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According to what hypothesis, a gene is a length of DNA that codes for a single amino acid chain? (1)
Eukaryotic DNA combines with basic protein molecules called histones to form structures known as

(2) . Itis the basic structural subunit of chromatin.

In eukaryotic cells, the term _(3) _ refers to cells acquiring new genetic information by receiving
exogenous DNA.

(4) is an enzyme that uses a template of single-stranded RNA to generate a double-stranded DNA
copy.

(5) is an enzyme that cleaves bonds within a nucleic acid chain; it may be specific for RNA or for
single-stranded or double-stranded DNA.

A _(6) (transposable element) is a DNA sequence able to insert itself (or a copy of itself) at a new
location in the genome, without having any sequence relationship with the target locus.

The translation initiation of prokaryotes involves binding of a 30S ribosomal subunit to the initiation
site of an mRNA. This binding depends on base pairing between a short RNA sequence called the

(7) _just upstream of the initiation codon and a complementary sequence at the 3'-end of the 16S
rRNA..

(8) is the process of excising introns from RNA and connecting the exons into a continuous mRNA.
An _(9) is a sequence of DNA consisting of triplets that can be translated into amino acids starting
with an initiation codon and ending with a termination codon.

A _(10) is an RNA that has catalytic activity such as Group | Introns which undertake self-splicing by
transesterification. ;
Trypanosomatid mitochondria (kinetoplastids) encode incomplete mRNAs that must be edited before

they can be translated. This process changes the sequence of RNA following transcription. This RNA

process is callzd _{11) .

Ultraviolet (UV) radiauon cross-links adjacent pyrimidines on the same DNA strand, forming _(12) .
This DNA damage blocks DNA replication because the replication machinery cannot tell which bases
to insert.

(13) describes the technique in which double-stranded RNA is introduced into cells to eliminate or
reduce the activity of a target gene; the introduced RNA sequences are complementary to the target
gene. The technique works because of the ability of double-stranded RNA sequences to trigger
degradation of the mRNA of the gene.

(14) is an antibiotic that terminates protein synthesis by mimicking a tRNA and becoming linked to
the nascent protein chain.

The _(15) is a unit of the genome in which DNA is replicated. Each contains an origin for initiation of
replication.

The third base of a codon is allowed to move slightly from its normal position to forma
non-Watson-Crick base pair with the anticodon. We call _(16) Hypothesis. This allows the same
aminoacyl-tRNA to pair with more than one codon. .

(17)_is the segment of the Ti plasmid of Agrobacterium tumefaciens that is transferred to the plant
cell nucleus during infection. It carries genes that transform the plant cell.

A _(18) is the DNA sequence between sites of transcription initiation and termination; may include
more than one gene. From it, a primary transcript can be transcribed by RNA polymerase.

RNA polymerase consists of the core enzyme and _(19) which is the subunit of bacterial RNA
polymerase needed for initiation and is the major influence on selection of promoters,
Many DNA polymerases have the ability to remove an incorrectly inserted base at the end of a
growing chain, an activity termed _(20) .

DNA replication requires a _(21) which is an enzyme that uses energy provided by ATP hydrolysis
to separate the strands of a nucleic acid duplex.

A _(22) is an intermediate structure in homologous recombination, where the two duplexes of DNA
are connected by the genetic material exchanged between two of the four strands, one from each
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duplex. S ;
ADNA _(23) is an enzyme that changes the number of times the two strands cross each other in a
closed DNA molecule (i.e. changes the topology of DNA). It does this by cutting the DNA, passing
DNA through the break, and resealing the DNA.

(24) is a DNA polymorphism (variation in sequence between individuals) caused by a change in a
single nucleotide. This is responsible for most of the genetic variation between individuals.
Which E. coli enzyme is responsible for removal of RNA primers during DNA replication? _(25)

(26) is an enzyme that uses a template of single-stranded RNA to generate a double-stranded
DNA copy.

(27) is a conserved A « T-rich octamer found about 25 bp before the startpoint of each eukaryotic
RNA polymerase Il transcription unit; it is involved in positioning the enzyme for correct initiation.
An _(28) is a cis-acting sequence that increases the utilization of some eukaryotic promoters, and
that can function in either orientation and in any location (upstream or downstream) relative to the
promoter.

An activator is a protein that stimulates the expression of a gene, typically by acting at a promoter to
stimulate RNA polymerase binding. In eukaryotes, the sequence to which it binds in the promoter is

called a _(29) .
Agene _(30) is a process in which a gene function is eliminated, usually by replacing most of the
coding sequence with a selectable marker in vitro and transfetring the altered gene to the genome by

homologous recombination.
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