
Fig. 25. Classic attenuation regulation of genes ilvB and  ilvI in α-proteobacteria. Designations as in Figure 4. 
 
RD1_ilvB       ***************************AUGACCGAACUAGUCGUCAUUGUGAGAAACACGCGCAUGGGCCGGUAACGGUAGACCAUAGUCUG**ACCCAUGCGCCCCCGCC********AAGACCGGGGGCUUUUUUGUGCGCAAAAGAUAACGGGC 
RSK20926_ilvB  ***************************AUGAAAGCCCUAGUCGUAAUCGUAGGAACCAAGCGCAUGGGCCGGUAACGGUAGACCACAAUCGA**ACCCAUGCGCCUCCCCUG******ACAAAGCGGAGGCUUUUUUUAUGCGUAACAGACGAUGUC 
RTM1035_ilvB   ***************************AUGGACACACUCGUAUUCAUCGUAGGUAAGUGGCGCAUGGGCCGGUAACGGACACCCUUCGGGUC**CCCCAUGCGCCCCCGG*********AAAACCGGGGGCUUUUUUAUGCGACUUGAAUUGACGUC 
NAS141_ilvB    ************AUGACAGAUCUAGCUUUGACAGAUAUCGUCGUCAUUCUAAGACACACGCGCAUGGGCCGGUAACGGCAGACCAUAAUAGU**CACCAUGCGCCCCCGUC*******AAAAUCGGGGGCUUUUUUUUGCGCAACGUAUUUUUUGAU 
TM1040_ilvB    ***************************AUGGCUCGGCUAGUCGUAAUUGUAGGACACACGCGCAUGGGCCGGUAACGGUAGACCAUAAUCGA**ACCCAUGCGCCUCCGAUCC****UCAAAAUCGGGGGCUUUUUUAUGCGAUACACACUGACGUU 
OG2516_ilvB    ***************************AUGGCCGACGUACUCGUACUUAUCAGGGAUUGGCGCAUGGGCCGGUAACGGUUGACCAUAUCUGGUACCCCAUGCGCCUCCGAG*******AAAGUUCGGGGGCUUUUUUGUGCGUGAAACGACGGACGU 
OB2597_ilvB    ***************************AUGACCUCGCUAGUGAUCGUAGUAGGAGCUUGGCGCAUGGGCCGGUAACACCGGAACCCCAAGAGGACCCCAUGCGCCCCCGG******AAAACUCCCGGGGGCUUUUUUGUUGGUACGGUACGGCGAUU 
SKA53_ilvB     ***************************AUGAUUGUCGUCGUACUAAUCGUGGAUCACAUGCGCAUGGGCCGGUAACGGAUUUUCCAUAAUGA**CCCCAUGCGCCCCCGAC********AAAAUCGGGGGUUUUUUUAUGCCGGAUGCAACGAAACG 
SSE37_ilvB     ***************************AUGAUCACUCUAGUAGUCAUCGUAGGAGAAAGGCGCAUGGGCCGCUAACGCGGACACCCUACCAGGUCCCCAUGCGCCCCCGUC******AGCCGAACGGGGGCUUUUUUUUGCCCGCUGCCCACGUGGC 
Dshi_ilvB      ***************************AUGCCCCGUAUUGUCGUACUCGUAGAAAACAGGCGCAUGGGCCGGUAACGGACACCCUUCCGAU**CCCCCGUGCGCCCCCG*******AAAACGACCGGGGGUUUUUUUAUGCCCAACCGCAACGACCC 
Jann_ilvB      ***************************AUGUCCGACAUUCUCGUACUUGUAGGACAAAGGCGCAUGGGUCGGUAACGGCAUCCAUAAUUGGA***ACCAUGCGCCCCCGGA******UAACCUCCGGGGGCUUUUUUUUGCAUUAUAUAUUCGCACA 
Rsph17025_ilvB ***************************AUGCCUGGUGUCGUACUUCUUGUAGGAAAGCUGCGCAUGGGCCGGUGACGGUUGACCAUAAUCGG*UUCCCAUGCGCCCCCG*******AGUGAAACCGGGGGCUUUUUGUUGCGCGGAUCGCGCGGCCC 
RB2654_ilvB1   ***************************GUGGAAAGCCUUGUAGUCAUCGUAGGAUAUAGGCGCAUGGGACGGUAACGGACCCCUGAA***GGUUCCCCAUGCGCCCCCGAC******AGAAAAUCGGGGGCUUUUUUAUGACCGGAGAUACGGGCGC 
RB2654_ilvB2   ***************************AUGAACGACAUCCUCGUCCUAGUCAGAACCAAGCGCAUGGUCCGGUAACGGAAAUCCAUAA**UGGAAACCAUGCGCCCCCGAC**********AAUCGGGGGUUUUUUUAUGUUUAAAGACGUCAAGUG 
. 
