Additional file 6

Multiple sequence alignments of the motif DNA sequences of the RBPs of phages in the final

data set.
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phiwAO78-1_RBP_Motifi TACGCAGGTACGCTACCGGTTACAGTTCCGGCAGGCTTTAGCCC 44
R0145c2YLVW_RBP_Motifl TACGCAGGTACACTACCTGTTACAGTCCCCGCTGGTTTTAACCC 44

590B_RBP_Motifl TGGAAGGGTGCTCTGCCAAAAACCATCCCGGCATCTTCAACCCC 44
K1H_RBP_Motif1l TGGTTGGGCGCTCTGCCAAAAACTATCCCGGCGTCATCTTCTCC 44
G7C_RBP2_Motifl TGGGCTGGTGGGTTACCCAAGAGCGTACCACTTAACTCTACCCC 44
K1lind1_RBP_Motifl TGGACTGGTGCGTATCCTAAGATTGTTCCCGCATCCTCGTCCCC 44
P818_RBP_Motifl TGGACTGGGTCATTTCCAAAGACGATTACAGCCGGTTCAACTCC 44
ESCO41_RBP_Motifl TGGACTGGGTCATTCCCAAAGACGATTCCAGCAGGCTCTACGCC 44
Schulenburg_RBP_Motifl TGGGGCGGTTCTTTACCAAAGGTTGTCCCCGCGGAAACTAACCC 44
PD0O6_RBP_Motifl TGGGGTGGTGCTTTCCCTAAAGCTGTTCCCGCTGACTCAACCCC 44
Penshul RBP_Motifl TGGGATGGAACATTACCTAAGAACGTGCCTGTGGGCTCTACACC 44

Ro103C3lw_RBP_Motifl TGGGAAGGCACACTACCTAAAGTCGTTCCACCTAACTCGACACC 44
PhAPEC7_RBP2_Motifl TGGGATGGTACGCTACCTAAAGAAGTTCTTGCTAACTCGACTCC 44

ECGD1_RBP_Motifl TGGGGTGGCGAATTTCCTAAAACTGCCTCCTCTGGCTCAACTCC 44
EP75_RBP1_Motifl TGGGATGGGGCATTACCTAAAACTGTCGATGCTGGTTCTGCCCC 44
CBA120_RBP3_Motifl TGGGATGGTTCTTTGCCAAAGGTAGTTGCCGCTGGTTCTACTCC 44
CLB_P1_RBP_Motifl TGGGATGGTACGCTTCCAAAGAACGTTCCTGCTGGTTCAACTCC 44
K1F_RBP_Motifl TGGGATGGTACGCTTCCAAAGAACGTTCCTGCTGGTTCAACTCC 44
CBA120_RBP4_Motifl TGGGATGGTACACTTCCTAAAACTGTAGCTGCTGGCTCAACTCC 44
STP55_RBP4_Motifl TGGGATGGTACACTTCCTAAAACCGTTGCTCCTGGCTCAACTCC 44

Additional file 6: Figure S6: Multiple sequence alignment of motif one. This 44 nt long motif

DNA sequence is located at the end of the anchor domain of the RBP.
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Consensus TGGGATGGT ' C T CCTAAAA GTT CTGCTGGCTCAACTCC G AC C /GGTGG TTGGT T GGTGC TGG TTAGTGTTGGTGATGC

