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Table S2:

The ability of each phage to infect diverse phylogroup and STs, related to Figure 4.

Phage | Number of | Phylo- STs based on MLST analysis
infected groups
strains
AV101 | 9 A ,B1,C ST-1800, ST-2040, ST-6206, ST-641, ST-88
AV102 | 4 B1, C ST-162, ST-1431, ST-23
AV103 | 4 B1, C ST-23, ST-641, ST-6254, ST-453
AV104 | 2 D ST-69, ST-4243
AV105 | 2 D ST-69, ST-4243
AV106 | 1 C ST88
AV108 | 5 A, Bl ST-295, ST-10, ST-154, ST-6206
AV109 | 9 B1, C ST-88, ST-7614, ST-4663, ST-295
AV110 | 48 A, B1,B2,C, | ST-10, ST-101, ST-117, ST-1431, ST-154, ST-155, ST-156, ST-23,
G ST-295, ST-345, ST-3564, ST-429, ST-4580, ST-4663, ST-4980, ST-
58, ST-665, ST-718, ST-75, ST-88
AV111 | 46 A, B1, C, D, ST-10, ST-1147, ST-1640, ST-23, ST-2607, ST-354, ST-4243, ST-
E,F 453, ST-4663, ST-4980, ST-57, ST-58, ST-641
AV112 | 37 A,B1,C,D ST-10, ST-101, ST-1011, ST-1431, ST-154, ST-155, ST-156, ST-
1800, ST-2040, ST-295, ST-3564, ST-4580, ST-48, ST-4980, ST-58,
ST-718, ST-75, ST-877, ST-88
AV113 | 25 A,B1,C,E ST-295, ST-10, ST-101, ST-1431, ST-154, ST-155, ST-156, ST-1800,
ST-295, ST-3564, ST-48, ST-57, ST-58, ST-718, ST-877, ST-88
AV114 | 29 A,B1,C,G ST-117, ST-155, ST-165, ST-295, ST-3564, ST-453, ST-4663, ST-
4980, ST-718, ST-7614, ST-88
AV115 | 33 A BLC,G ST-101, ST-117, ST-1431, ST-165, ST-295, ST-3564, ST-453, ST-
4663, ST-58, ST-88
AV116 | 17 A, Bl C ST-101, ST-1431, ST-154, ST-155, ST-156, ST-1800, ST-2040, ST-
295, ST-4580, ST-6206, ST-88
AV117 | 16 A, Bl C ST-101, ST-1431, ST-154, ST-155, ST-156, ST-1800, ST-2040, ST-
295, ST-4580, ST-6206, ST-88
AV118 | 9 A /Bl C ST-155, ST-1850, ST-4580, ST-88
AV119 | 55 A, B1,B2, C, | ST-10, ST-1147, ST-115, ST-131, ST-1640, ST-23, ST-355, ST-367,
D,E F ST-4243, ST-453, ST-4663, ST-4980, ST-57, ST-6858, ST-69, ST-
877, ST-88
AV120 | 50 A, B1,B2, C, | ST-10, ST-131, ST-1640, ST-23, ST-2607, ST-367, ST-4243, ST-453,
D, E ST-4663, ST-4980, ST-57, ST-58, ST-602, ST-877, ST-88
AV121 | 26 Clade |, A, ST-115, ST-131, ST-2309, ST-355, ST-4243, ST-453, ST-4980, ST-
B1,B2,C,D | 770, ST-88
AV122 | 16 Clade |, B1, ST-101, ST-1431, ST-154, ST-155, ST-1640, ST-4580, ST-770, ST-
C,E 877, ST-88
AV123 | 51 A, B1,B2,C, | ST-101, ST-1056, ST-1147, ST-1286, ST-131, ST-1463, ST-154, ST-
D, E 155, ST-162, ST-1800, ST-1850, ST-2040, ST-23, ST-2607, ST-38,
ST-4243, ST-429, ST-4580, ST-4663, ST-4980, ST-57, ST-602, ST-
6206, ST-718, ST-88
AV124 | 2 C ST-23, ST-88
AV125 | 84 A, B1,B2,C, | ST-10, ST-101, ST-1011, ST-1056, ST-1147, ST-115, ST-1431, ST-
D, E 1463, ST-154, ST-155, ST-156, ST-162, ST-1640, ST-1800, ST-1850,
ST-2040, ST-23, ST-2309, ST-2607, ST-295, ST-345, ST-3564, ST-
367, ST-38, ST-4243, ST-429, ST-4580, ST-4663, ST-4980, ST-57,
ST-602, ST-6206, ST-6254, ST-718, ST-88
AV126 | 65 Clade I, A, ST-770, ST-10, ST-101, ST-1011, ST-115, ST-1463, ST-154, ST-155,
B1, B2, C, D, | ST-1640, ST-1800, ST-1850, ST-2040, ST-23, ST-2607, ST-295, ST-
E 345, ST-351, ST-38, ST-4243, ST-429, ST-4580, ST-4980, ST-57,
ST-602, ST-6206, ST-718, ST-877, ST-88
AV127 | 13 A /Bl C ST-1463, ST-155, ST-23, ST-4980, ST-4980, ST-57, ST-602, ST-88
AV128 | 8 A, B1,D,E ST-101, ST-1640, ST-2197, ST-38, ST-57
AV129 | 12 A, B1, C, D, ST-1640, ST-23, ST-2952, ST-4243, ST-4980
E




