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B Entry a Entry Name 4 Protein Names i GeneNames 4 Organism 4 Length 4

[, Q84LK3 % BADHZ_ORYSJ Betaine aldehyde BADH2|[..] Oryza sativa subsp. japonica 503 AA
dehydrogenase 2][...] (Rice)

O 024174 % BADH1_ORYSJ Betaine aldehyde BADH1]..] Oryza sativa subsp. japonica 505 AA
dehydrogenase 1]...] (Rice)
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Description Scientific Name SMax LEa ) = PeR  GER AEsssea
blastp = core Score Cnler valvue |de'nl Lavn
betaine aldehyde dehydr 1 [Glycine max] Glycine max 786 786 100% 0.0 74.16% 503 NP_001234990.1
betaine aldehyde dehydr [Glycine max] Glycine max T4 774 100% 0.0 75.35% 503 NP_001238427.1
aldehyde dehydr: family 2 member C4 isoform X1 [Glycine max] Glycine max 355 355 97% 3e-MT7 4178% 501 XP_003528912.1
aldehyde dehydr family 2 member C8 [Glycine max] Glycine max 354 354 95% de-117 42.21% 501 NP_001354140.1
aldehyde dehydrogenase family 2 member C4 [Glycine max] Glycine max 351 351 96% te-115 4192% 505 XP_003530501.1
aldehyde dehydrogenase [Glycine max] Glycine max 352 352 97% 2e-115 4170% 538 NP_0012355192
aldehyde dehydr family 2 member C1 [Glycine max] Glycine max 348 348  96%  2e-114 40.98% 502 NP_001354120.1
aldehyde dehydr family 2 member C4 [Glycine max] Glycine max 345 345 96%  Ze-113 44.06% 501 XP_003534192.1
aldehyde dehydr family 2 member C4 [Glycine max] Glycine max 343 343 97% 8e-113 4350% 501 XP_003528913.1
aldehyde dehydr family 2 member C7 [Glycine max] Glycine max 343 343 96% 1e-112 40.16% 499 NP_001354139.1
aldehyde dehydr family 2 member C5 [Glycine max] Glycine max 342 342  96% 5e-112 4160% 501 NP_0013541321
2 biastx SobnicName | (L e Corer vatue | e | Lan | Accession
= = = = = =
betaine aldehyde dehydrogenase 1 [Glycine max] Glycine max 786 786 99% 0.0 7416% 503 NP_001234990 1
betaine aldehyde dehydrogenase [Glycine max] Glycine max 774 774 99% 0.0 7535% 503 NP_001238427 1
aminoaldehyde dehydrogenase [Glycine max] Glycine max 772 772 99% 0.0 73.41% 504 AGCT9961.1
betaine aldehyde dehydrogenase [Glycine max] Glycine max 77 771 99% 0.0 7515% 503 ADN03184.1
Betaine aldehyde dehydrogenase 1, chloroplastic [Glycine max] Glycine max 767 767 99% 0.0 74.31% 510 KAH1248730.1
hypothetical protein GYH30_011446 [Glycine max] Glycine max 765 765  99% 0.0 75.15% 501 KAH1132611.1
hypothetical protein JHK85_016055 [Glycine max] Glycine max 734 734 93% 0.0 7378% 482 KAG50320731
hypothetical protein JHK85_011998 [Glycine max] Glycine max 726 726 99% 0.0 7038% 658 KAG50395221
hypothetical protein GLYMA_06G186300v4 [Glycine max] Glycine max 609 609 T2% 0.0 T7.75% 364 KAGA4389934.1
hypothetical protein GLYMA_05G033500v4 [Glycine max] Glycine max 595 595 T2% 0.0 78.57% 364 KAG4390731.1
betaine aldehyde dehydrogenase [Glycine max] Glycine max 450 450 61% 1e-156 73.63% 311 ADN03180.1
Aldehyde dehydrogenase family 2 member C4 [Glycine max] Glycine max 357 357  96%  3e-117 42.21% 501 KAH1234252.1
hypothetical protein JHK82_017923 [Glycine max] Glycine max 355 355 97% 6Be-117 4105% 501 KAG51422281
aldehyde dehyd family 2 member C4 isoform X1 [Glycine max] Glycine max 3656 355 97% Be-117 4178% 501 XP_0035289121
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FASEL (MFIKE28) | LIOsBADH2HYZERFFHIFENt PR K S RIRIR Y | — iR 1SEIEXES]

Max Total Query E Per.  Acc.

