41

Det7 Tsp

SETP12 Tsp

Phil9 Tsp3

k1H Tsp63D sialidase

K1G Tsp63D sialidase

K1F tail fibre

ViOl Tsp3

Phil9 Tspl

SboM-AG3 orf00207

EcoDS1 gpl7

EPECal4 tail fibre

SboM-AG3 orf 00210

K. pneumoniae prophage tail
ViII-El maturation/adhesion

PKVVPAGSTPASTGGVGLGAWVSVGDAAFRQEAN-————-—-=—————— KKFKYSVKLSDYS
PKVIPAASTPLTAGGISDSAWVAFGDITFRAEAD-————-—-—————-— KKFKYSVKLSDFET
PKTVDAGSTPETSGGVGLGAWLSVGDAAFRQEAN-————-—-—-—————— KKFKYSVKLSDYS

PKTIPASSSPQSTGGVSEGAWQRAGSVVLRQQISNANGAILYPDLHVARWKDEYDPRAWG
PKIIPASSSPQSTGGVADGAWQPVGSVILRQQISDVNGAILYPDLHVARWKDEYDPRAWG

PKNVPAGSTPETSGGIGLGAWVSVGDAALRSQISNPEGAILYPELHRARWLDEKDARGWG
PKVVAAGSTPDNSGGVGTGAWIPVGINSLSGDGGWSRIGSEFGKSLKEHIQSLPSLSAVK
PKTVAPGSTPATTGGVGLGAWVSVGDVSLRSELS———--—-—-—————-—-—— KEDGFKYIGYS
PKSVNAGGTIANTGGLSSSNWVKLDPDALRDELY-———-=-—-————————=————— SGFYRLT
PKEVPAGSTPSTTGGVGLGAWVSVGDASLRSNLIS-————————————-——— DNSINGDALI
PKDVPENSTPESTGGVSLGAWVSVGDASLRSDLIS———-——————————————— QETDKGS
PKTVNKNSTPQSTGGVSSSAWVSVESKTLGSELLTG---—-=-———————————— EKASLVG

PKTVPIASSPATTGGVRAGGWAYTSDAATIRQNLAADSGAKLVGGLNYVTPEMSGFVTGAG
PKTVPPGSTPYSSGGTGNGKWMAVDVADVLRKDLAKPTGANLIGIHDTTVGEVLRQKVYI

Kk . . .« kK *

4B

ST64T Tsp GESGVKTWQGTVGSTTSRNYNLQFRDSVVIYPVWDGFDLGAD 400
ST104 Tsp GESGVKTWQGTVGSTTSRNYNLQFRDSVVIYPVWBGFDLGAD 400
P22 Tsp GESGVKTWQGTVGSTTSRNYNLQFRDSVVIYPVWBGFDLGAD 400
SETP13 Tsp GESGVKTWQGTVGSTTSRNYNLQFRDSAVLYPVWDGFDLGAD 421
SETP12 Tsp GESGVKTWQGTVGSTTSRNYNLQFRDSAVLYPVWDGFDLGAD 421
SP6 Tsp GESGFKTWQGSVGAGTSRNYNLQFRDSVALSPVWBGFDLGSD 287
Det7 Tsp GESGFKTYQGSVGGGTARNYNLQFRDSVALSPVWDGFDLGSD 444
19 Tsp3 GESGTKTYQNEIGGRSARNYRLVEDNITTIQCYYDGIDVNAD 440

4C

ST64T Tsp
ST104 Tsp
P22 Tsp
SETP13 Tsp
SETP12 Tsp
SP6 Tsp
Det7 Tsp
®SH19 Tsp3

ST64T Tsp
ST104 Tsp
P22 Tsp
SETP13 Tsp
SETP12 Tsp
SP6 Tsp
Det7 Tsp
®SH19 Tsp3

ST64T Tsp
ST104 Tsp
P22 Tsp
SETP13 Tsp
SETP12 Tsp
SP6 Tsp
Det7 Tsp
®SH19 Tsp3

KLSKTLDSGALYSHINVGPGSGSAWTQLTAISGNT,
KLSKTLDSGALYSHINGGPGSGSAWTQLTAISGNT,
KLSKTLDSGALYSHINVGPGSGSAWTQLTAISGNT
KLSKTLDSGSVYSHINGGPGSGSAWTEITAISGSS
KLSKTLDSGSVYSRINGGPGSGSAWTEITAIAGSL
KLTKTLDSGAIRSTLNGGPGTGSAWTEMTAISGS

KLSATLDSGALRSHLNGYAGSGSAWTELTALSGST
MGGTTNPSLLMTADCQ

606
606
606
627
627
493
650

IQEG 641

661
661
661
680
680
546
703
695

SV---- 708
698

176
153
176
166
166
245
189
172
169
230
293
111
152
173



