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The cis/trans test assigns mutations to genes
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UrpA44B left of rpA223
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KonnunHeapHocTb reHa u 6enka
(Brenner, 1964)

Position of stop mutations in phage T4 head protein gene
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Length of phage T4 head protein peptide from each stop mutant
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KonnunHeapHocTb reHa u 6enka
(Yanofsky, 1967)

Colinearity of gene and protein

4.2 map units

Position of mutations on genetic map
A38 A21B A3 A11A33 A446 A48T A223 A23 A46 AT87AT8 A58 A169 AJ6
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1 15 22 49 Position of amino 175 177 183 21'1 213 234 234 243268
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Genomes have nucleic acids

Genome Gene Number  Base Pairs
Organisms 19
Plants <50,000 <10
Mammals 100,000 ~3 x 108
Worms 14.000 ~108
Flies 12,000 1.6 x 10°
Fungi 6.000 1.3x 107
t C Z() O Bacteria 2-4,000 <107
Mycoplasma 500 <10
dsDNA Viruses
Vaccinia <300 187,000
Papova (SV40) ~6 5,226
Phage T4 ~200 165,000
ssDNA Viruses
Parvovirus 5 5,000
Phage fX174 11 5,387
dsRNA Viruses
Reovirus 22 23,000
ssRNA Viruses
Coronavirus 7 20,000
Influenza 12 13,500
TMV 4 6,400
Phage MS2 4 3,569
STNV 1 1,300
Viroids
PSTV RNA 0 359
Scrapie
Prion ? ?
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Opuouecnoueunsie PHK-Bupycel

* II0JIOKUTEIbHBIC (IOJIHOBUPYC)
* OTpUILIATEIILHBIC (BUPYC TPHUIIIA)
e perpoBupycsl (Bupyc CIIN]a)
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* PECTPUKTA3BI U CAUTHI PECTPUKIIUU
* JIMrasa
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