Table S3: List of primers for deletions of common bacteriophage receptor genes in E. coli strain ECOR4,

related to Figure 5.

Primers for deletion fragment amplification

ompW-Up ATGAAAAAGTTAACAGTGGCGGCTTTGGCAGTAACAACTCTTCT
CTCTGGAATTAACCCTCACTAAAGGGCG

ompW-Dw TTAAAAACGATATCCTGCTGAGAGCATAAACACCCACGGATCGA
GGCGTATAATACGACTCACTATAGGGCTC

tsx-Up ATGAAAAAAACATTACTGGCAGCCGGTGCGGTACTGGCGCTCT
CTTCGTCAATTAACCCTCACTAAAGGGCG

tsx-Dw TCAGAAGTTGTAACCTACTACCAGGTAACCACCCCAGCCGGTAG
AGCGAATAATACGACTCACTATAGGGCTC

waaC-Up ATGCGGGTTTTGATCGTTAAAACATCGTCGATGGGCGATGTTCT
CCATACAATTAACCCTCACTAAAGGGCG

waaC-Dw TTAAATCAATGTGATTTTTTTATAAACAGCCGCTGCTTCTAAATTA
TTTATAATACGACTCACTATAGGGCTC

tonB-Up ATGACCCTTGATTTACCTCGCCGCTTCCCCTGGCCGACGTTACT
TTCGGTAATTAACCCTCACTAAAGGGCG

tonB-Dw TTACTGAATTTCGGTGGTGCCGTTAATTTTAAACAGGATATTCAC
CACAATAATACGACTCACTATAGGGCTC

waaR-Up ATGAATGAATTTATAAAAGAACGGTTTTCGTATTTAGCAGATAAT
AAAAAAATTAACCCTCACTAAAGGGCG

waaR-Dw TTATTTCTTAAGCTTGTACTTAATTAATGAAGTTATGCCTTTTATA
TACTTAATACGACTCACTATAGGGCTC

ompF-Up ATGATGAAGCGCAATATTCTGGCAGTGATCGTCCCTGCTCTGTT
AGTAGCAATTAACCCTCACTAAAGGGCG

ompF-Dw TTAGAACTGGTAAACGATACCCACAGCAACGGTGTCGTCTGAAC
CTACGCTAATACGACTCACTATAGGGCTC

fadL-Up ATGAGCCAGAAAACCCTGTTTACAAAGTCTGCTCTCGCAGTCGC
AGTGGCAATTAACCCTCACTAAAGGGCG

fadL-Dw TCAGAACGCGTAGTTAAAGTTAGTACCGAACAGCCAGGCTTTAC
CTTCAGTAATACGACTCACTATAGGGCTC

ompA-Up ATGAAAAAGACAGCTATCGCGATTGCAGTGGCACTGGCTGGTTT
CGCTACAATTAACCCTCACTAAAGGGCG

ompA-Dw TTAAGCCTGCGGCTGAGTTACAACGTCTTTGATACCTTTAACTTC
GATCTTAATACGACTCACTATAGGGCTC

ompC-Up ATGAAAGTTAAAGTACTGTCCCTCCTGGTCCCAGCTCTGCTGGT
AGCAGGAATTAACCCTCACTAAAGGGCG

ompC-Dw TTAGAACTGGTAAACCAGACCCAGAGCTACGATGTTATCAGTGT
TGATGCTAATACGACTCACTATAGGGCTC

fhuA-Up ATGGCGCGTTCCAAAACTGCTCAGCCAAAACACTCACTGCGTAA
AATCGCAATTAACCCTCACTAAAGGGCG

fhuA-Dw TTAGAAACGGAAGGTTGCGGTTGCAACGACCTGACGTTCTGCG
CCCCAGATAATACGACTCACTATAGGGCTC

fepA-Up ATGAACAAGAAGATTCATTCCCTGGCCTTGTTGGTCAATCTGGG
GATTTAAATTAACCCTCACTAAAGGGCG

fepA-Dw TCAGAAGTGGGTGTTTACGCTCATATACCACGTACGTCCCGGCT
CGTTATTAATACGACTCACTATAGGGCTC

btuB-Up CCGCTTGGGCACAGGATACCAGCCCGGATACTCTCGTCGTTAC
TGCTAACCAATTAACCCTCACTAAAGGGCG

btuB-Dw ATCGATCAAGTCACTGACATCGTTACGATATCCGGAAATACGCC
AGTTCATAATACGACTCACTATAGGGCTC

