TABLE S1. ORF’s and genetic features of L. helveticus ®AQ113

ORF Start Stop Size (aa) pl Pigg\ﬁgging;éﬁ;cﬁgzn Putative Predicted Function Organism matched Id?;: )ity E-value
1 1 489 162 9.52 AGCATCAAAAGGCTGTAAAAATG  Phage terminase small subunit Lactobacillus vaginalis ATCC 49540 66 6,00E-12
2 600 1232 210 10.03 CATAGAAAGGCTATGATCACATG  HNH endonuclease Bacteroides sp. 3_1 _33FAA 46,4 4,00E-54
3 1365 1775 136 9.10 TTGAAAGAAGGTGATTAAGATTG  Possible phage terminase large subunit B Lactobacillus vaginalis ATCC 49540 82 7,00E-83
4 1929 2528 200 5.09 AAGCTCAAACACCTTCAGGAATG  Putative phage terminase large subunit B Lactobacillus gasseri phage KC5a 80,4 6,00E-120
5 2479 3615 378 4.85 GAGAAACGCGAAAGGAGGCTTTG  Portal protein Lactobacillus gasseri ATCC 33323 71 2,00E-111
6 3651 3986 111 9.05 AAGAAGTCTAGTGATTAATTATG  Minor head protein Lactobacillus johnsonii prophage Lj771 54 7,00E-27
7 3997 4185 62 9.22 CGGAATATGACCTTTGAACAATG  Unknown protein
8 4294 4833 179 5.01 AAAAGGTAAGGAGAATTTATATG  Phage minor structural protein GP20 Lactobacillus gasseri ATCC 33323 58,8 1,00E-70
9 4848 5924 358 5.01 AAATAGAGGAGATTTATTAAATG  Putative phage major capsid protein Lactobacillus gasseri phageKCb5a 71 2,00E-178
10 5942 6313 123 4.36 TAGCATAAGGTGGTGATTGGATG  Head-tail connector protein gpl5 Bacteriophage SPP1 47,3 2,36E-08
11 6310 6492 60 9.85 AACTTCAGGAGATTACCAGAATG  Hypothetical protein LI771_035 Lactobacillus johnsonii prophage Lj771 59,3 8,00E-15
13 6835 7260 141 4.54 GCTTTTAGGAATTTACTATCATG  Hypothetical protein LGAS_614 Lactobacillus gasseri ATCC 33323 38 4,00E-24
14 7229 7432 67 4.83 ACAAAGGAGCTTAGATTTAAATG  Hypothetical protein Lactobacillus gasseri phage KC5a 37 4,00E-03
15 7436 8896 486 5.17 TTAAAGGAGGTATGTAATAAATG  Putative phage sheath tail protein Lactobacillus gasseri JV-V03 50 2,00E-146
16 8908 9381 157 4.88 GTTAGATAGGAGGTAAATAAATG  Sheat tail protein Lactobacillus gasseri ATCC 33323 60,6 1,00E-68
17 9393 9809 138 476 ATTCAGTAAGGAGAAAATAAATG  Phage XkdN-like protein Lactobacillus gasseri 224-1 46 2,00E-32
19 10058 12304 748 10.08 AACTAGAAAGGAGTAATATATG  Tape measure protein Lactobacillus gasseri 224-1 60,8 3,00E-140
21 12421 12894 157 5.76 GTAGTGCATTAAATCNACCTGTG  Minor tail protein gp26-like Lactobacillus gasseri ATCC 33323 31 3,00E-17
22 12901 13602 233 9.84 AATCATTAAGTTAGGAAGCGATG  LysM-like protein Lactobacillus gasseri phage KC5a 48 3,00E-62
23 13595 14662 355 9.58 AATGAGCGAGGTTAAAAGATATG  Phage late control gene D protein GPD Lactobacillus gasseri ATCC 33323 44 2,00E-93
24 14635 14979 114 7.93 GTAAACGGCTCTATGAGTTAATG  Hypothetical protein LI771_045 Lactobacillus johnsonii prophage Lj771 50,4 2,00E-35
25 15005 15418 137 3.85 AGGATAGGTGAAGACGGTTTTG  Phage protein DUF2634 superfamily Lactobacillus gasseri JV-V03 57 5,00E-42
26 15408 16553 381 4.56 AAGTAGGTGGATATAGTAGATG  Baseplate J-like protein Lactobacillus gasseri 224-1 62,7 1,00E-179
27 16546 17115 189 4.83 TTTAGGTGAGGTGACTATAAATG  Hypothetical protein LI771_048 Lactobacillus johnsonii prophage Lj771 47,8 2,00E-52
28 17301 19031 576 5.29 TGTAAGAGGTGATTTTTAAAAGT  Hypothetical protein HMPREF0891_0013 Lactobacillus crispatus 214-1 51 5,00E-44
29 19047 19430 127 5.81 AATAGAAAGGGGGCGAACACATG  Hypothetical protein HMPREF0891_0014 Lactobacillus crispatus 214-1 40,2 3,00E-21
30 19496 20092 198 5.07 AATAGAAAGGAGCCAATAAAATG Phage related protein Lactobacillus amylovorus GRL 1112 51,6 4,00E-49
31 20106 20294 62 4.46 GCAATAAGGAGGATTAGGCTATG  Hypothetical protein LA2_05900 Lactobacillus amylovorus GRL 1112 88,5 3,00E-31
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* The sequence shown includes the immediate upstraem 20 nucleotides of the putative start codon and the putative RBS sequences find with RBSfinder (Delcher et al; 1999). The nucleotides complementary to the 3' end of
............ ; Mikkonen et al, 1994).
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