Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius
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Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius

MEL6 SignalP-4.1 prediction (euk networks): sp_P41947_MELE_YEASX ProtScale output for user_sequence Phobius posterior probabilities for splP41947 I1IEL_VERSK
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Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius

suca

SignalP-4.1 prediction (euk networks): tr_E9PBLY_EIPELI_YEASX
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Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius

YC LO48W SignalP-4.1 prediction (euk networks): SPS22 ProtScale output for user_sequence Phobius posterior probabilities for SPS22
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Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius

YFLO51C

SignalP-4.1 prediction (euk networks): YFLOS1C
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Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius

YHR143W

SignalP-4.1 prediction (euk networks): DSE2
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Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius

YLR104W SignalP-4.1 predicion (euk networks): LCL2 ProtScale output for user_sequence Phobius posterior probabilities for LCL2
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Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius
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Table S15A. Soluble Proteins Determined by SignalP4.1/Kyte-Doolittle/Phobius

YOR389W

SignalP-4.1 prediction (euk networks): Y OR389W
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