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v' H vavotexvoAoyia £xel attOAUTN e@apuoyr] oTa BIoAoYIKA CUCTAPATA.

v' Ta kUTTOpPQ €ival ouciacTikd BloAoyikd oUvoAa TTou oikodopouvTal atmmd XIAIAdES

MOpIQ.

v O1 TIeploodTEPEG  A€ITOUpyieG OTO KUTTOPO Ofgv  TIpayUaATOTIOIOUVTal  ATTO

MEMOVWHMEVA TTPWTEIVIKA €viUPA OAAG QTTO PJAKPOMOPIAKA CUMPTTAEYMATA TTOU

TTEPIEXOUV TTOAANATTAEC UTTOUOVADEG E OUYKEKPIPMEVES AEITOUPYIEG.




Tahle 1. Lt of some molecular machines which have been studied theoretically and by simulations.
Abbreviations: ATP = hydrolysis of adenosine triphosphate, n-phos = nucleotide phosphorylation. A% =

membrane polential and son gradseni.

Biomolecular Dievices Function Energy source
Membrane transducers
GPCR Signal relay Ligands
Rhodopsin
CCRS, CXCR4
Catalytic receptors Signal relay Photons, lgands
Insulin, EGF
Chemactic sensors Sigmal relay Photons, lgands
sH
Receptor-ligand Signal relay Photons, lgands
Tition, GroEL, etc. Unfobkfing, refolding ATP
Membrane channels
Porins Walve for ion, water Ciradienis
CrmpE OmpT, OmpaA, FhoA
AP
Maltoporin
lon channels Selective son vahe Cating by
AChR Ligand
i
A Tk
Clull Ligand
KesA pH
KvAalP Viltage
Mscl., Mach Sirain
Membrane transporiers
lon Transkocons lon pumps Photons
bR H*
hit Cl-. anion
lon translocases lon pumps
V-ATPase H* ATP
Ca™-ATPase Ca™ ATP
Ma*-K*-ATPas: Ma*, K+ ATP
Soluie Translocases Solube transport ATP
HisP, MsbA, GLUT3 ATP
Prodcin transkocases Protein transport ATP
Mitochondrial pore ATE, A
ER pore ATE GTF
Muclear pore
Membrane Molors
ATT synthase ATP synthesis or H* pump A or ATP
Flagellar motor Bacterial motility A
Molor Probeins
Track Muotors ATP
Myosin 11 Muscle action ATP
Myosin W VI Cargo transport ATP
Kinesin Cargo transport ATP
Iymein Flagellar modion ATP
Mucleotidases ATP
Polymerase Catalyre synthesis ATE, n-phos
Helicase Unwind dINA ATP




Aopn: O1 PIOJOPIOKEG HPNXAVEG KUMAIVOVTAI QOTTO EVIAIEG UTTOMOVADEG (TT.X.
moAupepacelig DNA) 6mmwg o1 F1-ATPase, TTou aTroTeAEiTal AT EVVEQ UTTOEVOTNTEG
oTa MITOXOVOPIa KAl TA JAoTiyia TwWV BaKTnpiwy, Ta OTToia PNTTOPEI va attoTeAouvTal

ATTO APKETEC EKATOVTADEG UTTONOVADES VOGS APIBUOU DIAPOPETIKWYV TTPWTEIVWIV.

Kuttapiki Asitoupyia: KaBe mTpwTeivn pnxav Katéxel Tn dIKry TNG AIToupyia Kai

OuUXVvQA aTToTEAEI £va OTOIXEIO TOU OIKTUOU XNMIKWY OXEOEWV TTOU OUYKPOTOUV TO

KUTTapo. O1 A&IToupyieC Twv BIOPJOPIOKWY MUNXAVWY €XOUV €va eupu @Acua







Copynght © 2001 Bergamin Cummings. an mmpont of Addison Wesiey Longman, Inc,




Coprpright B The NuGraw-HIl Corpendess, s, P sson reguined for repeoduction o dsplay.
NN,

wess Glucose binding
site
s Hydrophobic

Transport ||| = Hyarophitec
) £, Charged amino

acids




v’ 2€ YEVIKEC YPOMMEG, éva KUTTAPO €ival éva oUVOAO, TTOU OPYAVWVETE OE £va

OUVOAO QTTO JAKPOMPOPIWV Kal KIVNTHPWV.

v' O uwnA6¢ Babuog XwpIKNAG/XPOVIKAG opydvwaon Twy Popiwv Kal opyavidla pyéoa
oTa KUTTaPa atraiTei aAANAETTidpaon povotraTiwy CnNUATodOTNONG ME TA OTToIA Ol
OIAPOPEC dPACTNPIOTNTEG TWV TIPWTEIVIKWY MNXAVWY KAl KIVATAPWY Eival

EVOPXNOTPWUEVEC.

v ZwoTh JeETapopd o€ OIAPOPOUC TTPOOPICHOUC HECO OTO KUTTAPOTTAQCMO TWV







v Ta Bilohoyikd OikTua €oTidlovial OTOV TTPOCIOPICHUO TOU OUVOAOU Twv

AAANAETTIOPACEWY, KABWC Kal To NEYEBOC TNG BACNS OEDONEVWV.

v O1 TTIPWTEIVIKEG doPEC TTOU dlEpeUvVWVTAl OAO Kal TTEPICCOTEPO Ba TTPETTEI VA

gival duvartdv va TTpoBAEYouV Kal va TTPoo1d0PilouV TIGC OUVOECEIC JETAEU TWV

TTPWTEIVWV TTOU KaBodnyouv KUTTAPIKO PMETAPBOAICUO.




