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Figure 2.35

pET-15b sequence landmarks

Bou1 1021 267

T# promater 453-459 EcoRl 5706 BamHI 319
T7 transcription start 452 Aatll 5635 Clal 24 Xhol 324
His-Tag ceding sequence I67-360 Sspl 5517 Mdlel 331
Misltiple cloning sites Mool 363
{Nidel - BarmtHI) 319-335 I 494
T7 terminator 213-259 p jﬁ:?; ]5] %3, SgrAl 53;'#
pBR322 origin 3882 Vil Sl 691
hla coding sequence 45643-5500 Pstl 4958 ool 751
Heal 4774
Fam1 1051 4713 it 359
Ml 1216
Heil 1230
ol BES-1945 HBetEll 1397
o fmgl 1425
Alidl 4236 ! P Apal 1427
BssHIN 1627
Hpal 1722
RspLLITT1 3820 faahl Moy
Sapl 57 PhAl 2061
Bst1107] 35971
Accl 359074 Fagl 2184
Bsofl 35742 Nrul 2319
Teh1111 3565 : Biphdl 2399
Hpu 0l 2526 Berml 2704
Macl 2791
Hall T7 promoter lac operator Kihal HA%

| o=l ] 1
AGATCTCOATCOCOOGAAAT TAATACCACTCACTATACGLGAAT TGTOACCCGCATAACAAT TCCCCTCTAGAAATAATTT TOTTTAACTTTAACAAGCALA
Meal His-Tagy Ml Ahal  RamHl

— 1 [ ] ST & R i
TATACCATOOOCAGCAGECAT CATCATCATCATCACAGCAGCGLCCTOOT GECOOGOONCAGCCATATGCTCGAGGATCCCOCTOL T AACAAALCCLLA
MeiGlySerSerHisHiiHitHisHI sHi :.Sllri-e'rGI].'ll.l:'u".":l IProArgs! y.E-:-rIHi shatLewGludspProal aalassnbysAladrg

A1 1021 Thrombdn T7 tegminatar

[ 1 [ = ]
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Figure 3.1

Flate 3

hedivm supplements
¢ Histicline ¢ Histidine — Histidine
¢ Biotin - Biotin + Biatin
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Table 3.1

TABLE 3.1 Some resistance mutations

High concentrations of
valine, no isoleucine

Substance Toxicity Resistance mutation
Bacteriophage T1 Infects and kills Inactivates tonB outer membrane
protein; phage cannot absorb
Streptomycin Binds to ribosomes; inhibits Changes ribosomal protein 512
translation so that it no longer binds
Chlorate Converted to chlorite, which is Inactivates nitrate reductase,

toxic

Feedback inhibits acetolactate
synthetase; starves for isoleucine

which converts chlorate to
chlorite

Activates a valine-insensitive
acetolactate synthetase
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Figure 3.3

Culture 2
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Figure 3.4
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Figure 3.5
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Table 3.2
W_The Luria and Delbriick experiment
Experiment 1 Experiment 2
Aliquot no. No. of resistant bacteria Culture no. No. of resistant bacteria
1 14 1 1
2 15 2 0
3 13 3 3
4 21 4 0
5 15 5 0
6 14 2] 5
7 26 7 0
) 16 8 5
9 20 9 0
10 13 10 6
11 107
12 0
13 0
14 0
15 1
16 0
17 0
18 64
19 0
20 35




Figure 3.6
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Table 3.3

TABLE 3.3 The Newcombe experiment

Mo. of resistant colonies”
Incubation time (h) No. of bacteria plated Ending no. of bacteria unsp sp
5 s51x10! 2.6%108 (plate 3) B (plate 1) 13 (plate 2)
6 51x=10¢ 2.8 % 10° (plate 6) 49 (plate 4) 3,719 (plate 5)

“umsp, unspread; sp, spread,




