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POST-TRANSLATIONAL MODIFICATIONS OF PANNEXINS
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o PHOSPHMORYLATION SITES:

Y10, Y150, S159, S181, Y192,

Y198, S206, Y324, S328,
$343, T387, 8394, S405

* GLYCOSYLATION SITES:

N204, N254", N337, N423

* PROTEOLYSIS SITES:

D164, M165°, R166°, D167",
0376°, V377°, V378", D379"
® ACETYLATION SITES:

K202, K203, K211

® S-NITROSYLATION SITES:
C40", C346°

“ UBIQUITINATION SITES:

K307, K381", K409

o PHOSPHORYLATION SITES:

$514°, $593, S604

+ GLYCOSYLATION SITES:

N86

* ACETYLATION SITES:
K456, K459

« PHOSPHORYLATION SITES:

$23, S150, S154, S167, S168,

Y186, S204, S303, §315,
§$342, T357, T364, T370

+ GLYCOSYLATION SITES:
N204, N254°, N337, N423

N-LINKED GLYCOSYLATION OF PANNEXINS
PANX SUBTYPE Panx1 Panx2 Panx3
N-GLYCOSYLATION SITE | 254 86 71
GLYCOSYLATION STATE IGly0 Gly0 Core, unglycosylated protein
Glyt Gly1 Giy1 High mannose glycosylated protein
Gly2 Gly2 Complex, extensively glycosylated protein
PANNEXIN CHANNEL FORMATION
HEMICHANNEL GAP JUNCTION CHANNELS
HOMOMERIC | HETEROMERIC | HOMOTYPIC | HETEROTYPIC
PANX1 YES PANX1/PANX2 YES PANX1/PANX2
Giy0 Gly0 Giy0 Gly0
Giy1 Gly1 Gly1 Gly1
PANX2 No / / /
PANX3 YES PANX1/PANX3 YES /
Giy0 Gly1
Giy1




