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Number of amino acids 1941
Molecular weight 223044.4
Theoretical pl 5.64
Total number of negatively charged residues (Asp + Glu) 358
Total number of positively charged residues (Arg + Lys) 315
82.49

Aliphatic index

Grand average of hydropathicity (GRAVY) -0.760
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targetp v1.1 prediction results

Name Len mTP SP other Loc

MYH4_HUMAN 1939 0.073 0.068 0.915
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Transmembrane segments as predicted by the TMHMMZ2 program , coiled coil regions
determined by the Coils2 program , segments of low compositional complexity
determined by the SEG program . Signal peptides determined by the SignalPprogram .
Disordered regions detected by DiSEMBL . Intron positions are indicated with vertical

lines showing the intron phase and exact position in AA.
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