
 
 
6. PO4 Binders ?
5. Prediction Confidence
4. Combined Prediction
3. Conservation
2. Yersinia PTPase
1. Alignment

 5  10  15  20  25  30  35  40  45
P P p p p

   β1   β2    β3 Τ Τ Τ Τ
7 7 8 + 7 9 8 + + + 8 + + 9 7 9
N T L A P R T N D P R Y L Q A C G G E K L N R F R D I Q C C R Q T A V R A D L N A N Y I Q V G

1 10 20 30 40 50
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 50  55  60  65  70  75  80  85

Τ Τ Τ Τ Τ Τ Τ Τ Τ Τ   β4 Τ Τ Τ Τ Τ    α1 Τ Τ Τ Τ Τ Τ    β5
9 + 7 8 + + + + 7 + + 6 9 6 6 8 6 9 8 + 7 9

N T R T I A C QY P L Q S Q L E S H F R ML A E N R T P V L A V L A S S S E I A N

60 70 80 90 100
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 90  95  100  105  110  115  120  125
p p

   β6   β7   β8
8 + + + + 7 9 8

Q R F G M P D Y F R Q S G T G S I T V E S K M T Q Q V G L G D G I M A D M Y

110 120 130 140 150
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 130  135  140  145  150  155  160  165
p

   β8   β9 Τ Τ Τ Τ Τ Τ Τ Τ Τ Τ Τ Τ Τ Τ Τ Τ   α2
9 6 9 6 7 7 + + 7 + 7 8 9

T L T I R E A G Q K T I S V P V V H V G N WP D Q T A V S S E V T K A L A S L V D

160 170 180 190 200

 
 
6. PO4 Binders ?
5. Prediction Confidence
4. Combined Prediction
3. Conservation
2. Yersinia PTPase
1. Alignment

 170  175  180  185  190  195  200  205  210  215
A  ctive site Cys P

  α2    β10 Τ Τ Τ Τ Τ Τ Τ Τ    β11    α3
7 9 + + 9 9 + 7 9 9 8 + 6 7 8 6 9

Q T A E T K R N M Y E S K G S S A V G D D S K L R P V I H C R A GV GR T A QL I G A M C M N D S R

210 220 230 240 250
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 220  225  230  235  240  245  250
P P p

  α4 Τ Τ Τ Τ Τ Τ Τ  β12   α5
9 9 9 9 + 9 9 7 6 + 7 6 8 6

N S Q L S V E D M V S Q MR V Q R N G I MV QK D E QL D V L I K L A E

260 270 280 290 300


