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FK PHAGES REGULATORY REGION

FK Phage NKF cluster with repeated upstream regulatory regions GENES 49-67

>Elver 49

AAAGCGGAGGGCCTAACAAGCCCTCTTCITTTTTC GCAGGAATCACATAGCTAATANENA GAACCCCTEBAAAGGAT TTACCATG
>Elver 50

ARAGCGGAGGCCCTAACACGGTCTCTTCTTTTTCGCTAARATCACAAGGACTATAAT GAGAACCAATTCTARAAGGAGAACCTAATG
>Elver 51

AAAAGATAAGCGGAGGGCC TAACAAGCCCTCTTCTTTTTT GACTCGCGATATTCACAAGGGTAATANENAGAACCCCTHEEAAAGGAATCATTATG
>Elveri'iiAGAGCGACTTCTCCCCCGCCTA'm’.l‘T'I'.l‘TTGACCAGTTCGTAGGATTCACAAGTTCTA‘IA-\GAACCACTACGMAGGMATACCATG
>Eix;;ig‘§CGGAGGCCCTAACACGGCCTCTTAGTTTI'TCTCI'CGGTCGCGATATTTACAAAGACTAE-AGAACCCCT-AAAGGMAGACAATG
TEhver ARAAGCGGAGGCCCTAACAAGGCCTCTTCTTTTTTCGCGAATTTCACAAGGCGTATAAT GAGAACCCCTATGAAAGGAATTAAGTCATG
>§ix;é&5\.iCCACTMAGCGGAGGGCCTAPCAAG‘.‘CCTCTTCI'TTTTI‘CGCGGGAATCAC-GCATATATTGAGMCCCCTATGmGGAACATCATG
>Elve;if\gcGGAGGGCCTAACAAGCCCI‘CTTCITTT'I'I‘CTCGGTCGCGAAAATCACAAG-TATAGTGAGMCCCCTCT-AMGGMACATAATG
TEhver 3T ARAGCGGAGGGCCTARCARGCCCTCCTCTTTTTCTCGCGATATTTACAGCGCCTATAATGAGAACCCACTAGAARGGAAACTGTAATG
>Elver 58
AAGGAGAAGAGGCCCTAACAAGGCCTCTTCTTTTTTGTCGGGT TCGCAGAGATCACAAGCAC TATARINAGAAGAAAATCARBBAAAGGAAATCTAATG
TRivere® AARBBAGGGGCGCTAACACCGCCTCTTATT TTT TTCGTAGGAATCACATTGCCTATAATGAGAACCCTHBAAAGGAAGTACCATG
>ElVe;i:gcCGGGGGCccrmmcscc'n:'r'rcnTTTmTCTAAGTCGCAGGGATCACAAGGAC'mmTTGAGAACCCTACGMAGGMTTAGCATG
>Elverif\ll\GCGGAGGCCCTBACJ\CGGCC'.I.CTTC’ITTTTTI‘CGCAGAAATCACAGGGCATA’]:A-AGMGAAATCCCTATGAMGGAAACCAATCATG
>Elver7612\MTAAGGGGCGCTAACACCG:C'ICTTATI‘TTT‘I'I'CGCAGAAATCACAGGGCATATAATGAGAAGAAATCCCT-MAGGMTTATTA’I‘G
TRiveres ARAGCGGAGGCCCTAACACGGCCTCTTCTT TTTTCGCAGAAATCACAGGGCATATARENAGAAGAAATCGAARAAGGAGAACCAAAATG
TEiver ot AATAAGAGGCGC TAARCACCGCCTCTTATTTTTCGCACAAT TCACAAGGCATATAATGAGAACCCCTTATTANBECARGGAACCAAAATG
>E11\X;;if\c5;AGATAAGAGAcccTucccc-;eccm:rmnTTTGTc'r'rT'rcGCACAATTCACAAAGTGTANTGAGAACCT-AMGGACATATTATG
>Elver 66

AAAATAAGGAGGTCTAACAAGACCTCTTATTTTTCTCGCAGAAATTACAAGGGCTATARENAGAACCCCTCTABARAGGAAT TACCCTAATG
>iixg;fg;GGGCCTAACMGCCCI‘CTTCJ.‘TTT’IG'J.‘TT'.I.'CTCGCATAAATTACATGGCCTI\MTGAGAAGAAATTCAACTATTTMGGAGAACCCATG

ATG = correct start to annotate (all have highest RBS scores)
= longer starts that should not be annotated.



