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Deposited experimental 3D structures in the Protein Data Bank (PDB)

One hundred (100) structures solved, with access codes:

IMRS, IMSO0, IMS1, IMS3, 1IMS4, IMSS5, 1IMSS, IMS9, 1IMZ5, 1IMZ6, IN1S, INIT, IN1V,
IN1Y, 1RZU, 1RZV, 1S0I, 1S0J, 1W61, 1W62, 2A75, 2AGS, 2AH2, 2CKD, 2F3X, 2F41,
2FHR, 2FWV, 2GEJ, 2GEK, 2UYO, 2UYQ, 2V7S, 2WAM, 2XNC, 2XNJ, 2YOC, 3B69,
3EHF, 3EHG, 3EHH, 3EHJ, 3GIE, 3GIF, 3GIG, 310V, 3111, 3113, 3114, 3115, 3M8O, 30PZ,
3PGl1, 3PJQ, 3QNX, 3QNY, 3QNZ, 3Q00, 3Q01, 3UIB, 4A0X, 4A0Y, 4A0Z,4A12,4DVH,
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6NQX, 6NQY, 6NQZ, 60C8, 606P, 6060, 606N, 6PWB, 6XQK (except for the last one,
which is on hold until publication, the rest are publicly available)



