o U WN PR o U WN R o Ul A WN PP o U WN R o U~ WN R

o Ul A WN PP

. Alignment

. Yersinia PTPase

. Conservation

. Combined Prediction
. Prediction Confidence
. PO4 Binders ?

. Alignment

. Yersinia PTPase

. Conservation

. Combined Prediction
. Prediction Confidence
. PO4 Binders ?

. Alignment

. Yersinia PTPase

. Conservation

. Combined Prediction
. Prediction Confidence
. PO4 Binders ?

. Alignment

. Yersinia PTPase

. Conservation

. Combined Prediction
. Prediction Confidence
. PO4 Binders ?

. Alignment

. Yersinia PTPase

. Conservation

. Combined Prediction
. Prediction Confidence
. PO4 Binders ?

. Alignment

. Yersinia PTPase

. Conservation

. Combined Prediction
. Prediction Confidence
. PO4 Binders ?

1 10 20 30 40 50
NtLrapPrRTNDPRYL QACGGEKLNRFRD|QCCRQTAVRADLMANYIQVG
7 78+ 7 9 8+ + +8++979
Bl B2 [ B3 rTTT
PP p p p
5 10 15 20 25 30 35 40 45
60 70 80 90 100
NTRT|ACEYPLQSQLESHFRMLAE NRTpvLAvLAsssEI AN
9+78+++ + 7++69668 6 98+7 9
TTTTTTTTTT B4 [TTTTT al TTTT7T] B5 |
50 55 60 65 70 75 80 85
110 120 130 140 150
Qo RFa mP DYFRQSGTGS Il TVESKMTQQVGL GDGI MADMY
8+  +++ 7 9 8
I 57 B8
p p
90 95 100 105 110 115 120 125
160 170 180 190 200
TLTI RE AGQKT|SVPVVHVGNWPDQTAVSSEVTKALASLVD
9 6 9 6 77 ++7 + 7 89
| B8 | [ B9 [TTTTTITTITTTITTITTITT] o2 |
P
130 135 140 145 150 155 160 165
210 220 230 240 250

]

QTAETKRNMYESKGSSAVGDDSKLRPV CrR A[EVGRTAQLI ¢ AMcMNDSR
| 7 9++99+7998+67869
a2 B1O (TTTTTTTT| p11 | a3
ctivesite Cys P
170 175 180 185 190 195 200 205 210 215
260 270 280 290 300
NSQL sVEbMVsQMRvQRNGI MVQkpeEQLDoviLI kLAE
9 9 99 + 9976 +7 6 8 6
[ a4 [TTTTTTI) p12 | [ a5
P P p
220 225 230 235 240 245 250



