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Transfer of genetic information from DNA to RNA to protein in prokaryotes and
eukaryotes
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Transcription and translation occur in separate compartments in the eukaryotic cell but in the
same compartment in the prokaryotic cell. Otherwise the process of translation is similar in all
organisms: An RNA called tRNA brings each amino acid to the ribosome, a molecular
machine that joins amino acids into a chain according to the information provided by mRNA.
Introduction to Genetic Analysis by Griffiths et al.

Transcription

Coding strand 5’ — CTGCCATTGTCAGACATGTATACCCCGTACGTCT TCCCGAGCGAARACGATCTGLGLTGE — 3'

DNA
Template strand 3' — GACGGTAACAGICIGIACATATGGGGCATGCAGAAGGGLICGLT 11TGCIAGACGCGACG — 5

5" — CUGCCAUUGUCAGACAUGUAUACCCCGUACGUCUUCCCGAGCGAAAACGAUCUGCGCUGE — 3’ mRNA
Introduction to Genetic Analysis by Griffiths et al.

One strand of the DNA double helix is used as template (the lower strand from 3’ to 5’ in our
example above) to synthesize RNA. RNA is complementary to the template strand.

So, given a template strand, the algorithm consists in changing every occurrence of :

A>UT>AC>G,and G~> C.
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Example: In the above example:

Template strand: 3’— GACGGTAACAGTC....
mRNA 5’— CUGCCAUUGUCAG.....

Note that because the above DNA is from a prokaryote organism, no post-transcription
processing (splicing of introns, capping, polyadenylation, etc...) are required to obtain the
mature RNA (mRNA).

Translation

Assuming we have a mRNA coding sequence (CDS), translation consists of using the genetic
code to translate (replace) every 3 bases (a codon) to one of the 20 amino acids. The process
starts with AUG and ends with one of the 3 stop codons: UAA, UAG, and UGA. The genetic
code is the dictionary for going from the world of bases (mRNA) to that of amino acids
(protein). The genetic code is used as a lookup table.

So, given a CDS, the translation algorithm consists in substituting every 3 bases of the CDS
in one of the 20 amino acids of the genetic code, starting with AUG and stopping at UAA,
UAG, or UGA.

The Genetic Code
Second letter
U c A G
uuu] UCU’ UAU} UGU } U
v uciPP ucc | uact™" uec S ¢
UUA‘_I_eu UCA UAA Stop UGA Stop A
UUG UCG | UAG Stop UGG Trp G
CUU’ CCU ) CAU}His CGU U
cuc ccc CAC CGC -
S M cua([le¥ ccaPro CAAL G, COA Arg fa =
o CUG | CCG | cAGJ ' GG G 3
- AUU ACU ) AAU AGU U @
7))
L, AUCllle ACC | anc JAsn agc |Ser ¢ =
a AUA ACA [ '™ AAA AGA} ae B
AUG Met ACG AAG}'-YS AGG J Ar9 IS
GUU GCU) GAU} Ay GGU U
g GYC|ly. GCCl,. GACI™P Gac| . —C
GUA['® Gca[™® GAA} cly GGA Y A
GUG GCG | GAGJ/ "™ GGG G

[Introduction to Genetic Analysis by Griffiths et al.]
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The amino acids can be represented by their full name, or 3-letter code (as in the genetic code
above) or as is the usual case in bioinformatics, one-letter code.

| Alanme Ala |A | Leucime Len |L
| Arginime |Arg |R | Lysine Lys
| Asparagme |Asn |N | Metlionme Tiet |I'»*I

|.'—"15]mrr1'-: acid Asp |I]' |P11-3-11‘_r'l£|ln1|1'.ue FPhe |F
| Cvsteme |Cys |C | Proline Pro |P
|Glutz|1m'c acid | Gla |E | Serine Ser |S
| Glutamme | Gln |Q | Threonme | Tle |T
| Glyeme Gly |'G | Tryptophan  Tip i'W
| Histudine His |H |

|

| Isolemcme | Ile |I

Tvrosme |Tyr | Y

Valine Val |V

Example:

mRNA 5’ --AUGUACACACGGCGCGACAGCCUUGCUACUGAGUAG--3’
Proten: ™~ Yy T R A N S L A T E *

Note that in the above example the mRNA sequence to be translated starts with AUG. The
translation is straightforward. In general, if we do not know where the start codon (AUG) is
we have to translate the sequence in all 6 reading frames: 3 reading frames from 5’ to 3’ and 3
from the reverse complement 3’ to 5°.
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