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Figure 9.9 Eubacterial RNA polymerases have four
types of subunit; a, 3, and B’ have rather constant sizes
in different bacterial species, but ¢ varies more widely.
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Figure 9.10 RNA polymerase passes through
several steps prior to elongation. A closed binary
complex is converted to an open form and then into
a ternary complex.
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Figure 9.15 A typical promoter has three
components, consisting of consensus sequences at
-35 and —-10, and the startpoint.
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Figure 9.12 Core enzyme and holoenzyme are
distributed on DNA, and very little RNA polymerase is

free.
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FIGURE 4.1 Factors effecting RNA polymerase activity in E. coli.

Dejavniki, ki vplivajo na aktivhost RNA polimeraze Escherichia coli
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Bakterijski proteini nukleoida
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Figure 1. A, Structure of the IHF protein dimer, with DNA wrapped around it [6]. B. Structure of the HU protein from Thermoto
maritima (see http://www.ncbi.nlm.nih.gov/Structure/mmdb/mmdbsrv.cgi?form=6\&db=0\&Dopt=s\&uid=128 16. C. Structure of
protein [56]. D, 3-D model for the E. coli H-NS protein. The structure t01 the N-terminal domain has been solved using 1-H NMi
but structure of the remaining two-thirds of the protein remains undetermined. Shown here is a model of the 3-D conformation. mit
using *‘Copenhagen Models® at CBS (http://www.cbs.dtu.dk/services/CPHmodels/).

Globalni regulatorji izrazanja genov E. coli
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Figure 10.21 Cyclic AMP has a single phosphate
group connected to both the 3' and &' positions of the
sugar ring.

O — CH, Adenine




Figure 10.22 Glucose causes catabolite repression
by reducing the level of cyclic AMP.
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Figure 10.24 The CAP protein can bind at different

sites relative to RNA polymerase.
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Figure 12.36 Base pairing with RNA | may change
the secondary structure of the primer RNA sequence
and thus prevent cleavage from generating a 3'-OH
end.
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Dvokomponentni sistemi bakterij
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Euprymna scolopes



Bakterije v svetlobnem organu rib oddajajo svetlobo
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Quorum sensing pri Staphyloccocus aureus



Biofilmi nastajajo s “quorum sensing” pri P. aeruginosa



Heterogeno izrazanje genov v populaciji genetsko
identiCnih organizmov - E. coli






Titracija regulatorja LexA
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