G7C_RBP2_Motif2 TGGGCTGGTGGGTTACCCAAGAGCGTACCACTTAACTCTACCCCGGTTAGTGCAGGTGGTATTTCTCCCACTGCATGGGTTATTGCTAATGATGA 95
EP75_RBP1_Motif2 TGGGATGGGGCATTACCTAAAACTGTCGATGCTGGTTCTGCCCCAGCTTCAAGCGGTGGAGAAGGTCCTGGTGGATGGATTAGTGTTGGTGATGC 95
ECGD1_RBP_Motif2 TGGGGTGGCGAATTTCCTAAAACTGCCTCCTCTGGCTCAACTCCAGAGGCTGCTAGTGGTATTGGTCTGGGCGAGTGGGTTAGTGTTGGTGATGE 95
PDO06_RBP_Motif2 TGGGGTGGTGCTTTCCCTAAAGCTGTTCCCGCTGACTCAACCCCTACATCAACCGGTGGTGTTGGTCCTAGTGCGTGGGCTAGTGTTGGTGATGE 95
CBA120_RBP4_Motif2 TGGGATGGTACACTTCCTAAAACTGTAGCTGCTGGCTCAACTCCAGCAACAACTGGAGGTGTTGGTTCGGGAGCGTGGTTGAGTGTTGGTGATGC 95
STP55_RBP4_Motif2 TGGGATGGTACACTTCCTAAAACCGTTGCTCCTGGCTCAACTCCTATTACAACAGGCGGCGTTGGTGTTGGCGCATGGATTAGTGTTGGTGATGC 95
PhAPEC7_RBP2_Motif2 TGGGATGGTACGCTACCTAAAGAAGTTCTTGCTAACTCGACTCCTAAAACCACTGGTGACATTGGTTTAGGTGCATGGTTAAGTGTTGGTGTTGA 95
CBA120_RBP3_Motif2 TGGGATGGTTCTTTGCCAAAGGTAGTTGCCGCTGETTCTACTCCAGATAGTTCAGGTGGTGTTGGTTTAGGTGCATGGTTGAGTGTTGGTGACGC 95
CLB_P1_RBP1_Motif2 TGGGATGGTACGCTTCCAAAGAACGTTCCTGCTGGTTCAACTCCTAACACCGCTGGGGGCATTGGTTTAGGTGCGTGGGTTGGCGTTGGTGATGC 95
K1F_RBP_Motif2 TGGGATGGTACGCTTCCAAAGAACGTTCCTGCTGGTTCAACTCCTGAAACTTCCGGTGGGATTGGATTAGGTGCGTGGGTTAGTGTTGGTGATGE 95

Additional file 6: Figure S7: Multiple sequence alignment of motif two. The 95 nt long region is an extended version of motif 1 and is located at the end of the

anchor domain of the RBP.
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Consensus AACCCCGC-TTCGGCGGGETT

Phapec7_RBP2_Motif3 AGCCCCAC-CGAAGTGGGGCT 20
CBA120_RBP2_Motif3 TACCCCTC-TTCGGAGGGGTC 20
Phapec7_RBP1_Motif3 GGCCCCTC-TTCGGAGGGGTT 20
CBA120_RBP4_Motif3 TCCCCCGCTTTTGGCGGGGTC 21
PD0O6_RBP_Motif3 AACCCCGC-TTCGGCGGGGGA 20
G7C_RBP2_Motif3 TGCCCCGC-TTCGGCGGGGTT 20
CBA120_RBP3_Motif3 AACTCCGC-TTCAGCGGGGTT 20
G7C_RBP1_Motif3 ACCCCCGC-TTCGGCGGGGTT 20
CLB-P1_RBP_Motif3 AACCCCGC-TTCGGTGGGGTT 20
ECDG1_RBP_Motif3 AACCCCGC-TTCGGCGGGGTT 20
STP55_RBP4_Motif3 AACCCCGC-TTCGGCGGGGTT 20
EP75_RBP1_Motif3 AACCCCGC-TTCGGCGGGGTT 20
P818_RBP_Motif3 AACCCCGC-TTCGGCGGGGTT 20

Additional file 6: Figure S8: Multiple sequence alignment of motif three. This 20 nt long region is
located in the noncoding DNA sequence downstream of the RBP coding sequence. The sequence starts
between zero and nineteen nucleotides downstream of the stop codon, and is also predicted to

function as a transcription terminator.
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