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Predicted NLS
Protein Range Sequence Type
IE1 428-438 PRPRKRKADGT Monopartite
IE1 425-448 RLRPRPRKRKADGTMLTRAKVAEL Bipartite
IE2 265-275 RPAKRPRSNDE Monopartite

IE2 248-273 RSDSTKRGRDDKTIRKTRPAKRPRSN Bipartite
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