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Full proteomes in UniProt :
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CSAHS In UniProt: a rare moti All full proteomes in UniProt CSAH No. Consensus scandcsah ft_charge
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> Consensus approach:

> SwissProt: 586 CSAHSs in 533 proteins 2 266 - B3z >66-632 023-645

> TrEMBL: 8908 CSAHSs in 8150 proteins
> 0.2 % of human proteins contains CSAHs

B Archaea
M Bacteria

> Combines two independent methods for CSAH detection:

> Remarkably abundant in Plasmodium falciparum _ Eukaryota SCAN4CSAH & FT _CHARGE [3]
Viruses : Ce . "
> Aimed at minimizing the number of false positives
Function of CSAH-containing proteins
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> CSAHSs can reliably be identified by our consensus approach aimed at minimizing the number of false positives > @
> CSAH is a rare but ubiquitious motif invoilved in a number of RNA-related and motility processes
> Found in a wide variety of proteins, shows little conservation
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