tolC-Up ATGAAGAAATTGCTCCCCATTCTTATCGGCCTGAGCCTTTCTGG
GTTCAGAATTAACCCTCACTAAAGGGCG

tolC-Dw TCAGTTACGGAAAGGGTTATGACCGTTACTGGTGGTAGTGCGT

GCGGATGTAATACGACTCACTATAGGGCTC



lamB-Up ATGATGATTACTCTGCGCAAACTTCCTCTGGCGGTTGCCGTCGC
AGCGGGAATTAACCCTCACTAAAGGGCG

lamB-Dw TTACCACCAGATTTCCATCTGGGCACCGAAGGTCCACTCGTCGC
TGTCGCTAATACGACTCACTATAGGGCTC



Table S4: List of primers for control of the deletion of genes expressing common bacteriophage receptor

genes in E. coli strain ECOR4, related to Figure 5.

Primers for deletion control

ompW-F
ompW-R
tsx_F
tsx_R
waaC_F
waaC_R
tonB-F
tonB-R
waaR_F
waaR_R
ompF_F
ompF_R
fadL_F
fadL_R
ompA_F
ompA_R
ompC_F
ompC_R
fhuA_F
fhuA_R
fepA-F
fepA-R
btuB_F
btuB_R
tolC_F

tolC_R

ATGAAAAAGTTAACAGTGGCG

TTAAAAACGATATCCTGCTGAGAG

ATGAAAAAAACATTACTGGCAGCC

TCAGAAGTTGTAACCTACTACCAGG

ATGCGGGTTTTGATCGTTAAAACATC

TTAAATCAATGTGATTTTTTTATAAACAGCCG

ATGACCCTTGATTTACCTCGC

TTACTGAATTTCGGTGGTGC

ATGAATGAATTTATAAAAGAACGGTTTTCG

TTATTTCTTAAGCTTGTACTTAATTAATGAAGTTA

ATGATGAAGCGCAATATTCTGGC

TTAGAACTGGTAAACGATACCCACAG

ATGAGCCAGAAAACCCTGTTTACAAAG

TCAGAACGCGTAGTTAAAGTTAGTAC

ATGAAAAAGACAGCTATCGCGATTG

TTAAGCCTGCGGCTGAGTTACAAC

ATGAAAGTTAAAGTACTGTCCCTCC

TTAGAACTGGTAAACCAGACCCAG

ATGGCGCGTTCCAAAACTGC

TTAGAAACGGAAGGTTGCGGTTG

ATGAACAAGAAGATTCATTCCCTG

TCAGAAGTGGGTGTTTACGC

ATGATTAAAAAAGCTTCGCTGCTGAC

TCAGAAGGTGTAGCTGCCAGACAAG

ATGAAGAAATTGCTCCCCATTCTTATC

TCAGTTACGGAAAGGGTTATGACC



lamB_F

ATGATGATTACTCTGCGCAAACTTC

lamB_R

TTACCACCAGATTTCCATCTGGG




Figure S1: Protein sequence alignment of gp38 corresponding to the chaperone encoded by T4, related
to Figure 5.
Differing residues are highlighted in red colour.
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Figure S2 Protein sequence alignment of the tail fibers corresponding to the adhesins encoded by gp38
homologues of the phages T2 and T6, related to Figure 5. Differing residues are highlighted in red colour.
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Figure S3. Protein sequence alignment of gp37 of T4 and full sequences of gp37 of phage T4 and AV110,
AV112, AV113, AV116, AV117, AV118, AV122, related to Figure 5. Differing residues are highlighted in red.

