N.crassa vs. S. cerevisiae

N 1 MGNFCSTCFGGRRSDDYDEEDEAQHLFDENNMHYGS————---- FDQQHMM
A 5 L e
N 44 NQEDPQETEREIAA----LQGVVERTSNNMVDI----- YDMVPHDKPMQD
s aq i e
N 85 APAPYGFANQRYNALLSKLSTHDDMAAVARVDWGTPEDDSMEMLRKASLP
A S sl
N 135 TIPIKAEGGEALVGNFTDAAAAMR—— == —m o e
S 112 ——————- G].D]:DI:ILéGIEIé\.l];;;é;AéATTHQTAPRTNTFTLLTSPDSAKISK
N 159 ——m o~ 158

S 155 EQLKKLHSNILNEIFSQSQVNKPGPLTVPF 184

Identity:  37/230 (16.1%)

Similarity: 61/230 (26.5%)

Gaps: 118/230 (51.3%)

Score: 49.5
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N.crassa vs. H. sapiens
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|dentity:
Similarity: 61/201 (30.3%)
Gaps:
Score: 55.5

KEY:
Conserved LAMTOR domains: blue
Potential myristoylation sites: yellow
Potential palmitoylation sites: green
Potential lysosomal/vacuolar localization signals: underlined bold
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