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Correspondences among genes, proteins, and structures

Apparent Morphological features, functions,

mol wt (10°) pl Gene or comments

65 6.8-7.3 flaAll.l* M ring? Base plate for
energy-transducing and
switching proteins?

60 5.0 faWe Junction between hook and
filament; absent in
polyhook-basal body
complexes; found as HAP1
in hooks from filamentless
mutants

58 4.8 H2! Flagellar filament, 1,2 antigen

53 52 Hi! Flagellar filament, i antigen

42 4.7 fAaFVve Hook protein

38 ca9 flaF1x* P ring portion of outer

cylinder?
32 4.5 faFVI Rod?
30 4.6 flaFvIl® Rod?
27 7.5 flaFvVII? L ring and wall portion of
outer cylinder?
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Figure 7-6 Amino acid analysis.



Figure 7-7  The amino acid sequence of a polypeptide chain.
CNBr
fragments
CNBr CNBr
A4
Phe—Trp Gly—Ala— [§88LeuPro— Mét™AspGly  Bfg#Cys Ala—GIn
Trypsin trypsin trypsin
fragments ‘ ‘

Figure 7-8¢ The generation of the gas phase ions required for the mass
spectrometric analysis of proteins. (¢) By fast atom bombardment (FAB).

(e) Fast atom bombardment (FAB)
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Figure 7-8a The generation of the gas phase ions required for the mass
spectrometric analysis of proteins. (a) By electrospray ionization (ESI).

(a) Electrospray ionization (ESI)
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Figure 7-8b The generation of the gas phase ions required for the mass
spectrometric analysis of proteins. (b) By matrix-assisted laser desorption/ionization
(MALDI).
(b) Matrix-assisted laser desorption/ionization (MALDI)
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Figure 7-9 The ESI-MS spectrum of the 16,951-D horse heart

protein apomyoglobin.
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Figure 7-10 The use of a tandem mass spectrometer (MS/MS) in amino acid Figure 7-10 The use of a tandem mass spectrometer (MS/MS) in amino acid
sequencing. sequencing.

(a) Electrospray ionization tandem mass spectrometer (a) Electrospray ionization tandem mass spectrometer
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Figure 7-11 The tandem mass spectrum of the doubly charged ion of
the 14-residue human [Glu']fibrinopeptide B (m/z = 786).
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