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Vacherie B., Vallenet D., Médigue C., Rocha E.P.C. and

Denamur E. Organised Genome Dynamics in the

Escherichia coli Species Results in Highly Diverse

Adaptive Paths. PLoS Genetics, 5(1):e1000344+,

2009. 38, 39

308



REFERENCES

517. Bueno S.M., Santiviago C.A., Murillo A.A., Fuentes J.A.,

Trombert A.N., Rodas P.I., Youderian P. and Mora G.C.

Precise Excision of the Large Pathogenicity Is-

land, SPI7, in Salmonella enterica Serovar Typhi.

Journal of Bacteriology, 186(10):3202–3213, 2004. 38,

47, 82

518. Duncan B.K. and Miller J.H. Mutagenic deami-

nation of cytosine residues in DNA. Nature,

287(5782):560–561, 1980. 39, 70

519. Hudson R.E., Bergthorsson U. and Ochman H. Tran-

scription increases multiple spontaneous point

mutations in Salmonella enterica. Nucleic acids re-

search, 31(15):4517–4522, 2003. 39

520. Pearson T., Busch J.D., Ravel J., Read T.D., Rhoton S.D.,

U’Ren J.M., Simonson T.S., Kachur S.M., Leadem R.R.,

Cardon M.L., Ert M.N.V., Huynh L.Y., Fraser C.M. and

Keim P. Phylogenetic discovery bias in Bacillus

anthracis using single-nucleotide polymorphisms

from whole-genome sequencing. Proceedings of the

National Academy of Sciences of the United States of

America, 101(37):13536–13541, 2004. 39, 40, 41

521. Baker L., Brown T., Maiden M.C. and Drobniewski F.

Silent nucleotide polymorphisms and a phylogeny

for Mycobacterium tuberculosis. Emerging Infectious Dis-

eases, 10(9):1568–1577, 2004. 39

522. Ogura M., Perez J.C., Mittl P.R.E., Lee H.K., Dailide

G., Tan S., Ito Y., Secka O., Dailidiene D., Putty K.,

Berg D.E. and Kalia A. Helicobacter pylori Evolution:

Lineage–Specific Adaptations in Homologs of Eu-

karyotic Sel1-Like Genes. PLoS Computational Biol-

ogy, 3(8):e151+, 2007. 39

523. Yang Z. Inference of selection from multiple

species alignments. Current Opinion in Genetics and

Development, 12(6):688–694, 2002. 39

524. Fry A.J. and Wernegreen J.J. The roles of positive

and negative selection in the molecular evolution

of insect endosymbionts. Gene, 355:1–10, 2005. 39

525. Kryazhimskiy S. and Plotkin J.B. The Population Ge-

netics of dN/dS. PLoS Genetics, 4(12):e1000304+,

2008. 39, 92, 94

526. Rocha E.P.C., Smith J.M., Hurst L.D., Holden M.T.G.,

Cooper J.E., Smith N.H. and Feil E.J. Comparisons

of dN/dS are time dependent for closely related

bacterial genomes. Journal of Theoretical Biology,

239(2):226–235, 2006. 39, 70, 73, 94, 130, 181
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606. Bösl M. and Kersten H. A novel RNA product of the

tyrT operon of Escherichia coli. Nucleic Acids Research,

19(21):5863–5870, 1991. 105

312



REFERENCES

607. Li H., Handsaker B., Wysoker A., Fennell T., Ruan

J., Homer N., Marth G., Abecasis G., Durbin R. and

1000 Genome Project Data Processing Subgroup. The

Sequence Alignment/Map (SAM) Format and

SAMtools. Bioinformatics, 25(16):2078–2079, 2009.

