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v Before starting: Add 24 ml 100% ethanal (26 mi 95% ethanol) to the 6 ml DNA
Wash Buffer concentrate. Add 96 ml 100% ethanol (104 ml 95% ethanol) to the
24 ml DNA Wash Buffer concentrate.

Protocol

Al centrifugation steps should be performed between 10,000 - 16,000 x g.

Following
protocol to

purify DNA

1. Excise the DNA fragment' from the agarose gfe:jl usitn%: razor blade, scalpel or other
device and transfer it into a 1.5 ml micrecentrifuge tube.
. . 2. Add 3 volumes of ADB to each volume of agarose excised from the gel (e.g. for 100
"o : : | f | slice add 300 ul of ADB).
OligoArray2 is a program to design specific oligonucleotide at the genome. A 3 olumes o ADB o o u :

scale in order to perform gene expression profiling using microarrays = -

interacting with a computer k. = _ between sequences. The

-i The input file that contains sequences to process. Expected fo

3. Incubate at 37-55 °C for 5-10 minutes until the gel slice is completely dissalved?.

For DNA fragments > 8 kb, following the incubation step, add one additional volume (equal to that of the gel slice) of
water to the mixtur for befier DNA recovery (6.g., 100 pl agarose, 300 pl ADB, and 100 i water).

4. Transfer the melted agarose solution to a Zymo-Spin™ Column in a Collection
Tube. .
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is FastA. A file name is expected. This option is require i

program where the user (or client) = program compares nucleotide

5. Centrifuge for 30-60 seconds. Discard the flow-through®.

6. Add 200 pl of DNA Wash Buffer to the column and centrifuge for 30 seconds.
Discard the flow-through. Repeat the wash step.

7. Add z 6 pl DNA Elution Buffer' or water® directly to the column matrix. Place

column into a 1.5 ml tube and centrifuge for 30-60 seconds to elute DNA.
is expected. Default is 'oligo.txt'

issues commands to the program in S oo R or protein sequences to
the form of successive lines of e

text sequence databases and
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. Gel electrophoresis is a method for
used in the life sciences, are BLAST can be used to infer separation and analysis of

of the epifluorescence design functional and evoluTionary macromolecules (DNA, RNA and

shown in the diagram. Light of : : proteins) and their fragments, based
the excitation wavelength is relahonshlps between on their size and charge

focused on the specimen sequences as well as help
through the objective lens idenﬁfy members of gene
families.

Polymerase chain reaction, or

PCR, is a laboratory
...\ technique used to make
multiple copies of a segment
of DNA. PCR is very precise
and can be used to amplify,
or copy, a specific DNA
target from a mixture of
DNA molecules

F.I.S.H. probe spots under
epifluorescence
microscope
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