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Standard genetic code

AAs = FFLLSSSSYY**CC*WLLLLPPPPHHQQRRRRI I IMTTTTNNKKSSRRVVVVAAAADDEEGGGG
Starts = M- M- m

Basel = TTTTTTTTTTTTTTTTCCCCCCCCCCCCCCCC)

Base2 = CCCC/ TTTTCCCC, TTTTCCCC, TTTTCCCC,

Base3 = TCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAG

Frameshift Errors
ATGAAATTTGGAAACTTCCTTCTCACTTATCAGCCACCTGAGCTATCTCAGACCGAAGTGATGAAGCGATTGGTTAATCT

5"3"Framel MKFGNFLLTYQPPELSQTEVMKRLVN
5"3"Frame2 -NLETSFSLISHLSYLRPK--SDWLI
5"3"Frame3 EIWKLPSHLSAT-AISDRSDEAIG-S
3"5"Framel RLTNRFITSV-DSSGG--VRRKFPNF
3"5"Frame2 D-PIASSLRSEIAQVADK-EGSFQIS
3"5"Frame3 INQSLHHFGLR-LRWL ISEKEVSKFH
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Amino Acid Residue Clustering
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Secondary Structure (Helices)
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Secondary Structure (Beta-sheets)

Antiparallel beta-shest  The different types of

1 beta-sheet. Dashed lines
indicate main chain
hydrogen bonds.
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Parallel beta-sheet

The Ramachandran Plot.
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Two-residue beta-hairpin turns.

Beta-hairpin Turns on a Ramachandran Plot
Type I' Type II'

Two residue beta-hairpin turns.
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Side-Chain Atom Nomenclature Side-Chain Torsional Angles

N Two amino acid side
2818 chains to indicate the atom
naming convention. 0
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Secondary Structure:
Computational Problems

Secondary structure characterization
Secondary structure assignment
Secondary structure prediction
Protein structure classification



