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The Lac Operon:

When Glucose Is Present But Not Lactose

Hey man, I’m Come on,
constitutive let me through

N
Repressor m RNA Operator

Pol.




The Lac Operon:

When Glucose And Lactose Are Present

Hey man, I’m Great, I can
constitutive transcribe!

N\
Repressor w RNA Operator

Pol.

@ ' This lactose has

bent me
out of shape

Some transcription
occurs, but at a slow rate



The Lac Operon:

When Lactose Is Present But Not Glucose

Bind to me

Hey man, I’m Polymerase

constitutive

This lactose has
bent me

out of shape




The Lac Operon:

When Neither Lactose Nor ose Is Present

Alright, I’m off to
Bind to me the races....

2
Hey man, I'm Polymerase Come on, let
constitutive me through!
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The difference of
gene expression
between prokaryotes
and eukaryotes

Gene
AN

| |
DNA I
@ Transcription

mRNA
@ Translation

Protein I

(a) Prokaryotes.

Copyright © 1997, by John Wiley & Sons, Inc. All rights reserved.
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Cytoplasm Transport
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mRNA MG — - (A)n

@ Translation
Protein I

(b) Eukaryotes.
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