AV110_Gp37 MATLKQIQFK RSKVAGVNPT AAQLAEGELA INLKDRTLFT KDDLGNIISL GFAKGGDING NVTQTGDYLQ
AV118 Gp37 MATLKQIQFK RSKVAGVNPT AAQLAEGELA INLKDRTLFT KDDLGNIISL GFAKGGDING NVTQTGDYLQ
AV112 Gp37 MATLKQIQFK RSKVAGVNPT AAQLAEGELA INLKDRTLFT KDDLGNIISL GFAKGGDING NVTQNGDYLQ
AV113 _Gp37 MATLKQIQFK RSKVAGVNPT AAQLAEGELA INLKDRTLFT KDDLGNIISL GFAKGGDING NVTQNGDYLQ NLNGNQFVYA GKYIEFLPKT 94
AV117_Gp37 MATLKQIQFK RSKVAGVNPT AAQLAEGELA INLKDRTLFT KDDLGNIISL GFAKGGDING NVTQNGDYLQ NLNGNQFVYA GKYIEFLPKT 94

T4_Gp37 MATLKQIQFK RSKIAGTRPA ASVLAEGELA INLKDRTIFT KDDSGN!IDL GFAKGGQVDG NVTINGLLRL NGDYVQTGGM TVNGPIGSTD G-VTAKIFRS 99
AV116_Gp37 MATLKQIQFK RSKTAGARPA ASVLAEGELA INLKDRTLFT KDDSGN!IDL SISAGGNISG NVTIDGTLRV NGPINNFCNF STSGQITAGS S-1SAQVFRA 99
AV122 Gp37 MATLKQIQFK RSKTAGOQRPA ASVLAEGELA INLKDRTLFT KDDSGNI!I1DL SITAGGNISG NITQTGDYTQ TG------KF NLIGPQIVAS GGYIEFNYRT 94
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AV110_Gp37 TGNGAWAN-- -QHSNKAPIF TDLSSTTSVS EYHPLIKQRY KDGTFSAGTL VNEGSFKFHY IDETG--TSK YWTFNRNGNF QVDSGSLLVS NGYLVTQSN! 189
AV118 Gp37 TGNGAWAN-- -QHSNKAPIF TDLSSTTSVS EYHPLIKQRY KDGTFSAGTL VNEGSFKFHY IDETG--TSK YWTFNRNGNF QVDSGSLLVS NGYLVTQSN! 189
AV112_Gp37 AGNGAWAN-- -QHTNKAPIF TDLSSTTSTS EYHPLIKQRY KNGTFSAGTL VSEGSFKIHY IDETG--DSK YWTFNRNGSF 1VDNGNIEVR AGNISASGNI 189
AV113_ Gp37 AGNGAWAN-- -QHTNKAPIF TDLSSTTSTS EYHPLIKQRY KNGTFSAGTL VSEGSFKIHY IDETG--DSK YWTFNRNGSF IVDNGNIEVR AGNISASGNI 189
AV117 Gp37 AGNGAWAN-- -QHTNKAPIF TDLSSTTSTS EYHPLIKQRY KDGTFSVGTL VSEGSFRVHY IDSTAPDNSK HWAFNRNGNF IVDSGSIEVR AGNISASGNI 191