FP2506_ilvB    *********************AUGACGAACACGACCAUUCUCGUAAUCGUACGAAGGCGCACACGACCGGCAGCGUAGCUGCCAGGCGAAUGCCACGUGUGCGC*GAAGACAGGGGCCCUCCAGAGGCCCUUUUUUUAUGCUUGCACUUGGUCGGAA 
BAB1_ilvB      ************************AUGAACACGAUCAUUAUUCUUGUAGUACGGGCGCGCAUGGGCAGGGUGGUGUAACCACCCGGCGAAAGCU*CCCAUGCGCGAAAGACAGGCUCCCUC***GGGGGCCUUUUUUAUUAUCCAAAUCAGAAAUGA 
Oant_ilvB      ************************AUGAACACGAUUAUUAUUCUUGUGGUACGGGCGCGCAUGGGCAGGAUGGUGUAACCAUCCGGCGAAAG*CUCCCAUGCGCGAAAGACAGGCUCCC***UCGGGGGCCUUUUUUAUUAUCCAAAUCAGAAAUGA 
SI859A1_ilvB   ************************AUGACAAAGAUCAACAUUCUCGUAGUAGGACGGCGCACACGCGAGGCGGUCUAGGGACCGCCCGGCGAGA*GCCACGUGUGCGCAACUCAAAGGGCCCCAGCGGCCCUUUUUUAUUGCGCCGAGUUCCGACAC 
SIAM614_ilvB   ***************************AUGUCGCUCAUUCUAGUAGUAGUAGGAAAGCGCGCCUCCGCGGCGGGAUGAACCCCGUACGGA****CAGGAUGGCGCGCGACCAAGGCUCCC**AAAGGGGCCUUUUUUUGUACCCGCCUCCUGACUUC 
Atu_ilvI       *********************AUGAAAAAUCUUAACGUACUUAUCGUGGUGGGACGGCGCAUGGGCAGGAUGGUAUAACCAUCCGGCGAAAG*CACCCAUGCGCUGAAC**GAGGCUCCUC**UAGGGGCCUUUUUUUAUGUCUUCAAACAGGCCCU 
SMc_ilvI       *********************AUGAAAAAUUUCGCGGUUAUUCUUGUGGUGGGACGGCGCAUGGGCAGGGUGGUGUAACCAUCCGGCGGUAGCCACCCAUGCGCUGAAC**GAGGCUCCUG**ACGGGGCCUUUUUUUAUGCCUUCAAACACGUUAU 
RHE_ilvI       *********************AUGAAAAUCGCAACGGCUCUUAUCGUGGUGGGAAAGCGCAUGGGCAGGAUGGUGUAACCAUCCGGCGACAGCCACCCAUGCGCUAGAUGACAGGCUCCU***CCGGGGCCUUUUUUUGUGCCCGAAUUUCGGGCUU 
ml_ilvI        ***************************AUGAAAAAGGCACUUAUCCUGGUGGGAAGGCGCGUGGGCAAGGCGGUGUAACCGCCGGGCGAAAACCUCCCAUGCGCAACACAU*AGGCUCCC**UCGGGGGCCUUUUUUAUU***************** 
BRAD_ilvI      ************AUGCGCAAUUUUAUUGCCAUUCUCCUUAUCGUAGUCGUACCCAGGCGCAUCGCCGGGGAUGGCUAGCGGCCAUCCAAAAU***CCGAGCGGUGCGC**AGGGCCUUCC****AGGGCCCUUUUUUAUUGCCCGAACCGACCCCGA 
blr_ilvI       ************AUGCGUAACAUUAUUACCAAACUCCUUAUCGCCGUCGUACCCAGGCACACCGCCGGGGAUGGCUAGCUGCCAUCCACAUG***ACAGGCGGUGUGCAUGGGCCCUCUU****CGGGGCCUUUUUUAUUUCCCGAACCCGACACGA 
Xaut_ilvB      ************************AUGCGCAAGAUCGUUAUUCUUCUCGUAGGGUGGCGCGCCACUUUUUGUCCAGCCUGAGGGCUGCGGCAG**ACGAGGUGGCGCGUGACGAGGGGCC*UUCGGGCCCCUUCGUCGUUUCUGAAGGGCCUCGGCC 
