Mitl

Sequence Name:

Transcriptional regulator MIT1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MIT1 PE=1 SV=1 MIT1_YEAST

MH+ (mono): 1.008
MH+ (avg): 1.008 Tolerance (Da): 0.900
Number of Peaks: 1266
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Sequence data:
Intensity Coverage: 0.2 % (281329 cnts) Sequence Coverage MS: 12.6%
Sequence Coverage MS/MS: 12.6% pl (isoelectric point): 6.7
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PVSSMOPLLH QANNNSASSA TITAPYPVYS MNVINVPYYNS SASAYERAQE NTTSNTHMAEP SGATITHSGT MLSNPATANS OQYTPIOVYYQ GFPOYAMASA ONPSMYQHOH OHPLPTVYPRI
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