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Neuron: SX1-Sp1-SNAP25-Sp2-Vamp2
GLUT4: SX4-Sp1-SNAP23-Sp2-Vamp2
Endosome: 5X13-Sp1-VtiA-Sp3-5SX6-Sp2-Vamp4
Yeast: Ss01-Sp1-SEC9-5p2-Snc2
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