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MEME motif analysis of nucleotides upstream of start codons of all Ld25A ORFs confirm that the Shine-Dalgarno sequences follow the normal consensus sequences.

Supplemental Fig. 2

Majority ML RVF GATDTDFTSNGDI VL QPYKAKVHKEDNGDYYL DVEAGL QYSSYLTANRI | VADTPQGAQAFRI TNPSKTQSKI SL
1 | 1 | | 1 | 1
10 20 30 40 50 60 70 80
_ 1 ] _ 1 ] ] 1 ] 1
Ldb MLRVF GYTDTDFTSNGDI VL QPYKAKJHKEDNGDYYL DVEAGL QYSSYLTANRI | VADTPQGAQAFRI TNPSKTQSKI SL 80
c5 MLRVFGATDTDFTSNGDI VLQPYKAK[JHKEDNGDYYL NHEAGHEYANYLTANRI | VADTPQGAQAFRI TNPSKTQNKI SL 80
LL-Ku ML RVF GADTDF TSNGDI VL QPYKAKVHKEDNGDYYLDVEAGL QYSSYLTANRI | VADAPQGAQAFRI [gNPSKTQSKI SL 80
Ld3 MLRVF GYTDTDF TSNGDI VLQPYKAKVHKEDNGDYYLDVEAGL QYSSYLTANRI | VADTPQGAQAFRI TNPSKTQSKI SL 80
Ld25A MLRVF[RATDTDFTSNGDI VL QPYKAKJHKEDNGDYYL DVEAGL QYISYL TANRI | VADTPQGAQAFRI TNPSKTQSKI SL 80
Ld17 MLRVF GATDT[€F TSNGDI VL QPYKAKVHKEDNGDYYLDVEAGL QYSSYLTANRI | VADTPQGAQAFRI TNPSKTQSKI SL 80
Majority RAWHVYYDSKNYVI ADSNVVEKSGNDAI NHLNSATDNRSPFSVSSNI PHVDSFRCVRKSL YEAFETLL ERWGGHL VRDNF
1 | 1 | | 1 | 1
90 100 110 120 130 140 150 160
1 1 | 1 — 1 1 1 |
Ldb RAWHVYYDSKNYVI ADSNVVEKSGNDAI NHLNSATDNRSPF[JVSSNI PHVDSFRCVRKSL YEAFETLLERWGGHL VRDNF 160
c5 RAWHVYYDSKNYVI ADSNVVEKSGNDAI NHLNSATDNRSPFNVSSNI PHVDSFRCVRKSL YEAFETLLERWGGHL VRDNF 160
LL-Ku RAWHVYYDSKNYVI ADSNVVEKSGNDAI NHLNSATDNRSPF{VSSNI PHVDSFRCVRKSL YEAFETLLERWGGHL VRDNF 160
Ld3 RAWHVYYDSKNYVI ADSNVVEKSGNEAI NHLNSATDNRSPF{VSSNI PHVDSFRCVRKSL YEAFETLLERWGGHL VRDNF 160
Ld25A RAWHVYYDSKNYVI [fDSNVVEKSGNDAI NHLNSATDNRSPFSVSSNI PHIDSFRCVRKSL YEAFETLLERWGGHL VRDNF 160
Ld17 RAWHVYYDSKNYVI [fDSNVVEKSGNDAI NHLNSATDNRSPFSVSSNI PHVDSFRCVRKSL YEAFETLLERWGGHL VRDNF 160
Majority SVKLAADI GQDNGVTVRYKKNLREI RSEAI WDSVCTKI LPVGSDGLLLDELYLYSPTQYDI PYTKVVSFSQNI NEEDF GG
1 | 1 | | 1 | 1
170 180 190 200 210 220 230 240
_ 1 ] 1 ] ] 1 ] _ 1
Ldb NVKLAADI GQDNGVTVRYKKNLREI RSEAI WDSVCTKI LPVGSDGLLLDELYLYSPTQYDI PYTKVVSFSQNINEEDF GG 240
c5 HVKLAADI GQDNGVTVRYKKNLREI RSEAI WDSVCTKI LPVGSDGYLLNELYLYSPTQYDI PYTKVVSFSQNI NEEDF[RG 240
LL-Ku SVKLAADI GQDNGVTVREKKNLREI RSEINWASVCTKI LPVGSDGLLLNELYLYSPTQYDI PYTKVVSFSQNI NEEDFGE 240
Ld3 HVKLYEEDI GQDNGVTVRYKKNLREI RSEAI WDSVCTKI LPVGSDGLLLNELYLYS[€TQYDI PYTKVVSFSQNI NEEDF[RG 240
Ld25A SVKLEADI GQDNGVTVRYKKNLREI RSEAlI WDSVCTKI LPVGSDGLLLDELYLYSPTQYDI PYTKVVSFSQNI NEEDFGG 240
Ld17 NVKLAADI GQDNGVTVRYKKNLREI RSEAI WDNVCTKI LPVGSDGLLLDELYLYSPTQYDI PYTKVVSFSQNI NEEDFGG 240
Majority NANL YHQAL | DDLRKQATDYL SENCVPKVSYTLKANLEKLTDVGDT! EVI DERLGI NVI THVTTYEYDCI QKKYTEVEFG
