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A theoretical amino acid



AMINO ACID SIDE CHAIN AMINO ACID SIDE CHAIN

Asparticacid Asp D negative Alanine Ala A nonpolar
Glutamic acid Glu E  negative Glycine Gly G nonpolar

Valine Val V  nonpolar

Leucine Leu L nonpolar

Isoleucine lle 1  nonpolar
Asparagine Asn N uncharged polar Proline Pro P nonpolar
Glutamine Gin Q wuncharged polar Phenylalanine Phe F nonpolar
Serine Ser S uncharged polar Methionine Met M nonpolar
Threonine Thr T  uncharged polar Tryptophan Trp W nonpolar
Tyrosine Tyr Y uncharged polar Cysteine Cys C nonpolar
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Hydrophobic effect

Two hydrophobic surfaces come
together to exclude water
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(@) Primary structure (b) Secondary structure

—Ala—Glu—Val-Thr-Asp—Pro-Gly—
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Moot opolomoALkol SECHOL GUMHETEXOUV GTN SO TWV IPWTEIVWV;
Moot un-opoloToALKOL SEGHOL GUMHETEXOUV 0T SO TWV MPWTIEIVWV;
Metafl nolwwv opadwv avantucooviol;

Molecg eival oL KUPLOTEPEC SeUTEPOTAYELG SOMEC MPWTEIVWV;
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