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Background

The absorption of light leads to an isomeric change in the retinal molecule.
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emma(ve6.0.1) - Multiple alignment program - interface to ClustalW program

CRY1 HUMAN: Identity
CRY1 MACFA: 97.785%
CRY1 SPAJD: 99.317%
CRY1 MOUSE: 93.324%
CRY1 RAT: 95.748%
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Secondary Structure Analysis
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Tandem Sequence Repeats Analysis
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Hydrophilic and Hydrophobic

Analysis Average Flexibility

FrotScale output for user sequence FrotScale output for user sequence
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Signal Protein

SignalP-4 .1 prediction (euk networks): 4K0R_A_PDEID _CHAIN_SEQUENCE
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# Measure Position Value Cutoff signal peptide?
max. C 31 0.116
max. ¥ 11 0.134
max. S 1 0.201
mean S 1-10 0.131
D 1-10 0.133 0.450 MO



Secondary Structure and Disorder Prediction
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3D structure of Cryptochrome(416G)

Cry2 monomer with FAD ligand



Vacuum Electrostatics (416G)




Align Cryl _mouse with Cryl Droso




FAD Binding Site Analysis
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Another Druggable Pocket by CAVITY

Maximal pKd: 11.14
Surface area is
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Future work
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