AR BT E
NNV | RDL VNN I GEE L IFDI LVYNF I 51
RuSa1_NTF1/1-458 52|L!.G L!Y GIIV IlIlPGYYY |IA.LA!L LlPlMII|Iv L LI 102
phi812_NTF1/1-458 52 K L i YGNITALRDIKEPGYYY | GARTLATLLDRPDMESLDVVLH 102
VI'IYIL N N |FLVIFVIG.I“F|IGLP'A 153
VVQHLYTLS NQ I KMLYRFVSG FIQGLP A 153
RuSa1_NTF1/1-458 154V I SGTNILDISsSrPGIYFvMeMTcoMPRGVSSGFLDLN DA LARLTDS 204
phig12_NTF1/1-458 154V | SGTN| LDI ASPGVY FVMGMTGGMP SGVSSGFLDLSVDA LARLTDA 204
RuSa1_NTF1/1-458 205 ETGKEY TS | PIGVYI. LEPQDMQKY LLSS | GSASFPL LVYI 255
phig12_NTF1/1-458 205 ETGKEY TS | KKPTGTYTA FEPKDMEKY LLSS | GSASFPLLVYTS 255
RuSal NTF1/1-458 zsslm F.AV |l | .G.FHF YViGGV'GIP M.CIG L FMEIIP- 306
phi812_NTE1/1-458 256 FQQA | IDH I G FTFYVQGGVSGSPM CRGLFM P 306
RuSal_NTF1/1-458 307 LHGVYNAVGTDG VG VVGI Fp P LmGA FLSTG 357
phi812_NTF1/1-458 307 LHGVYNA | GTDGRNV TGSV VG P P LWTGAQSFLSTG 357
RuSal NTF1/1-458 358 LADD I SNYSYVEVY G GTIcHKFYLDGSGTYVCSGTFV 408
phi812_NTF1/1-458 358 LSDD | SNYSYVEVY G GT ICHKFYLDGSGTYVCSGTFV 408
RuSal_NTF1/1-458 409 S G pPITEFYRvGvSFKc LVDSAVC QyvTR I 1GINMP 458
phi812 NTF1/1-458 409 S G PPITEFYRVGVSFKG LVDSAVQN QYVTR ! IGINMP 458
Figure S3. Pairwise alignment of NTF1 sequences of phages RuSal and phi812. Amino acid residues

are coloured according to their chemistry (White: Hydrophobic, Green: Uncharged Hydrophilic, Blue:
Basic, Red: Acidic).

RuSal_NTF1/1-458 1 MALiF.I r
phi812_NTF1/1-458 1 MALNFTTIT

RuSa1_NTF1/1-458 103V LPL
phiB12_NTF1/1-458 103 VVP L




