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PHK nonumepasbr sykapuoT
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["eTepoxpomaTuH

* Hanboree nnotHasa ynakoska [HK
* TPAQHCKPUMNLUMUOHHO HE aKTUBEH
* OTNINYAETCH OT KNETKU K KNETKE



XpomaTuH

Hykneocoma coctout us 4 ructoHoB [(H2A H2B H3 H4),]
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XpoMaTuH
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Percent of DNANot Coding for Protein

Prokaryotes One-celled Fungi/  Invertebrates Chordates Vertebrates  Humans
eukaryotes Plants
NONPROTEIN-CODING SEQUENCES make up only a small fraction of the DNA of prokaryotes. Among
eukaryotes, as their complexity increases, generally so, too, does the proportion of their DNA that
does not code for protein. The noncoding sequences have been considered junk, but perhaps it
actually helps to explain organisms' complexity.
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Upstream
element

TATA-60KC

KoHceHcyc TATAal/tAalt

TTpomoTop RPTII

6a3anbHLIUN 3NemeHT nNpomoTtopa

Downstream
element

HononHurenbHbIe perynaTopHbIe
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TTupymumuamH-60raTeiv y4acTok
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OcHogHble (6a3oBble) (PAKTOPbLI
TPAHCKPUNLUUU

* ONS1 UHUUMALUMM TPAHCKPUNLUUN Ha Ba3anbHOM
NPOMOTOPE AOCTAaTOYHO KOpP-pePMEHTA U LLIECTU
OCHOBHbIX (paKTOPOB TPAHCKPUNLIUK

 TFIID — ocHoBHOM pakTOp TpaHckpunuun D ans
PHK nonumepastbil |l
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MHULUMaums

NokanbHoe nnasneHue OHK
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OCHOBHbIE (PAKTOPbI
TpaHckpunuum RPIT yenoeeka

TFIID «+TBP 38 CesasbiBaHue ¢ TATA
AF 112 5-250 Y3HaBaHue npomoTtopa (He TATA
9JIEMEHTOB)
TFIIA 3 (12,19, 35 Mowous TFIID
TFIIB y5 (I;EbelsaHme 1 NO3NLMOHMpPOBaHNE
N
|:|||5\ 2 30, 74 [TpuBneyenme RPIl Ha npomoTop
PI| 12 [10-220 | Cunres PHK
TFIE 34, 57 Ctumynauma n mogynauma TFIIH
TFIIH 35-89 Xenukasa u npoTenHkMHasa




OcHOBHbIE (PAKTOpbLI
TpaHckpunuuu RPII
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TTpomoTop RPTII

6a3anbHLIN 3NemeHT nNpomoTtopa
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HononHuTtenbHbIe perynatopHele
3N1eMeHTbI

Mecta cBasbiBaHUa 6enkos-perynatopos. benok-perynarop
MOXeT YCUNUBATb UNu ocnabnatb TPAHCKPUNLUIO

[MpokcumanbHbIe 3rieMeHTbI pacnonaratTcs B npegenax
50-200 nap ocHoBaHUK OT y4acTKa cTapTa TPaHCKpUNumu

OuctanbHble 3fIeMeHTbl (3HXaHCcepbl) MOryT
pacnonaratbCsa Ha MPon3BOSIbHOM PacCTOAHMK B J1H0O0OM
OpUEHTaLMM NO OTHOLLEHUIO K y4aCTKy cTapTa TpaHCKpunumu
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YposeHb TpaHCKpunuuu
onpeaenseTcs
CYMMOU BO3AEUCTBUSA
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CnocobbI aKTUBALIUU PerynaTopos
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MHcynaTop
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Gel-shift aHanus
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Gel-shift aHanus
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Gel-shift aHanus
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DMS Footprinting
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