Table 1

Chromosomal locations of IS elements in E. coli B strain.
Data are provided on the positional correspondence between IS elements in B and those in K-12, and on the similarity of adjacent sequences in B with those from K-12.  Comparisons with the O157:H7 EDL933 and Sakai map positions are also included.  To denote a particular IS element in the B strain, the element’s name is followed by an identifying numeral; for example, IS1-1 is one of 20 IS1 elements in the genome.  Thirty-five of the 38 IS elements in B were mapped; despite several attempts, one IS1, the only IS2, and the only IS30 are missing from these data. 

IS name
Gene location
Target site a
Map position b
Presence of corresponding IS in K-12 c and similarity of adjacent sequences between B and K-12 d

IS186-1
hokC-sokC
+ 9 bp
0.3
Yes (IS186-A)

85 % (722/849)

IS1-1
phoE
+ 9 bp
5.6
No

98.9 % (1,250/1,263)

IS1-2
Between yaiO and tauA
( 4,215 bp
8.2-8.3 e
No (IS2-A in the deleted region)

98.8 % (1,246/1,260)

IS1-3
Between ykiA and yaiD
+ 9 bp
8.8 e
No

98.6 % (1,453/1,473)

IS186-2
Between clpX and lon
+ 10 bp
9.9
No

100 % (1,260/1,260)

IS1-4
nmpC
+ 10 bp
12.4 e
No (IS5-B in same gene)

95.5 % (620/649)

IS1-5
IS150-1
( 232 bp
13.1 e
No

100 %

IS150-1
Between ybdK and IS186-

3 (hokE-sokE)
( 163 bp
13.1 e
No

100% (624/624)

IS186-3
Between IS150-1 and entD

(hokE-sokE)
+ 9 bp
13.1 e
Yes (IS186-B)

100 % (967/967)

IS1-6
ybdN
+ 9 bp
13.7
No

99.8 % (505/506)

IS1-7
citC
( 290 bp
14.1
No

99.5 % (1,268/1,274)

IS150-2
gltL
+ 3 bp
14.7
No

100 % (721/721)

IS3-1
Between ycdT and ycdV
( 1,718 bp
23.6 e
IS3-D near ycdT
99.2 % (953/960)

IS1-8
ycfX
+ 9 bp
25.4
No

99.4 % (1,196/1,203)

IS1-9
yciQ
+ 8 bp
28.5
No

99.1 % (1,105/1,114)

IS3-2
tynA
Duplication 

of 211 bp or 

more complex 

rearrangement
31.6 e
No

99.5 % (211/212)

IS1-10
Between gapC and cybB
+ 9 bp
32.1
No

98.8 % (1,257/1,272)

IS186-4
yeaR
+ 6 bp
40.5
No

98.4 % (934/949)

IS1-11
wbbD (rfb cluster)
+ 9 bp
45.2 e
IS5-I in equivalent position

100 % (615/615) f

IS1-12
gatZ
+ 9 bp
46.9
No (IS3-E and IS5-J in 

operon)

98.5 % (1,247/1,266)

IS1-13
Between ompC and rcsB
( 4,173 bp
49.8
No

100 % (208/208)

IS1-14
yfhD
+ 8 bp
58.1
No

99.8 % (1,212/1,214)

IS150-3
Between cysH and ygcB

(hokX-sokX)
+ 3 bp
62.2
No

97.6 % (410/420)

IS186-5
ygcB (hokX-sokX)
( about 8 kb
62.2
No

100 % (242/242)

IS1-15
fucA
+ 9 bp
63.2
No

93.8 % (995/1,061)

IS3-3
Between yqeH and ygeQ
( 10,208 bp
64.4-64.6 g
No (IS2-H in the deletion)

99.1 % (771/778)

IS1-16
yfhS
+ 9 bp
75.5
No

99.8 % (968/970)

IS150-4
hokA-sokA
( 39 bp (also 

in K-12)
80.2
Yes (one IS150 in K-12)

100 % (440/440)

IS150-5
Between rbsD and trkD
+ 3 bp
84.7
No

99.4 % (715/719)

IS4
Between yjgZ and yjhB
+ 12 bp
97 e
Yes (one IS4 in K-12)

99 % (1,337/1,345)

IS1-17
Between sgcR and a sequence homologous to one from Shigella flexneri h
No duplication
97.5 e
No

99.8 % (599/600)

IS1-18
fimB
+ 8 bp
97.8
No

100 % (1,141/1,141)

IS1-19
Between mcrD and yjiQ
( 5,923 bp
98.4-98.6 e
No

98.4 % (1,019/1,035)

IS3-4
E. coli B-specific sequence h
+ 3 bp
unknown
No

IS3-5
Between a sequence homologous to an O157:H7 EDL933 O-island and an E. coli B specific sequence h
+ 2 bp
unknown
No

a Target site duplication (+) or deletion (().

b In minutes, based on the E. coli K-12 map [39].

c K-12 elements from [39] and, for hok-sok loci, [29]. When an IS element is present at the same position in K-12, its name is shown in parentheses.

d Percent similarity of corresponding DNA fragments between E. coli B and K-12.  Parenthetical figures provide the number of identical bases and the total number sequenced.

e A specific DNA fragment  (phage DNA or O-island) is found at the corresponding location in E. coli O157:H7 EDL933 [20] and Sakai [21], instead of the IS element.

f This similarity is expressed relative to E. coli O7:K1 (not E. coli K-12).

g In this particular case, a specific DNA fragment is present at this position only in the O157:H7 EDL933 strain. In the O157:H7 Sakai strain, this position is identical to E. coli K-12.

h The sequences of the fragments specific to E. coli B have been deposited in the EMBL database under the accession numbers AJ488934, AJ488935, and AJ488936, respectively.

