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#l=t letter L 58, 46%

#2nd letter L 35 38%

#oird letter L 54 B2%

#Hoodon AA Fraction Frequency Humber

GCA A 0. 000 0. 000 I
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Putative conserved domains have been detected, click on the image below for detailed results.
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s __ExXPASy ProtParam
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o ZEHMLPI : 5.40

o FFRTEIEEN (Instability index ) : 57.06 , NAFISEEE

Al

« fBiatg&lAliphatic index: 70.54 ;
o FIKMEGrand average of hydropathicity (GRAVY): -0.403
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### targetp v1.1 prediction results #ffffeReREsessaasfifininininies
Number of query sequences: 1

Cleavage site predictions not included.

Using NON-PLANT networks.

Name Len mTP 5P other Lot RC

0.000 0.000 0.000
EAEAdMESt, AT MmKE
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