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[ Cell surface EGFR internalization ]
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[Fig. 5]
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[Fig. 7]
[ Clone selection ]
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[Fig. 8]
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[Fig. 10]
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[Fig. 11]
Lysosome-dependent EGFR degradation of M6PR-Lporthody
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[Fig. 12]
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[Fig. 13]
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[Fig. 14a]
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[Fig. 15]
Type comparison
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[Fig. 19]
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