1 | 1 | | 1 | 1
250 260 270 280 290 300 310 320
— — 1 — 1 — — | 1 1 1 — 1 — |
Ldb NABL YHRALEDDL RKQANDYLRENCHPKVSYTLKANLEKLTDVGDTI EVI DERLGI NVI THVTT[JEYDCI QKKYTE[JEFG 320
c5 NANLYHQAL| DDLRKQATDYLSENCVPKVSYTLKANLEKLTDVGDTI EVI DERLGI NVI THVTRYEYDCI QXKYTEVRFG 320
LL-Ku NANLYHQAL| DDLRKQATDYLSENCVPKVSYTLKANLEKLTDVGDTI EVI DERLGI NVI THVTTYEYDCI QKKYTEVEFG 320
Ld3 NANLYHQUL | DDLRKQATDYLSENCVPKVSYTLKANLEKLTDVGDTI EVI DERLGI NVI THVTTYEYDCI QKKYTEVEFG 320
Ld25A NABL YHRALEDDL RKQANDYLBENCVPKVSYTLKANLEK[TDVGDTI EVI DERLGI NVI THVTT[JEYDCI QKKYTEVEFG 320
Ld17 NANLYHQAL| DDLRKQATDYLSENCVPKVSYTLKANLEKLTDVGDTI EVI DERLGI NVI THVTTYEYDCI QKKYTEVEFG 320
Majority NYNEKL SNLMNDI SSSI SKDI EHKTDTL KAEVGKQI TEASSGI WDVLNGSSVI YEGNKI L1 VDRLPKDTAKNVI Ml NSHG
1 | 1 | | 1 | 1
330 340 350 360 370 380 390 400
1 _ ] 1 _ ] ] 1 ] 1
Ldb NYNEKLSNLMNDI SNSI SKDI EHKTDTL KAEVGKQYTEASSGI WDVLNGSSVI YEGNKI L1 VDRLPKDTAKNVI Ml NSHG 400
c5 NYHQEKLSNLMNDI SSSI SKI EHKTDRAL KAEVGKQI TEASSGI WDVLN[ESSVI YEGNKI L1 VDRLPKDTAKNVI Ml NSHG 400
LL-Ku NYNEKLSNLMNDI SS[EI SKDI EHKTDTLKAEVGKQI TEASS[EI WDVLNGSSVI YEGNKI [Ji VDRLPKDTAKNVI M BEHG 400
Ld3 NYNEKLSNLMNDI SSSI [€EKDI EHKTDRAL KAEVGKQI TEASSGI WDVLNGSSVI YEGNKI L1 VDRLPKDTAKNVI Ml NS[€G 400
Ld25A NYNEKLSNLMNDI SSSI SKEI EHKTDTLKAEVEKQI TE§SSGI WDVLNGSSVI YEGNKI L1 VDRLPKDTAKNVI Ml NSHG 400
Ld17 NYNEKLSNLMN[EI SSSI SKDI EHKTDTLKAEVGKQI TEASSGI WDVLNGSSVI YEGNKI L1 VDRLPKDTAKNVI M BEHG 400
Majority | SFSKNGI DGEFKTAWT! GNTLDFSQVNI ANLKADLI KGGTLDLSQI NLANLTANLI KGG- - = = = = = = = = = == oo o oo o -
1 | 1 | | 1 | 1
410 420 430 440 450 460 470 480
1 1 | 1 — 1 — 1 | 1
Ldb | SFSKNGI DGEFKTAWTI GNTLDFSQVNI ANLKADL| KGGTLDL SQYUNLANL TARL | KGRI 460
c5 | SFSKNGI DGEFKTAWT! GNTLDSQVNI ANLKADLI KGGTLDLSQI NLANL [RABL | KGGHUEMSANMANNGANANKEE 450
LL-Ku | SFSKNGI DGEFK[gAWT| GNTLDFSQVNI ANLKADL| KGGTLDL SQYNLANL TANL | KcGH1SISISIIR 8898 460
Ld3 | SFSKNGI NGEFKTAWT!I GNTLDHSQVNI ANLKADLI KGGTLDLSQI NLANL TANLT KcGHIESIS e aAY 460
Ld25A | SFSKNGI DGEFKTAWTI GNTLDFSEVNI ANLKADL | By nn ey 440
Ld17 | SFSKNGI NGEFKTAWTI GNTLDFSQIINI ANLKADLI KGGTLDLSQI NLANL TANL! EccEiiaaaa a8 aaaaas 450
I . R —
Majority - - - - e e e e e e e e e oo TLKLGSSANKYGSAEVYDQSDKLI AKLDNTGVKTYGDSFKI NDKSI FDMI YPVGSI YI SV
1 | 1 | | 1 | 1
490 500 510 520 530 540 550 560
I I 1 ] | 1 _ ] 1
Ldb AN TLKLGSSANKYGSAEVYDQSDKL I AKLDNTGJKTYGDSFKI NDK{I FDMI YPVGSI YI SV 520
c5 AR EIRRANNEANMAREETL KL GSSANKYGSAEVYDQSDKL I AKLDNTGVKTYGDSFKI NDKXI FDMI YPVGHI YI SV 560
LL-Ku AN T LKL GSSANKYGSAEVYDQSDKL I AKLDNTGV[ETYGDSFKI NDRSI FDMI YPVGSI YI SV 520
