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Predicted NLSs in query sequence

G SPESHLPPGFRFHP TDEEL TLHYL SKKVASTPLTVSIIAEVDIYKIDP 50

WDLPAKATFGEKEWYFF SPRDRKYPHGARPFRAAASGYWKATGIDKTIVT 100
SLQGGAQESVGVKKALVF YKGRPPKG VK THWIMHE YRLVDHRKPIKLEDS 150
SMRLDDWYLCRIYKKSKHAL TSTEASIGVGEVDQAEEHLRQETLLPISKS 200
PAPPPQNTLISQKSVSF SHLLDAMDYSILSSFLSEFHTHHPPGGSSAGF 250
HTGHLDQQCSPTHHIHP THTYMRQKHPQLHEPSVSHMENNIRPKRQVSHD 300
EETLYPSEKYLSSSCQHIFP TNI S YERPQWRYLMEQSLIFQRIMLGPHLQ 350
FQG 353
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Figure S1. GmNACI12 contains a NAM domain and two NLSs. (A) Amino acid sequence analysis of GmNACI12.
(B) Prediction the nuclear localization signals of GmNAC12 by ¢cNLS Mapper. (C) Construction of GmNAC12
subcellular localization vector.




