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Predicted NLSs in query sequence Predicted NLSs In query sequence
st so st ISNASDALD 50
IOLADGSVDLGLALOKIRFESLT 100 prrve 100
oKk 150 150
200 EVLEERRLIDL 200
EVLEERRL 250 20
300 300
EVSHEVDLVNKQKPIHMRKPEEINKEE YAAFYKSLSNOWEEHLAVKHFSV 350 LAVKHFSVEGQLEFKALLFVPKRAPFDLFDTRKKPRNIKLYVRRVFIHON 350
£6QL 00 CEELIPEVLSFVKGIVDSEDLPLNISRETLQQKILKVIRKNLVKKCIEL 400
ELFFETAENK 250 P aso
so0 HTSL EKLRKKGYEVLFAVD 500
o EXLKKKGIEVL sso ATDEYATGQLKEFEGKKLVSATKEGLKLDETEDEKKKKETLKEKFEGLEK 550
600 Vroovt 600
os0 LLFETALLT 650
KTHEINPENSTHDELRKRADADKNOKSVKDLVLLLFETALLTSGFSLOEP 700 P 700
747 €6 704

Sequence Pos. Sequence Score

I 202 IGFVKGIVDSEDLPLNISRETLQQNKILKVI | 6.3 |

|351 lrwcmsznwmxs«ﬂmquxnxvrl 6.1 |
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e NucPred 5001 for your sequence is 046 e saxe s boow) Tho NucProd seore foryour sequence i 0.51 s s gt
0 1 MASTETTAOASINOLLSLIINTTYSNEIFLRELISK 50
100 SaTLSIIDSGI 100
= 150
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600 550
850 00
700 650
728 653
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