Supplemental Table S1. Predicted glycosylation patterns and catalytic regions of Paraoxonase isoforms.

PON1 PON1 PON2 PON2 PON3 PON3
Residue Amino Acid Glycosylation | Amino Acid Glycosylation Amino Acid Glycosylation
position Abbreviation prediction Abbreviation prediction Abbreviation prediction

11 M - M - M -
21A - G - G -
3|K = R - K -
4| L = L - L -
511 - \% - \% -
61A - A - A -
7]|L - \% - L -
8|T n G - A% -
9|L = L - L -
10| L = L - L -
11| G - G - G -
12| M - I - \% -
13]G = A - G -
14| L - L - L -
15| A - A - S n
16| L = L - L -
17 | F - L - \% -
18| R = G - G -
19| N n E - E -
20| H - R - M -
21| Q - L - F -
22| S L - L -
23| S A - A -
24 |Y - L - F -
25| Q - R - R -
26| T n N n E -
27 | R = R - R -
28| L - L - \% -
29| N n K - N G (NY)
30| A - A - A -
31| L - S n S n
32| R = R - R -
33| E - E - E -
4|V - \% - \% -
35| Q - E - E -
P S P
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L
Q

160 | R
161

162 | K

163 | L

164 | L

165 | P

166 | N

167 | L

168 | N*Ca
169 | D«

170 | I
171 |V
172 | A
173 |V
174 | G
175 | P
176 | E
177 | H
178 | F
179 1Y
180 | G
181 | T
182 | N
183 | D
184 | H
185 ]|Y
186 | F
187 | L
188 | D
189 | P
190 | Y
191

192

193 | S
194 | W
195 | E
196 | M
197 1Y
198 | L
19| G
200 | L
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324 | N G (NY) G - G -
35| G - S n S n
326 | T G \% - A% -
327 |V - L - L -
328 | L - Q - Q -
329 | Q - G - G -
330 | G - S n T G
331|S G S G S G
332 | T G \% - A% -
333|V - A - A -
334 | A - S n S n
335|S n A% - A% -
336 | V - Y - Y -
337 | Y - D - H -
338 | K - G - G -
339 | G - K - K -
340 | K - L - I -
341 | L - L - L -
342 | L - I - I -
343 | 1 - G - G -
344 | G - T n T n
345 | T n L - A% -
346 | V - Y - F -
347 | F = H - H -
348 | H - R - K -
349 | K - A - T n
350 | A - L - L -
351 | L - Y - Y -
352|Y - C - C -
353 | C - E - E -
354 | E - L - L -
355 | L =
Glycosylation
percent 7% 6% 7%

Predicted glycosylation patters of PON1 (PMID Accession no. P27169 ), PON2 (PMID Accession no.
Q15165), and PON3 (PMID Accession no. Q15166) through computational modeling and analysis obtained
from (https://comp.chem.nottingham.ac.uk/cgi-bin/glyco/bin/getparams.cgi); *¢ Denotes Amino acid

residue in catalytic region; G = Predicted glycosylated residue; n = Residue is not predicted to be
glycosylated; - = Other residue; N'=published N-linked glycosylation residue




