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1.

An enzyme whose activity is affected by the binding of effector molecules at
sites other than the substrate binding site is called a/an: (A)synthase (B) isozyme
(C) allosteric enzyme (D) digestive enzyme

A spontaneous chemical reaction always has a change. (A) positive
entropy (B) negative Gibb's free energy (C) negative entropy (D) positive Gibb's
free energy

The pathway which converts 2 molecules of pyruvate to one molecules of

glucose at a cost of 6 ATP is : (A) gluconeogenesis; (B) glycogen synthesis; (C)
glycolysis ; (D) glyoxylate cycle -

Sugars that differ only in the configuration around the carbonyl carbon that
becomes a chiral center when the sugar cyclizes are (A) isomers ; (B)
enantiomer ;  (C) monomers ; (D) anomers °

Why do we say that DNA replication is semiconservative? (10%)

Describe briefly the four levels of the structural organization of proteins. (20%)
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2nd base in codon
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Phe | Ser Tyr Cys
Phe | Ser Tyr Cys
Leu | Ser STOP | STOP
Leu | Ser | STOP | Trmp

Leu | Pro His Arg
Leu | Pro His Arg
Leu | Pro Gln Arg
Leu | Pro Gln Ary
lle Thr | Ash Ser
lle Thr | Asn Ser
lle Thr | Lys Arg
Met | Thr Lys Arg
Val Ala | Asp Gly
Val Ala | Asp Gly
Val Ala Glu Gly
Val Ala Glu Gly

1st base in codon
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Sense Codon Reassignments in Mitochondria

SENSE CoDON REASSIGHMENT*

GENOME
SILE A AUAa AGA  AGG AAA
BroLoGiCAL SYSTEM (kb) Stop lle Arg Arg Lys
Animahae:
Mammals (human) ... ... ... ... .. 16 Tm Met Stop Stop +4+
Amphibians (XYemopus laevis) ... ... .. 16 Tmp Met  Stop ++
Insects (Drosophila vakuba) ... .. .. 16 T Met  Ser - ++
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Median
Internal exon 122 bp
Exon number 7
Introns 1,083 bp
3" UTR 400 bp
5" UTR 240 bp
Coding Sequence 1,100 bp
(CDS) 367 aa
Genomic extent 14 kb
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