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Summary

➔ A recently identified protein structural motif [1]
➔ High Arg, Lys and Glu content 
➔ Regularly alternating charges along the 
   sequence
➔ Such semgents are helical under a wide 
   range of conditions, no cooperative 
   unfolding

➔

➔ CSAHs often coincide with predicted 
  coiled-coils and disordered segments [2]

➔ Combines two independent methods for CSAH detection: 
   SCAN4CSAH & FT_CHARGE [3]
➔  Aimed at minimizing the number of false positives
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CSAHs in UniProt: a rare motif

➔ Consensus approach:
➔ SwissProt: 586 CSAHs in 533 proteins
➔ TrEMBL: 8908 CSAHs in 8150 proteins 

➔  0.2 % of human proteins contains CSAHs
➔ Remarkably abundant in Plasmodium falciparum
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Function of CSAH-containing proteins

Data refer to the 70% similartiy-filtered sets from SwiProt and UniProt, release 
2011_05

Domains found in CSAH-containing proteins
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Domains are shown according to their position 
relative to the CSAH segment in the sequence

➔ CSAHs 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

CSAHs' charge pattern can be easily disrupted by mutations
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