

Temperature
94°C
94°C
68°C
(68°C decreasing 0.6°C per cycle to achieve a final
annealing / extension temperature of 62°C)
94°C
62°C
30°C

(any temperature below 40°C
is suitable for the read stage)

Temperature
94°C
94°C
57°C
30°C

(any temperature below 40°C
is suitable for the read stage)

Duration

15
minutes

20
seconds

60
seconds

20
seconds

60
seconds

60
seconds

Duration

15
minutes
20
seconds
60
seconds

60
seconds

Number of cycles
for each stage

X 1 cycle

x 10 cycles

X 26 cycles

x 1 cycle

Number of cycles
for each stage

x 1 cycle

x 36 cycles

x 1 cycle
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Guide to submission of sequence information

This document is intended as a guide to how sequence information should be
submitted for KASP™ assay design. The different polymorphisms that can be
detected by KASP are outlined, with examples of how the sequence information
should be submitted (using the appropriate SNP submission form). Submitted
sequences should be formatted as outlined in Section 2, to ensure that your
order is processed efficiently.

1. KASP chemistry: product capabilities
KASP assays can be used for the d tion of the following polymorphism types:

Single nuclectide polymorphisms

KASP assays can be designed to detect single nucleotide polymorphisms within any organism. The SNP
of interest should be submitted within [square brackets] and can either be formatted as [allelel/allele2] or
[UPAC code).

'.CTTAGATCGACAGGTCTAAGAGCTGAAGAGCTAGCTATTAAAGTCGAGC [CiG]
AGCTGCTAGACGTCGCAGTCGACACAGCTAGCCTAGGACAAAGTCTCGTG

CTTAGATCGACAGGTCTAAGAGCTGAAGAGCTAGCTGATTAAAGTCGAGC(S]
| AGCTGCTAGACGTCGCAGTCGACACAGCTAGCCTAGGACAAAGTCTCGTG

Figure 1. Examples of how to format sequence for KASP assay design for a SNP

Insertions or deletions

KASP assays can be designed for the detection of insertions or deletions (indels) of any size. One allele-
specific primer will be designed to incorporate the indel sequence and the second allele-specific primer will
be designed to the standard sequence. The common reverse primer will be designed to sequence present

PCKES.1016.000

KASP 2x Master mix
V4.0

No 123488

Erpxx

39
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