T4 Gp37 TQGSFYARAT -NDTSNAHLW FENADGTER= ==5=GVI===s ====YARPQT TTDGEIRLRV ROGTGSTANS EFYFRS==== sssccccs N GGEF=QANR! 173
AV116_ Gp37 LQGSFYSRAS TCETANAHLW FENADGTER= ===GVIss=s S=cSYARPQT TTDGEIRLRY RQGTGSTVUNS EFYFRS=scs ssscsscs GGEF=QANR ! 174
AV122 Gp37 TGSGAWSG-- -QHTAKAPIF VDLSSATSTS EYNPIIKQRF KDGTFSLGTL VSEGSLKIHY INESGDS==K YWTFRRDGGF TVDGCCLAVS CGGSITTIGNI 189
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AV110_Gp37 ETKAGSLIGP KVATKNINVS TKSWOTNIDT AYDLVSLPTW QYTPTE--TD LDTNGINYLR KERGHVSSA!I FHEVADARSG KPQNISYWTG RNAEVYQWSY 287
AV118.Gp37 ETKAGSLIGP KVITKNINVS TKSWOTNIDT AYDLVSLPTW HYTPTE--TD LDTNGINYLR KFRGHVSSAI FHEVADARSG KPQNISYWTG RNAEVYQWSY 287
AV112.Gp37 NSASGUVSAP RVNTKNINLS SKTFIPNNDA GYDIVSLETW IYNPPADGSD RDTNGENYMR KMRASNTSS| FHEIVDCRKD KPQE|SWWTG VGPSSFQWSFE 289
AV113.Gp37 NSASGVVSAP RVNTKNINLS SKTFIPNNDA GYDIVSLPTW IYNPPADGSD RDTNGLNYMR KMRASNTSS| FHEIVDCRKD KPQE|SWWTG VGPSSFQWSFE 289
AV117_Gp37 NSANGIVSAP QVNTKTIVLD QYDSASLVAY VYPGT----- GEENGINYLR KVRAKSGGTI YHEIASAQTG KNDE|SWWTG NSETTKLMGL 281
T4.Gp37 L-ASDSLVTK RIAVDTVIHD QYDSHSLVNY VYPGT- GETNGYNYLR KVRAKSGGT! YHEIVIAQTG LADEVSWWSG DTPVFKLYGI 262
AV116.Gp37 L=ASDSLVTK RIAADTVIHG VYDTDSLVNY VYPGT- GETNGYNYLR KVRAKSGGTM YHE|VTAQTD QADEVSWWTG NTPSFKLYG! 263
AV122.Gp37 A=ALGNITSP QINTKNIILD QYDSQSLVNY VYPGT----- GEENGINYLR KVRSKSGGT| YHEICTAQTG LADEVSWWTG NTPLFKLYG! 278
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AV110_Gp37 TTDGRMSVAN S1GIGLADVG DQG-RYPLVS -5F-GKGIAI GDNDTGIKWV RDGVIDLMAN GISSATILNN GINSTKKLMV GYSRDSGSTW DFPNNNQAMF 383
AV118.Gp37 TTDGRMSVAN S1GIGLADVG VAG-RYPLVS --F-GKGIAI GDNDTGIKWV RDGVIDLIAN GVSTGTINST GUNSTKKLTV GYSRDSGSTW DYPNTNQAMF 383
AV112.Gp37 DTTGRIAAGK SISVGLPDNG VNG-RYPLES -Al-51GIAI GDONDTGIKWV RDGVIDEMAN GISSATILNN GINSTKKLMV GYSRDSGTTW DFPNNNQAMF 386
AV113.Gp37 DTTGRIAAGK SISVGLPDNG VNG-RYPLES -Al-5IGIAI GDNDTGIKWY RDGVIDEMAN GISSATILNN GINSTKKLMV GYSRDSGTTW DFPNNNQAMF 386
AV117_Gp37 RNDGAMVLRR SEAIGTITTD ENTNNYGSPT PMG-ERYIAL GOAATGLKYI KQGVYDLVGN WNSVASITPD SERSTRKALF GRSEDQGGTW TMPGTNAAFL 380
T4.Gp37 RDDGRMIIRN SLALGTETTN FPSSDYGNVG WMG-DKYEVL GDTVTGLSYK KTGVFOLVGG GYSVASITPD SFRSTRKGIF GRSEDQGATW IMPGTNAALL 361
