Coding for Protein

How to read an RNA codon to code for an amino acid and build a polypeptide chain. The START codon or AUG for MET
or methionine begins the process of Translation and it continues until a STOP codon is reached. The code has been
presented in two different ways but both give you the same result. Choose which works best for you to read and use.
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A TATA box is a DNA sequence that indicates where a genetic sequence can be read and decoded. ...
Proteins called transcription factors can bind to the TATA box and recruit an enzyme called RNA polymerase,
which synthesizes RNA from DNA.

Single uncoiled DNA STRAND. Draw the mMRNA made from this strand of DNA

PROMOTER

DNA CCCAGGGATATAGTTATTACCATGCCCTCACTGGGCCCCGCTAAGGC

RNA

Same strand continues on second line

DNA AAAAACAATGAACTCTTTCTTACACACGGGGGCCTCACGCGCCCAUU

RNA

Find the START CODON and rewrite the mRNA from START to END codon

MRNA

Read the CODONS in the mRNA to determine which amino acids to link together into a polypeptide chain
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