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(a) Key features of (b) Partial chemical structure (c) Space-filling model
DNA structure
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catalytic RNA molecule that
joins together nucleotides 1o
reproduce its own nucleotide
soquence and therefore its
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new catalytic RNAs evolve, some of which bind activated amino acids to
themselves. By base-pairing to a coding RNA molec

molscules allow an RNA sequence to act as a template for the synthesis
of amino acid polymers, causing the first genetically determined protein
sequences ta appear. They thus serve as the first adspfors between
nucleotide and amino acid sequences
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1AASXDXSLVEVHXXVFIVPPXILQAVVSIA
B31TTRXDDXDSAAASIPMVPGWVLKQVXGSQA
61GSFLAIVMGGGDLEVILIXLAGYQESSIXA
91 SRSLAASMXTTAIPSDLWGNXAXSNAAFSS
121 XEFSSXAGSVPLGFTFXEAGAKEXVIKGQI
151 TXQAXAFSLAXLXKLISAMXNAXFPAGDXX
181X XVADIXDSHGILXXVNYTDAXIKMGIITIFG
21 SGVNAAYWCDSTXIADAADAGXXGGAGXMX
241 VCCXQDSFRKAFPSLPQIXYXXTLNXXSPX
271 AXKTFEKNSXAKNXGQSLRDVLMXYKXXGAQ
301 XHXXXAXDFXAANVENSSYPAKIQKLPHFD
3BLLRXXXDLFXGDQGIAXKTXMKXVVRRXLFL
361 lAAYAFRLVVCXIXAICQKKGYSSGHIAAX
391 GSXRDYSGFSXNSATXNXNIYGWPQSAXXS
42 KPI XTI TPAIDGEGAAXXVIXSIASSQXXXA
451 X X S AX XA

ESTRUCTURA PRIMARIA DE LA HEXOQUINASA (cada aminoéacido se
simboliza por una letra maylUscula especifica)
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peptide group in a planar configuration

Limits ability of peptide group to rotate -
limiting possible protein conformations
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