®APMALIEBTUYECKASI XUMUS
JIEKLMNS 5



PapmakoKMHeTUKa (OT Ap.-Tpey. papuakov — feKkapcTBO U
Kivnaic — OBuMxXeHue) — pasgen dpapmMakosniornm, nayvaroumnm
KNWHETNYeCcKue 3aKOHOMEPHOCTH XUMUYECKNX 7
BMOROrMYEeCKNX npoLieccos, nponcxogamnx C
NeKapCTBEHHbIM CPeaACTBOM B OpraHn3Mme.

WHaue rosopsi, papmMakokMHeTMKa — 3TO cydbba oTaenbHOo
B35TOW MOJSIEKYbI NekapCTBEHHOrO BellecTBa
(bnoxmmuyeckasa TpaHcopmMaumsas MOFIEKYNl rnekapcTBa B
opraHusme).

OCHOBHble (PapMakKOKMHETUYECKNE MNPOLIECChI: BCacbiBaHUE,
9KCKpeuus (BblBeOeHWE), pacrnpegeneHue u metabonmsam.



PapmakoanHamMuka — pasgen apmakosriornm, nsyyarowunm
FIOKanu3aLnio, MexaHusm [eucTBus 1 dapmMakorormyeckme
9P EKTLI JIEKapCTBEHHbLIX CPeacTB, CUNy N ANMUTENbHOCTb UX
nencreuga. PapmakognHamuka — 3TO cyabba opraHu3sma
Nocney4eUCTBUA 3TOrO NNEKAPCTBEHHOIO BelecTBa (MeXaHn3m
oencteus n adodekTbl)

OTmeyaroT S rMaBHbIX 9P eKTOB, OKa3blBaeMbIX
NeKapCTBEHHbIMN CpeacTBaMU:

*  nopasnstoLLlee,
¢ CTUMynupyloLLee,

«  paspyLiatollee KneTkm (LMTOTOKCUYeckoe),
e  pasgpaxatollee,

«  3ameluarolliee HegocTaloLlMe BeLlecTBa.



MoneKkynsipHasa MULLEHb — 3TO MOfeKyna C LIEHTPOM
CBA3bIBAHNA 0N nekapcTBa. OTa MoreKkyna MOXeT
Coaep>kaTb MembpaHHble 6enkun, pacno3HarLlmMe FOPMOHbI
"MW peLienTopbl, a TakKe NOHHbIE KaHanbl, HYKINenHoBble
KMEMOTbl, MOREKYNbl-NEPEHOCUNKN NN DEPMEHTHI.
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FIGURE 2.4 Trans and cis conformations of the

peptide bond.
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A GUIDE TO THE TWENTY COMMON AMINQ ACIDS

AMINO ACIDS ARE THE BUILDING BLOCKS OF PROTEINS IN LIVING ORGANISMS. THERE ARE OVER 500 AMINO ACIDS FOUND IN NATURE - HOWEVER, THE HUMAN GENETIC CODE
ONLY DIRECTLY ENCODES 20. ‘ESSENTIAL AMINO ACIDS MUST BE OBTAINED FROM THE DIET, WHILST NON-ESSENTIAL AMINO ACIDS CAN BE SYNTHESISED IN THE BODY.

Cha['tﬂey: . ALIPHATIC ‘ AROMATIC . ACIDIC . BASIC ' HYDROXYLIC . SULFUR-CONTAINING . AMIDIC O NON-ESSENTIAL l: :l ESSENTIAL

Chemical
Structure

single letter
code

NAME ALANINE @)

three letter code Ala
DNA codons GCT, GCC, GCA, GCG
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reYS

I _aNHZ I
\ o 1
S Y4
-

PHENYLALANINE €3 TRYPTOPHAN ()
Phe Trp

TTT, TTC TGG

-~

LYSINE (D SERINE ()

Lys Ser
AAA, AAG TCT, TCC, TCA, TCG, AGT, AGC

GLYCINE @
Gly

GGT, GGC, GGA, GGG

TYROSINE €D

Tyr
TAT, TAC

THREONINE €9
Thr
ACT, ACC, ACA, ACG

IS[lLEUIcINEﬂ
Ile

ATT, ATC, ATA

ASPARTIC ACID (1))

Asp
GAT, GAC

CYSTEINE ()
Cys

on 1

LEUCINE @B

Leu
CTT, CTC, CTA, CTG, TTA, TTG

GLUTAMIC ACID @
Glu

METHIONINE ()
Met

PROLINE @

Pro
CCT, CCC, CCA, CCG

ARGININE )
Arg

CGT, CGC, CGA, CGG, AGA, AGG

ASPARAGINE ()

Asn
AAT, AAC

N -

-
VALINE @D

Val
GTT, GTC, GTA, GTG

HISTIDINE )
His

GLUTAMINE @)
Gin

‘Note: This chart only shows those amino acids for which the human genetic code directly codes for. Selenocysteine is often referred to as the 21st amino acid, but is encoded in a special manner.
In some cases, distinguishing between asparagine/aspartic acid and glutamine/glutamic acid is difficult. In these cases, the codes asx (B) and glx (Z) are respectively used.

© COMPOUND INTEREST 2014 - WWW.COMPOUNDCHEM.COM | Twitter: @compoundchem | Facebook: www.facebook.com/compoundchem
Shared under a Creative Commons Attribution-NonCommercial-NoDerivatives licence.
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Position of side chains
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FIGURE 3.1 Reaction catalysed by lactate dehydrogenase.
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KrneTto4Hbln peuentop — monekyna (0bbl4HO 6enok nnm
[MUKoNpoTend) Ha NOBEPXHOCTU KITETKN, KITETOYHbLIX OpraHess
Unn pacteopeHHasa B uutonnasme. Cneungu4yHo pearnpyet
N3MeHEeHNEM CBOEU NMPOCTPaAHCTBEHHOW KOHMUrypauum Ha
npucoeauHeHmne K He MorneKyrbl onpeaeneHHoro
XUMWUHMECKOro BelllecTBa, NnepenatoLllero BHeLLHU
PEFYMATOPHLIN CUTHAs U, B CBOK oYepenb, nepenaet aToT
CUrHan BHYTPb KNETKWN UMK KNETOYHOW opraHensibl, HepeaKo
[PV MOMOLLM TaK Ha3blBAEMbIX BTOPUYHbBIX MOCPEOHNKOB UMW
TpaHCMEMOpPaHHbIX MOHHBLIX TOKOB.

BellecTBo, cneynduieckn coeguHsaioLleecs ¢ peyuenTopom,
Ha3blBaeTCs NnraHgom 3Toro peuentopa. BHyTpn opraHnama
9TO 0DObIYHO FOPMOH UK HEMPOMEOUATOpP NNOO nX
NCKYCCTBEHHbIE 3aMeEHUTENN, NPUMEHSAEMbIE B Ka4eCcTBe
NeKapCTBEHHbLIX CpeacTB U 900B (aroHUCTbI). HekoTopble
nuradgsl, HANPoTUB, BNOKUPYIOT peuenTopbl (AaHTAroHUCTHI).
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