107

608. Notley-McRobb L., King T. and Ferenci T. rpoS muta-

tions and loss of general stress resistance in Es-

cherichia coli populations as a consequence of con-

flict between competing stress responses. Journal

of Bacteriology, 184(3):806–811, 2002. 144

609. Dardonville B. and Raibaud O. Characterization of

malT mutants that constitutively activate the

maltose regulon of Escherichia coli. Journal of Bacte-

riology, 172(4):1846–1852, 1990. 144

610. Schnaitman C.A. and Klena J.D. Genetics of

lipopolysaccharide biosynthesis in enteric bacte-

ria. Microbiological Reviews, 57(3):655–682, 1993. 145

611. Wang L., Liu D. and Reeves P.R. C-terminal half

of Salmonella enterica WbaP (RfbP) is the

galactosyl-1-phosphate transferase domain cat-

alyzing the first step of O-antigen synthesis. Jour-

nal of Bacteriology, 178(9):2598–2604, 1996. 145

612. Sald́ıas M.S., Patel K., Marolda C.L., Bittner M., Contr-

eras I. and Valvano M.A. Distinct functional domains

of the Salmonella enterica WbaP transferase that

is involved in the initiation reaction for synthesis

of the O antigen subunit. Microbiology, 154(2):440–

453, 2008. 145

613. Coburn B., Grassl G.A. and Finlay B.B. Salmonella, the

host and disease: a brief review. Immunology and

Cell Biology, 85(2):112–118, 2007. 146

614. Bhan M.K., Bahl R. and Bhatnagar S. Typhoid and

paratyphoid fever. The Lancet, 366(9487):749–762,

2005. 146

615. Abdel Wahab M.F., Haseeb A.N., Hamdy H.S. and

Awadalla Y.A. Comparative study between paraty-

phoid A and typhoid fever cases. The Journal of the

Egyptian Public Health Association, 71:539–551, 1996.

146

616. Vollaard A.M., Ali S., Widjaja S., Asten H.A., Visser

L.G., Surjadi C. and van Dissel J.T. Identification

of typhoid fever and paratyphoid fever cases at

presentation in outpatient clinics in Jakarta, In-

donesia. Transactions of the Royal Society of Tropical

Medicine and Hygiene, 99(6):440–450, 2005. 146

617. Sinnott C.R. and Teall A.J. Persistent gallbladder

carriage of Salmonella typhi. The Lancet, 1(8539), 1987.

146

618. Brodie J., Macqueen I.A. and Livingstone D. Effect

of trimethoprim-sulphamethoxazole on typhoid

and salmonella carriers. British Medical Journal,

3(5718):318–319, 1970. 146

619. Jacobs M.R., Koornhof H.J., Crisp S.I., Palmhert H.L. and

Fitzstephens A. Enteric fever caused by Salmonella

paratyphi C in South and South West Africa. South

African Medical Journal, 54(11):434–438, 1978. 147, 179

620. Selander R.K., Beltran P., Smith N.H., Barker R.M.,

Crichton P.B., Old D.C., Musser J.M. and Whittam T.S.

Genetic population structure, clonal phylogeny,

and pathogenicity of Salmonella paratyphi B. Infec-

tion and Immunity, 58(6):1891–1901, 1990. 147

621. Cherry W.B., Davis B.R. and Edwards P.R. Observa-

tions on the types and typing of Salmonella paratyphi

B cultures in the United States. American Journal of

Public Health and the Nation’s Health, 43(10):1280–1286,

1953. 147

622. Le Minor L., Beaud R., Laurent B. and Monteil V.

Salmonella possessing the 6,7:c:1,5 antigenic fac-

tors. Annales de l’Institut Pasteur. Microbiologie,

136B(2):225–234, 1985. 147, 178

623. Barker R.M. Utilization of d-tartaric acid by

Salmonella paratyphi B and Salmonella java: compari-

son of anaerobic plate test, lead acetate test and

turbidity test. The Journal of Hygiene, 95(1):107–114,

1985. 147

624. Giglioli G. Agglutinins for the Typhoid-

Paratyphoid Group in a Random Sample of the

Population of British Guiana. The Journal of Hy-

giene, 33(3):379–386, 1933. 147, 179

625. Old D.C., Yakubu D.E. and Senior B.W. Character-

isation of a Fimbrial, Mannose-Resistant and

Eluting Haemagglutinin (MREHA) Produced by

Strains of Salmonella of Serotype Sendai. Journal of

Medical Microbiology, 30(1):59–68, 1989. 147

626. Chau P.Y. and Huang C.T. Biochemical characteriza-

tion of H2S-positive Salmonella sendai strains iso-

lated in Hong Kong. Microbiology and Immunology,

23:125–129, 1979. 147

627. FoodNet-Foodborne Diseases Active Surveillance

Network. Online, http://www.cdc.gov/foodnet/. 147

628. Selander R.K., Beltran P., Smith N.H., Helmuth R., Ru-

bin F.A., Kopecko D.J., Ferris K., Tall B.D., Cravioto A.

and Musser J.M. Evolutionary genetic relationships

of clones of Salmonella serovars that cause human

typhoid and other enteric fevers. Infection and Im-

munity, 58(7):2262–2275, 1990. 147
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