AV116.Gp37 RNDGRMIVRN SIAIGTVTAG YPSSDYGNGA ALGFGVYLAL GDNGTGLSYK KTGVYDLVGS GNSVASITPD SFRSTRKAIF GRSEDQGTTW IMPGTNAAFL 363
AV122_Gp37 RNDGRMIIRN SEAIGTVIEG YPSSDYGNTG VMG-DRYLA| GONASGLKWY RTGVYDLMAN GISSATILNN GINSTKKLMV GYSRDSGSTW DFPNNNQAMF 377
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AV110_Gp37 TARTDYDGNN NGDGQTHIGY SSNAKMYHYF RGTGRMSVSM GOGLLVEPGI LDIKTGSNSL NLRADGT IAS VQTLKLNNGL YENGDGTNAS LVFKAASGID 483
AV118.Gp37 SARTEVDGNN NGDGQTHIGY SSNAKMYHYF RGAGRMAISM GEGLIVEPGI LDIKTGSNSL NLRADGTIAS VQTLKLNNGL YENGDGTNAS LIFKAASGID 483
AV112_Gp37 TARTDIDGNN NGDGQTHIGY SSNSKMYHYF RGTGRMAIGM AEGLIVEPGI LDIKTSSNTL SLRADGTVWAS VQTLKLNNGL YENGDGTNAS LVFKAASGID 486
AV113.Gp37 TARTDIDGNN NGDGQTHIGY SSNSKMYHYF RGTGRMAIGM AEGLIVEPGI LDIKTSSNTL SLRADGTVWAS VQTLKLNNGL YENGDGTNAS LVFKAASGID 486
AV117_Gp37 SVQTQADNNN AGDGRTHIGY NSGGKMSHYF RGTGQMNINT QQGMEINPGI LKLVTGANNY MEYADGGITS TKQLSIYNGY YLAANNSTAG LTFAPTTTID 480
T4.Gp37 SVATQADNNN AGDGQTHIGY NAGGKMNHYF RGTGQMNINT QQGMEINPG! LKLVTGSNNY QFYADGTISS IQPIKLONEI FLTKSNNTAG LKFGAPSQVD 461
AV116.Gp37 SVQTQADENT AGDGQTHIGY NSGGKMSHYF RGKGQTNINT QEGMEVNPGI LKLVTGSNNV QFYADGTVSS IQRIKFDNGL VLTGA=RPDG IQLDARTTTD 462
AV122_Gp37 TARTDVDGNN NGDGQTHIGY NSNSKMYHYF RGAGRMSVSM GDGLLVEPGI LDIKTGSNRV AIRADGTEDS TQRISMRTGL FLNGDDNTNA LSFKARTGVD 477
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AV110_Gp37 GTKQIMWEGG TRAGQNKSYV TVKAWGNSFN ATGDKARETV FEVSDGQGYY FYSQRVAPTG SETTGPVVTQ FNGQVNARGS LITDGSLRVN GLSTLVGNVT 583
AV118.Gp37 GTKQIMWEGG TRAGQNKSYV TVKAWGNSFN ASGDRNRETV FEVSDGQGYY FYSQRVAPSG SETTGPVVTQ FNGQVNARGS LITDGSLRVN GLSTLVGNVT 583
AV112.Gp37 GTKQIMWEGG TRAGQNKSYV TVKAWGNSFN ASGDRTRETV FEVADGQGYY FYSQRVAPTG SETVGPVVTQ INGQLNARGS |ITDGSLRVN GLSTLSGQVT 586
AV113.Gp37 GTKQIMWEGG TRAGQNKSYV TVKAWGNSFN ASGDRTRETV FEVADGQGYY FYSQRVAPTG SETVGPVVTQ INGQLNARGS |ITDGSLRVN GLSTLSGQVT 586
AV117_Gp37 GTKQILWEGG KRAGQNKSYV TVKAWGNSFN ASGDRNRETV FEVADGQGYY FYSQRVAPSG SETTGPVVTQ FAGAVNARGS |ITDGSFKVN GLSTLVGNVT 580
T4.Gp37 GTRT IGQWNGG TREGQNKNYV IIKAWGNSFN ATGDRSRETV FQVSDSQGYY FYAHRKAPTG DETIGRNEAQ FAGDVYAKGH |-ANGNFRVV GSSALAGNVT 560
