lylp_A ARII,
HET: NMN AMP;
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aldehyde reductase II; rossmann fold, short chain dehydrogenase reductase, oxidoreductase;

1.60A {Sporidiobolus salmonicolor} SCOP: c.2.1.2 PDB: lujm_A* lzze_ A
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AHIASVVSFSN--KYDEVVTPAIGGTLNALRAAAATP-S-VKRFVLTSSTV-SALIPKPNVEGIYLDEKSWNLESIDKAK
EECCCCCSCCS--CHHHHHHHHHHHHHHHHHHHHTCT-T-CCEEEEECCGG-GTCCCCTTCCCCEECTTCCCHHHHHHHH
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LALMPPQYYVSAVDIGLLHLGCLVLPQ-IERRRVYGTAGTFDWNTVLATFRKLYPSK--TFPADFPDQGQDLSKFDTAPS
HHTCCSEEEEEHHHHHHHHHHHHHCTT-CCSCEEEECCEEECHHHHHHHHHHHCTTS—--CCCCCCCCCCCCCCEECCHHH
cCCCCceeeeeHHHHHHHHHHHHhCCC~-cCCeEEEEcCCcEeHHHHHHHHHHHCcCCC~--cCCCCCCCCCCCccccChhHHA

cHHHHHHhCC-CCCCHHHHHHHHHHHHH
NKKSKKLLGF-KFRNLKETIDDTASQIL 336 (342)

~~~~~~~ 1G~—~~~~~mv~~i~sv~snnan 336 (342)
T S o B B S I ol I o o o o
~ev~vlkv=lge s lee~i~d~ies~~ 341 (342)

LEILKS-LGRPGWRSIEESIKDLVGSET 341 (342)
HHHHHH-TTCCSCCCHHHHHHHHHCCSC
HHHHHH-cCCCCCcCHHHHHHHHHHHCC

78
78

87
87

157
157

162
162

231
231

237
237

309
309

314
314

E-value=3.6e-40 Score=298.98 Aligned_cols=318 Identities=30% Similarity=0.433 Sum_probs=0.0
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