GLOSSARY
OF TERMS

Anonymous DNA: a length of DNA
of unknown gene content.
Chromosome bands: alternating
light- or dark-staining sections along a
chromosome that are visible by light
microscopy after staining procedures
are used.

Chromosome walk: a method of
aligning pieces of DNA by
consecutive hybridizations in which
probes corresponding to one end of a
cloned piece of DNA are used to
identify the next clone in line.
Contig: a set of overlapping pieces of
DNA that span an uninterrupted
stretch of the genome.

Cosmid: a piece of DNA (35 to 45
kb) cloned into a vector that usually
consists of cos sequences required
for packaging the DNA into a
bacteriophage, an origin of repli-
cation, and a drug resistance marker.
Genetic linkage map: a map that
shows the relative position of loci on
the basis of frequency of recom-
bination events. Units are in
centimorgans (cM) where, over small
distances, 1 cM is equivalent to a 1%
chance of recombination.

Physical map: a map in which the
distances between landmarks such
as clones, restriction endonuclease
sites, or specific loci are expressed in
kilobases.

Polymerase chain reaction (PCR):
a technique that involves repeated
cycles of DNA denaturation,
renaturation with short lengths of
DNA (primers) separated by up to 4
kb, and polymerase-mediated
replication. This results in an
exponential increase in the number of
copies of the sequence between the
primers.

Polymorphic marker: a locus at
which there is normal sequence
variation within the population that is
inherited and occurs with a frequency
of >1%.

Polytene chromosome: a giant
chromosome consisting of many
identical, slightly condensed strands
of chromatin held together in parallel
and in register.
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inherited and occurs with a frequency

of >1%.

Polytene chromosome: a giant
chromosome consisting of many
identical, slightly condensed strands

of chromatin held together in parallel
and in register.

Yeast artificial chromosome (YAC):

a cloning vector in which sections of
yeast chromosomes needed for
initiation of DNA synthesis and

stability are used to replicate large
(>100 kb) pieces of DNA.
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fly, Drosophila melanogaster. The chromosomes pictured were taken
5); by permission]; numbers 1 to 102 represent standard chromosome
heterochromatic blocks, which do not polytenize, are not shown. The
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obtained from GenBank, Los*Alaimos, MNM.

cample, comparison of the estimated number of genes to
lar chromosome may not be a precise index of the

some cases, large portions of a chromosome may be
‘those regions has yet to be established. Conversely, some
we been described are not extensively physically mapped.
r density of genes than others. Finally, the actual

me is likely to be less than the amount stated in the

1e total amount of sequence reported, including overlaps
quences. Further information regarding the current

ed in the Perspective (P. Pearson ef al.) in the 11

s the chart. Numbers in parentheses indicate the presence of more than one gene in that

yximate locations and sizes of cloned DNA in YACs (blue), cosmids (orange), or
(magenta) are pictured in proportion to their lengths. Cloned DNA sizes are relative to the
ines indicate the locations of the DNAs relative to chromosome divisions and should be
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GENES SIMILAR IN DROSOPHILA AND VERTEBRATES
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Second messenger systems  Opsin (4)

Peptidyl prolylisomerase (2)

Phospholipase C
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Trypsin

Ubiquitin (2)

Other metabolic enzymes (25)
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