AV116.Gp37 GTKT |LWAGG TREGQNKNYV SIKAWGNAFN ASGDRSRETV FEVGDGQGYY FYAQRVAPAT GSTIGSIQLR IGGALLTSGG |-TSss-esse sui-s SGSIV 550
AV122.Gp37 GTKT INWDAG TRNGQNKNTV SIKAWGNAFN SVP-GIRETV FEVYDSQGYY FYSQRQRPEG SETVGPVVTQ FNGPVNANGS ISTAGNLKVD GLSTLNGNVT 576
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AV110_Gp37 MNNGLFVQGG ASITGQVKIG GTADAFRI¥D AEYGAIFRRS EDKEY!IPTP QNAGESGGIS -NLRPEYITL SNGKVSMDHD VDIGGGREKV EAAGT--=22 677
AV118_Gp37 MNNGLFVQGG SSITGQVKIG GTADALRIWN AEYGAIFRRS EASLY!IPTP KDAGESGGIS -NLRPLIIEL NTGTVKMSHD VHLGDSGSGT GLLQV--SNS 680
AV112.Gp37 MDNGLVLSGG GSITGQVKIG NTADAFRI¥N AEYGAIFRRS EASLY!IPTP KDAGESGGIS -NLRPLTIEL NTGTVKMSHD VHLGDSGSGT GLLQV--SNS 683
AV113.Gp37 MDNGLVLSGG GSITGQVKIG NTADAFRI¥N AEYGAIFRRS EASLY!IPTP KDAGESGGIS -NLRPLTIEL NTGTVKMSHD VHLGDSGSGT GLLQV--SNS 683
AVI17Gp37 MENGLNEFGG $S1TGQVKIG GTADALRIWN AEYGAIFRRS EBELY!IPTP BNAGERGG!S _NLRPEN (KL SNGKVSMBHD VDIGEGREKY EFSGN._S=% 674
T4.Gp37 MSNGLFVQGG SSITGQVKIG GTANALRIWN AEYGAIFRRS ESNEY!IPTN QNEGESGDIH SSLRPVRIGL NDGMVGL-== DSFIVDQNNA 649
AV116.Gp37 TESSLVANNG MSYNGQAKFG GTANALRIWN AEYGAIFRRS ETALHIIPTL KDQGENGEIG -NLRPLSISL HNGMVAMRHS NMI TVDNDNK 649
AV122.Gp37 MKNGLFVQGG SSITGQVKIG GTTNALRIWN AEYGAIFRRS ESNEY!IPTN KNEGESGDIH SSLRPVRIGL NDGMVGL==- DSFIVDQNNA 665
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AV112 Gp37 LKTIKMICPV TINERNAA-- --SPSSSSAN YLQGSKAGTR GSGNDL
AV113 Gp37 LKTIKMICPV TINERNAA-- --SPSSSSAN YLQGSKAGTR SWVVCLC—-- -GSGNDL
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T4 Gp37 LTTINSNSRI NANFRMQLGQ SAYIDAECTD AVRPAGAGSF ASQNNEDVRA PFYMNIDRTD ASAYVPILKQ RYVQGNGCYS LGTLINNGNF RVHYHGGGDN 749
AV116_Gp37 LVVVUTSNSRI SPNERMQIGR SAYIDAECTD RVRPAGAGSF ASQNNENVRA PFYMNIDRTD ISTYVPIFKQ RYVQGNSCYS LGTLINGGNF RVHYHEGGDN 749
AV122 Gp37 LTTINSNSRI NANFRMQLGQ NAYIDIEASD GVRPTGCGSF ASQNDVNVRA PIYMNIERTA TSEYIPIVKQ RYVKGDSTYS IGTLISQGDF RVHYHQGTST 765
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AV118 Gp37 GHGLVISDNF VTISKPLKVG AAQLGTDGNI TGGSGNFANL o=
AV112_Gp37 GHGLVISDNF VSITKPFKVG NAQLGTDGN! TGGSGNFANL cow
AV113_Gp37 GHGLVISDNF VSITKPFKVG NAQLGTDGN! TGGSGNFANL NTTINNL--- ----