Ld3 AN T LKL GSSANKYGSAEVYDQSDKL I AKLDNTGVKTYGDSFKI NDKSI FDMI YPVGSI YI SV 520
Ld25A AN T LKL GSSANKYGSAEVYDQSDKL I AKLDNTGJKTYGDSFKI NDK{I FDMI YPVGSI YI SV 500
Ld17 AN T LKL GSSANKYGSAEVYDQSDKL I AKLDNTGVKTYGDSFKI NDKSI FDMI YPVGSI YI SV 520
|
Majority NNVNPSVLFGGTWEQI QDRFLL GAGSTYSAGSTGGEANHTLTQSEI PSYPI GNLPEI VPGNHGNWANGGI VASNL GETSP
1 | 1 | | 1 | 1
570 580 590 600 610 620 630 640
_ ] ] ] ] _ ] ] ] ____1
Ldb NNANPSVLFGGTWEQI QDRFLLGAGSTYSARSYGGEANHTLTQRE! PRYEI ANY P! VPGNHGNWANRGHVASNL GERASP 600
c5 NNVNPSVLFGGTWEQI QDRFLLGAGSTYSAGSTGGEANHTLTQSEI PSYPI GNLPEI VPGEHEINWANGGI VASNL GERASP 640
LL-Ku NNVNPSVLFGGTWEQI QDRFLLGAGSTYSAGSTGGEANHTLTQSEI PSYPI GNLPEI VPGNHGNWAN[RGI VASNLGETSP 600
Ld3 NNVNPSVLFGGTWEQI QDRFLLGAGSTYSAGSTGGEARHTL TIRENPERNE ERANNYNARNSKCENSCENINNNEHERNLE 596
Ld25A NEVNPSVLFGGTWEQI QDEFLLGAGSTYSAGSTGGEANHTLTQRE! PNYRAI oNLAUAVPENHGNWANGG! VAIINYGETSH 580
Ld17 NNVNPRVLFGGTWEQI QDRFLLGAGSTYSNGSTGGEANHTLTQSE! PRYPI GNLPEI VPGNHYREWANGGI VASNLGETSP 600
Majority TKPGVKSNGNGMTSGTQYSYMI YSNGGGKPHNNMPPYLAVYI WKRVN
1 | 1 |
650 660 670 680
_ L L 1 I _
Ldb TKPGIKSNGNEMTSGTQYSYMI NSNGGGEPHNNMPPYLAVY I WKRIIN 647
c5 TKPGVKSNNNGMTRGTQYSYMI YSNGGGKPHNNMPPYLAVYI WKRVN 687
LL-Ku TKPGVKSNGNGTSGTQYSYMI YSNGGHEPHNNMPPYLAVY! WKRVE 647
Ld3 ExENUIENNNCRENEH QY INYAS SHGCRRPHNNMPPYLAVY! WKRVN 640
Ld25A TKRGAKENGNEMT SGQYSYMI Y SNGGGKPHNNMPPYLEVYI WKRVN 627
Ld17 BKPGHKENGNEMTSGTQYSYM NSNGGGKPHNNMPPYLAVY! WKRVN 647
ClustalW alignment of 6 Lb. delbrueckii phage antireceptors: Ldb, ¢5, Ld3, Ld17, Ld25 (Lb. delbrueckii subsp. bulgaricus) and LL-Ku (Lb.
delbrueckii subsp. lactis). Amino acid residues are shaded where they differ from the consensus. Repeat regions are underlined.
Supplemental Fig. 3
T2 TS5 T10 T15 T25 T35 T45 T60 Ld17 gDNA

Terl Terz Ters Terl TeErZ Ters

-
o
-
o
-
ey
-

RT-PCR Products for Terl, Ter2 and Ter3. Time (mins) post infection 1s indicated above each gel image. Products amplified from phage

genomic DINA control are present on the rightmost panel.

Supplemental Fig. 4

A cDNA B Total Extracted RNA €  Ld17 gDNA

Confirmatory PCRS on (A) cDNA to confirm product amplification in absence of a potential terminator sequence (left panel), (B) on total extracted RNA to ensure products were not
amplified from residual DNA after Dnase treatment, (C) on Ld17 genomic DNA to ensure primer specificity. Primers used; Lane 1: TerL and TerF; Lane 2: MHF and MHR; Lane 3:
TMPF and TMPR; Lane 4: GDPDF and GDPDR; Lane 5: ANTF and ANTR (primer sequences can be found in Table 2).



