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E. coli K12-MG1655 | | | 0 50 0~
E. coli K12-W3110 | | | 0 70 0
E. coli DH1-ME8569 | | | 0 10 0 O
0 system E. coli K12-DH1-ATCC33849 - - 0o 70 o [JCommensal
. 1 system E. coli K12-DH10B - - - 0 60 0
E. coli BW2952/MC4100 | [ | | 0 6 0 O
B 2 systems E. coli UMNF18 - - - 1120 0 “m IPEC
E. coliP12b | | | | 0 70 1 ?
E. coli H10407 | | | 0 10 0 O IPEC
E. coli UMNK88 N BN . | mm 1 800
1 E. coli ColiB-REL606 | | | 0 701
E. coli BL21(DE3) ™ - - 0 80 1
10 E. coli BL21(DE3) | | | 0 6 0 1
E. coli BL21-Gold(DE3)pLysS AG - - - - 0 701 Commensal
L E. coli ColiC/ATCC8739/DSM 1576/Crooks - - - 0 70 0
E. coliHS | | | m mm 0 70 1
100 S. boydii CDC3083-94/BS512 (serotype18) ™ ™ 0 50 1
‘IE S. boydii Sb227(serotype4) - - 0 50 1 Shigeliosis
1001 S. sonnei Ss046 [ | | B mm 0 40 1 9
S. sonnei 53G | | - om0 701
100 86, E. coli SE11 | | | om0 801
1 o E. coli 1AI1 - - [ ] B mm 0O 60 1
E. coli KO11FL | | | 0 80 1
. 10| E coli W-KO11FL-ATCCS5124 - o B mmEm O 60 1 Commensal
m E. coli W-ATCC9637 | | | mm mm 0 70 1
E. coli W-KO11-ATCC55124 | | | mm mm 0 8 0 1
E. coli 2009EL-2050 I O . | 114 0 1
E. coli 2009EL-2071 E BN . - mm mm 1 130 1
100f E. coli 2011C-3493 I O . | m mm 1 1401
= E. coli 55989 | | | B mm 0 11 0 1 IPEC
E. coli 12009 [ B BN [ M1 90 1
E. coli E24377A | | | B mm O 10 0 1
100 | 100 E. coli 11128 - . - w1l 501
E. coli 11368 - . | | | 1100 1
S. flexneri 8401(serotype 5b) | - 0 40 1
100 S. flexneri 2457 T(serotype 2a) - 0 60 0 Shigellosis
S. flexneri 2002017 - - 010 0 0 9
S. flexneri 301(serotype 2a) - | - 0 90 1
E. coli EC4115 - O . . - e e mm 2 81 3
E. coli TW14359 N BN B . O w2 71 2
E. coli Sakai - EE B . B OB B Em 2 10 1 2
100 E. coli EDL933 I . I = . 2 111 2 IPEC
E. coli Xuzhou21 ~r OB W W 2 101 2
L10o | E. coli CB9615 N N = . O e w1111 2
E. coliRM12579 I BN . Bl 911
S. dysenteriae Sd197 N = . | 1 500 Shigellosis
E. coli 536 N . a2 711
E. coli CFT073 N B . | B Em 3 10 0 1 EXPEC
E. coli Di2 - . . [ B Em 2100 1 X
E. coli Di14 | | 2 10 0 1
E. coliABU83972 N BN . a3 911 Commensal
E. coliAPECO1 | | | = mm 0O 7 0 2 ExPEC
E. coli S88 EE B . | M w1l 60 2
E. coliUM146 | . 1 51 2 IPEC
E. coli UTI89 N B . B B w1 51 2
E. coli IHE3034 - == mmmm 0 60 2 ExPEC
E. coliED1a - - [ M mm 0 6 0 5 Commensal
100 E. coli LF82 | | | 0 501 IPEC
E. coliNRG857C | | | B mm 0 50 1
100~ E. coli SE15 | | | B mm 0O 70 1 Commensal
E. coliNA114 | ] | w0 70 1 ExPEC
E. coli E2348/69 | - . | | 0 301 IPEC
E. coli SMS-35/SECEC | | | | 0 90 3 Commensal
1004 E. coli CE10 N B B . | | 1 70 2
E. coli IAI39 | | | | 0 6 0 1 ExPEC
E. coli UMNO026 N BN B . | - mm 1 12 0 1
11 E. coli 042 N BN B . | - mm 2 12 0 2 IPEC
E. fergusonii ATCC 35469 H B . - Hm Em 2 501
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