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6.Measuring and Labeling
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6.Measuring and labeling
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10. Comparing Proteins:
Hemoglobins
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10. Comparing Proteins:
Hemoglobins
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10. Comparing Proteins:
Hemoglobins
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fEmagic fitAEAah =0 1 4554 EEX

+ Select: Inverse Selection: FJHUH
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