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ATGACGTATCCAAGGAGGCGTTTCCGCAGACGAAGACACCGC
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GGCATCTTCAACACCCGCCTCTCCAGCACCTTCGGATATACTG
TCAAGGCTACCACAGTCAGAACGCCCTCCTGGACGGTGGACAT
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] PSORT #4531

 pat4: PRRR (4) at 4

o pat4d: RRRR (b) at 9

e pat4: RRRH (3) at 10

e pat4: RRHR (3) at 11

« pat4: RRRP (4) at 24

e pat7: PRRRFRR (5) at 4
* bipartite: RRRHRPR GLILRRR at 10

e bipartite: RRHRPRSHLGLILRRRP at 11

o bipartite: RRRPWLYYHPRHRYRWRR at 24
e bipartite: RRPWLVH RYRWRRK at 25
e content of basic residues: 17.
e NLS Score: 3.29
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