Good Peak Shape and Recovery with Poroshell

Analysis of High-Molecular Weight Proteins - Thyrogl

obulin 660 kDa

DAD1 A, Sig=215,16 Ref=310,10 (PORSHL3\PRSHL010.D)
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* Poroshell technology facilitates ultra-fast HPLC analysis of very large protein subunits.
_* Note the improved peak shape and recovery on Poroshell, in <2 min.
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