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2.51.46 deoxyhypusine synthase | Q4Q784 Crotalaria scassellatii| 373 41278 TrEMBL

dehydrospermiding + [enzyme]-lysine = N-(4-aminobutylidene}-[enzyme]-lysine + propane-1,3-diaming
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60 QASNLGDAIQ LINQMLDWRL ADEPIAEDSS NDERDLNYEN SVTCEVFLGF TSNLISSGVR Deta”ed Sequen Ce |nf0rm a‘“on
120 DIVRFLCQHH MVDVIVTTTG GIEEDLIKCL APTYRGDFSL PGAYLRSEGL NRIGNLLVEN . . .

180 DNYCEFEDWI IPIFDQMLEE QNEENVLWIP SELIARLGEE INNESSYLYW AYENNIPVYC |nCIUd|ng |InkS tO the Sequen Ce
240 PELTDGESLED MLYFHSFRSP GLIVDIVQDI RATINGEAVHE SPRETGMIIL GEGLEEHHIC =

o - S database and download options
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60 AETFATRVEP CHQ are shown

Download this sequence

in fasta format

Download all sequences for 2.5.1.46
[Bm=m in fasta format

La

BE= in csv (Excel, OpenOfiice) format
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activity?
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Prot Sequence

Q7SEW4 DHYS_ASHGO Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / 382 0 41984 Swiss- Show
pBLAST NRRL Y-1056) Prot Sequence
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