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Identification of the NSF gene mutation that causes abnormal Golgi morphology
in Arabidopsis thaliana
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Human 368 LVIGMTNRPDLIDEALLRPGRLEVK 392
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zebrafish 368 LVIGMTNRPDLIDEALMRPGRFEVK 3%
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Arabidopsis 36 LLIGMTNRKDLLDEALLRPGRLEVQ 380
Yeast 3% LVIGMTNRKDLIDSALLRPGRFEVQ 413
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