AV117 Gp37 SHGIALNSDT VDIAKPLRIG STQIGTDGNI TGGSSNFANL NTTLERRVKV GTWSGSSTAC WVKFATVTMP QSVSTVQFKI IGGNGYNANS 820

T4_Gp37 GSTGPQTADF CWEFIKNGDF IS-PRDLIAG KVRFDRTGNI TGGSGNFANL NSTIESL--- ----
AV116_Gp37 DSTGPLIKNF AWEENRTGDF IS-PGKLGAG TVRIGCTDGNI TGGSGNFANL
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AV110_Gp37 KTDIVSSYPI GAPIPWPTDT PPEGYAIMEG QTFDAGLYPK LAAVYPSGTL PDMRGQTIKG KPSGRAVLST EADGVKSHSH SASASSTDLG TKTTSSFDYG 880
AV118.Gp37 KTDIVSSYPI GAPIPWPTDT PPEGYAIMEG QTFDKSAYPK LAMAYPSGVI PDMRGQTIKG KPSGRAVLST EADGVKSHSH SASASSTDLG TKNTSSFDYG 887
AV112.Gp37 KTDIVSSYPI GAPIPWPTDT PPNGYAIMEG QTFDKSAYPK LAVAYPSGVI PDMRGQTIKG KPSGRAVLSA EADGVKSHSH SASASSTDLG TKTTSSFDYG 890
AV113.Gp37 KTDIVSSYPI GAPIPWPTDT PPNGYAIMEG QTFDKSAYPK LAVAYPSGVI PDMRGQTIKG KPSGRAVLSA EADGVKSHSH SASASSTDLG TKTTSSFDYG 890
AV117_Gp37 ¥SDAQIPYPV GAPIPWPSDS VPDGFALMEG QTFDKSAYPK LAIAYPTGTI PDMRGQT IKG KPSGRAVLSA EADGVKAHSH SASASSTDLG TKTTSSFDYG 1020
T4.Gp37 KTDIMSSYP| GAPIPWPSDS VPAGFALMEG QTFDKSAYPK LAVAYPSGVI PDMRGQT IKG KPSGRAVLSA EADGVKAHSH SASASSTDLG TKTTSSFD== 903
AV116.Gp37 KTDIVSSYPI GAPIPWPTDT PPEGYAIMEG QTFDKSAYPK LAMAYPSGVI PDMRGQTIKG KPSGRAVLST EADGVKSHSH SASASSTDLG TKNTSSFDYG 905
AV122.Gp37 KTDIVSSYPI GAPIPWPTDT PPDGYAIMEG QTFDKSAYPK LAMAYPSGVI PDMRGQTIKG KPSGRDVLSA EADGIKAHSH SASASSTDLG TKTTSSFDYG 916
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AVL10.Gp37 BKTTSSFDYG TKTSNTTGRH NHEVSGNTSS AGAHGHARSG PON-QNGEPH WAEYDGNNSY CANNAKERG NVNCATAGSN WAKTSSBGAH EHSWSGTTSH 979
AV118.Gp37 TKTSSSFDYG TKTSNTTGAH THSLSGSTNT TGAHTHSMQF VSGGTSGTPG -----=---§ GSsessss-- -5==PDYSKY NANTSSAGAH SHSISGTAAS 966
AV112.Gp37 SKTTSSFDYG TKTSSTTGNH NHTVSGNTSS AGAHQHARSG PQI-QGGVPA SUENDGYNSA GENGNAKNTE SVACATHSSN MAKTSSBGAH THSWSCTTSH 985
AV113.Gp37 SKTTSSFDYG TKTSSTTGNH NHTVSGNTSS AGAHQHARSG PQI-QGGVPA SIEYDGYNSA GENGNAKITG SVSGATASSN MAKTSSDGAH THSWSGTTSA 989
AVL17Gp37 TKTTSSFDYG TKTSNNTGAH THSESGSTAT ACAHSHTSAE YAGDERNSPG G---- - ==-5 SARGSAGGGN TLGTSSSGAH SHSISGTAAS 1101

T4 Gp37 ======== TKGINSTGGH THSGSGSTST NGEHSHYIEA WNGTGV--=-- --CGNKMS-A -SYAISYRAG GSNTNAAGNH SHTESFEGTSS 976
AV116_Gp37 YKTSSSFDVG TKTSNTTGAH THSLSGSTNT TGAHTHSMQF VSGGTS- =-GTPGSG-- ---SPDYSKY NANTSSAGAH SHSISGTAAS 984
AV122 Gp37 TKTSSSFDYG TKNTNSTGGH THSVSGTTSA AGEHAHHLGL LLVNGGDA-- GNSLPRTL-- -DWLDRRDNK FPNTNTTGNH THTWSGTTSN 1008
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AV118 Gp37 AGAHAHTVGI GAHTHTVGIG AHTHTVAIGS HGHTITVNNT GNTENTVKNI AFNYIVRLA- 1025
AV112 Gp37 TGNHAHTVGI GAHTHSVGIG AHTHTVAIGS HGHTITVNAT GNTENTVKNV AFNYIVRLA- 1048
AV113_Gp37 TGNHAHTVG! GAHTHSVGIG AHTHTVAIGS HGHTITVNAT GNTENTVKNV AFNYIVRLA- 1048
AV117 Gp37 AGAHAHTVGI| GAHTHTVGIG AHTHSVAIGS HGHTITVNST GNTENTVKNI AFNYIVRLA- 1160
T4_Gp37 EESSESSSS A GDHSHSVGIG AHTHTVAIGS HGHTITVNST GNTENTVKNI AFNYIVRLA- 1026
AV116_Gp37 AGAHAHTVGI GAHTHTVGIG AHTHTVAIGS HGHTITVNNT GNTENTVKN! AFNYIVRLA- 1043
AV122_Gp37 AGAHTHTVGI! GAHTHIVGIG AHTHSVAIGS HGHTITVNST GNTENTVKN! AFNYIVRLA- 1067
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