Mext_ilvB      ***************************AUGCGCACGGUUCUUAUCGUAGUGGAAGCGCCACAGACGGGGCGGGCUUGAUCUCAAGCCUGACAGGCCCGGUCGGUGGCGCAUGCAGGGUCCCUC*GGGGCCCUUUUUUAUUGCGCGAAAUCCAGCGGG 
M446_ilvB      ***************************AUGCGCGCGGGUCUUAUUGUAGGGUGGGCGCCACGGACGGGGCGGGCUUGAGAGACAGCCCGUGAGCCCGCCGGUGGCGCAUG*CAGGGUCCUUC**GGGGCCCUUUUUUAUUGCCCGAACCGGCCGCUG 
AZC_ilvB       ************************AUGCGCAACUUCAUUAUCCUUCUUGUACGUGAGCGCGCCAUCGUCGCGGCGGCCUGACGGGCCGUCCGGG*GACAGGUGGCGCGCGAUCAGGGGCC*UUCGGGCCCCUUCGUUGUUUCUGGAGCUCGGCUCCG 
CC_ilvI        ***************************************AUGAUCGUACUUAUGGAGCGGCCGUUCGCGGGGUGACCUCGAAGUCACG**UCGUAGCUCGGUCGCGCGCGCAAAGGUCCU***UCGGGACCUUUUUUCUUUUCCAGCCCCCUCUUCC 
Magn_ilvB      ************************AUGCGCACGGUUCUUAUCGUAGUGGAAGCGCCACGGACGGGGCGGGCUUGAGGACAAGCCCGGCA*GGCCCGGUCGGUGGCGCAU*GCAGGGUCCC**UCGGGGCCCUUUUUUAUUGCGCAAAAUCCAACGGG 
RPE_ilvB       ************AUGCGCAAUUUUGUUACCCAACUGCUUAUCAUCGUACCCAGGCGCACCGCCUUGGGUGGCUGACGCCAUCCAUGA**********CAGGCGGUGUGACGGGGCCUG*****ACCGGCCCUUUUUUAUUGCCCGAACGACAUACGC 
NB311A_ilvB    ******AUGCGCAAUUUUGUUAUCAAGAACCUUGUUCUGAUCCUCGUAACUCGGAACACCGCCCAGGAUGGCUAAGCCGUCCGAAGGGA********AAGGCGGUGUGCCGGGGCCC*****UUCAGGCCCUUUUUUAUUGUUUGCGACGCUGGCGG 
Nwi_ilvB       ***AUGCGUAAUUUUGUUACCAGAGAUCUUGUUCCGGUGGUCGUCGUUUCCGGGAGUGCUGUCUGGCGCGGUUGAGCUGUCCCAAU********CAAGGGGCGGUGCGCCGGGCCCU*****CCAAGGGCCUUUUUUCUUAUCCGUGACGGUGGCAA 
Nham_ilvB      ******AUGAGCAACUUUGUUACCAAGAUCGUCCUUGUUAUCGUCGUACCCCGGAGCACCGCCCGGGGCGGCUGAGGCCGUCCCAAU********CCAAGGCGGUGUGCCGGGGCCC***UUCAGAGGCCCUUUUUUAUUUCUGCGAUGCAGCGAUC 
SAR11_ilvB     ************AUGGAUGUGUUGGUAUUAGAGCAAAAGAUCCAAGUGAAUUGGAUGAAAAAAUUGAAGAAAUGAUUAACACAGAUAGACCUGUUAUUUUUGACUGUCUUGUAGAUCAAGGAGAGAAUUGUUUUCCAAUGAUCCCAUCUGGAAAACC 
HNE_ilvB       AUGCCUGAACUCCCAAGAUUGAGGAAACGCCAAGUGCGCGCAUAUAAAGUAGUAAUUCUUAAGUGCCCGUAGCUGCCCUUCGACCA*GGCAGUUGCGGGUGCGCGCACAAAAGGGCUUCCUCCGGGAGCCCUUUUUUCUUGGUCCCUUUGCUCUUUU 


