1 ACTGAATGGGCAACACTAAAGACCCCIGCTTTAAGTACTGGATGGGACTGGGTATTCATTGAGCAARATGGGTCCGCTAGCTTARAAACGA 90

91 ATTGGCCTGCCGAGAAGCAATATCATGATCGTTIGATGTATCTIGGTACAGATATTGGATITGATGTIGACTGGATCATTAATCGAGAAGAAA 180

181 ATTGACAGCCTGITCTGGGAACAGTTICATTITATGCCCAAATCAATACAAGATTAACAAAGTCTAAATTGAGCCCTAATTITICICCTAGCAA 270

271 CCIGTAARTTTITTACAGTTACCGCCTICTTAGCTGTICAGTAAAGTCACATCAAAAATAAGTGGAAGCACTTGTAATGAATATTIATIGCT 360
lux box -35 -10 S.D. BN X I X

361 GGATTTCAAAACAATTIITCAGAAGGCTTATATACCAAATTTAAAAGTTACCGCTACAAGGTGITIGTITGAACATTITGGGATGGGAGTTA 450

&6 Q8 8 E§ BE 6 L ¥T X FX S¥ R¥K Y EVYEBRB L GWE L
451 AACTGTICCACATAATGAAGAATTAGATCAATTIGATAAAGT CGATACAGCTTACGTICGICG CTICAAGACAGAGAGTC CCAATATTATTGET 540

¥ C P ANER DA EFEDENDITAETVVYAODPDARESEEI I G
541 TGIGCCAGATTACTACCTACAACTCAACCGTATTTACTGGGTGARATATITCCTCAATTAATGAATGGAATGCCTATTICCCTGCTCACCA 630
C A RENEITITAQR2YII EETIT T RPRAGIREGCNEDP ERCS Y
631 GAAATTTGGGAACTCTCAAGGTTTTCIGCCGTAGATTTCTCGAATCCACCTACCACAGCGACTCAAGCAGTATCATCACCTGITICGATT 720
E I WE & SEEFSAYTHESFREPETTATOGOAYS SPVESE
721 GCCATTCTGCAAGAAGCAATTAACTITGCAAGAGACCAAGGTGCCARACAACTTATTACCACCTCACCTCTTGGGGTAGAGCGGTTACTA 810
A T2 % 8RB K ENEFARIQCGA TS EEIE AN EEREYER R
811 CGIGCTGCTGGGITTCGIGCCCATCGTGCAGGCCCACCAATGAGGATTGATGGATATGCCATGTTTGCATGCTTGATTGAAGTGTAGTTT 900

R A AG T R AN RAG?2 PRERITDEGEYIYANTEZEALALCLZZIEYNYNS.
901 GITAAATCAAAGTCTAAGAATATTGGTGACATAGCAAAGATGAAGGTCTTAAGCCCGAATCTCGTITTCATTCGCTAAATTTCHERAGEEE 990
991 ERGTCAAAAGAT RNEEEERRRECT CTATTTGAAAGAATCAAACT TAATATTAAGACTGCTCAGTAATTTITGGTITTCARATTTAATICTIG 990

1081 ATTTCTITATGGETAAGCCTCATCAGTITTTAGT CTGCCAAT CACGT GG ATAAATGAAGT COATATAATCGCAACGATAGCCATAGATCCAA 1080
1171 TATAAATCATAATTAAGTAAGGATTACCCIGCCCGATACTTAAAAGTTITIGGICG 1224

Figure S2. The nucleotide sequence of acil gene of strain GG2 and its flanking sequence. Single letters which code for deduced amino acid sequence are
shown below the nucleotide sequence. The stop codon (TAG) is marked by an asterisk. The translational start site (M) is in bold and S.D. denotes the putative
Shine-Dalgarno site. The proposed core promoter elements, -10 and -35 boxes, as well as the translational start site (A) are underlined and highlighted in yellow,
respectively. The transcription terminator which was located downstream of the acil is highlighted in green. A putative lux box was highlighted in grey.



