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ECERIFERUM_1 2 CER1-like_2 513 57.0
1 ECERIFERUM_1 625 3 CER1-like_1 627 57.0
1 ECERIFERUM_1 | 625 4 cerd_8hao_protein | 789 83.0
1 ECERIFERUM_1 625 5 ceri_3hao_protein 614 54.0
1 ECERIFERUM_1 | 625 G cerd_4hao_protein | 619 56.0
o CER1-like_2 613 3 CER1-like_1 627 68.0
2 CER1-like_2 613 4 cerl_8hao_protein 789 56.0
2 CER1-like_ 2 613 5 cerl_3hao_protein 614 9.0
2 CER1-like_2 613 5] cerl_4hao_protein 619 83.0
3 CER1-like_1 G627 4 cerl_8hao_protein 789 56.0
3 CER1-like_1 G627 5 cerl_3hao_protein 614 64.0
3 CER1-like_1 G627 5] cerl_4hao_protein 619 66.0
4 cerd_8hao_protein | 789 5 ceri_3hao_protein | 614 53.0
4 cer1_8hao_protein 789 &) cer1_d4hao_protein 619 4.0
5 cerl_3hao_protein 614 5] cerl_4hao_protein 619 82.0
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### targetp v1.1l prediction results ###FFFFFFFFFFFAAFAFARFARRRARERAR
Homber of gqoery seqnences: 1

Cleavage =ite predictions not included.

U=zing PLANT networks.

Hame Len oTP mTP 5F other Loc RC
cerl Bhao protein 789 0.18& 0.101 ©0.144 0.785 . 3
ocntoff 0.000 O.000 O.000 OQ.000
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### targetp v1.1l prediction result=s #EFFERFRFHEHEHEHAEHEAEHEREAEEHHEH

Humber of gonery segquence=s: 1
Cleavage =ite prediction=s not included.

U=zing PLANT networks.

Hame Len TP mTF %F other Lo RC
EEERIFERUH_J 625 0.063 0.33% 0.143 0.714 . 4
ontoff 0.000 OQO.000 O.000 O.000
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