Descripti Scientific N .
Word size 24 ESC:D o o IS =me Score Score Cover walue Ident Len Accession
v v b 4 v v v
PREDICTED: Glycine max uncharacterized LOC121172684 (LOC121172684), ncRNA Glycine max 126 126 Je-27 T79.26% 1147 XR_005889308.1

EXMFKEN24, BREREE—FFY (WLE) -FEFIIBEERN12%

e L Max | Total Query E Per. Acc.
Word size 20 Desc:pnon Smentlff Name Score Score Cover walue Ident | Len Accession
4 v 4 L 4 \ 4 L 4
m;nax betaine aldehyde deh}mgm;kﬂ,w Glycine max 606 G606 8h% 9e-172 75.19% 1875
Glycine max cDNA, clone: GMFL01-09-C21 Glycine max 606 606  85%  9e-172 T75.19% 1760 AK244648.1
Glycine max cDNA,_clone: GMELD1-01-J08 Glycine max 606 606  85%  9e-172 TH19% 1771 AK243907 1
Glycine max cDMNA, _clone: GMFLD1-07-G20 Glycine max 606 606 B85% 9e-172 75.19% 1746 AKZ85321.1
Glycine max mRNA for peroxisomal betaine-aldehyde dehydrogenase,_complete cds Glycine max 606 606 85% 9e-172 75.19% 1512 AB333793.1
M Chicina mav ADRIA  Alana- MEL R4 46 148 Cheminn maw E&m E&n QL Tn AE2 TR 24% ATEA ALIARA2IT 4

ENMFIRER20, BXEREIAERERFY (30LE) —18NP_001238427 {EAXEHNSEFS!
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%wmg${ﬁg https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi

Query seq. catalabic residues
catalatic pasid
NADIPY binding site
Specific hits PLNO2467
Superfanilies ALDH-5F superfamily

» KEBADHEEBLF5 MRSt s i E RN E o, H Ak 5E /8 T ALDH-SFEB TR .
meBn SEeSR IR, xR E A RIS REEE M T LUELERE S L AR E . BADHEI3A
TheeZE#atEg 537 79 catalytic residues [active site], catalytic residues [active site]F
NAD(P)binding site [chemical binding site].
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Your input sequence (503aa) is:

=Glycine max

MSIPIPHRQLFIDGDWKVPVLENRIPIINPS TQHIIGDIPAATKEDVDLAVAA AR AALSR
NKGADWASASGSVRARYLRAIAAKITEKKPEL AKI EAIDCGKPLDEAAWDIDDVAGCFEF
YADLAEKL DAQQKAHVSLPMDTFKSYVLKEPIGVVALITPWNYPLLMATWKVAPAL AAGC
|4 ATl KPSEL ASVTCLEL AEICKEVGLPPGVLNILTGLGPEAGAPL AAHPDVDKIAFTGSS
ATGSKIMTAAAQLIKPVSLEL GGKSPITVFEDVDL DKAAEWTIFGCFWINGQICSATSRL
TVHESIATEFLNRIVKWVENIKISDPL EEGCRL GPIVSEGQYEKIL KFISNAKSEGATIL
TGGSRPEHLKKGFFVEPTVITDVITSMQIWREEVFGPVLCVKTFSTEEEAIDLANDTVYG
LGSAVISNDLERCERITKAFK AGIVWINCSQPCFTQAPWGGIKRS GFGRELGEWGLDNYL
SVKQVTQYISDEPWGWYQSPSRL

‘Query proteinH Predicted location(s) ‘

‘ Glycine max HChIoropIast. Mitochondrion. Peroxisome.‘
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ﬂ': BADHZ Oryza sativa subsp. japonica
BADH2 Oryza sativa subsp. Indica

—|: Sorghum bicolor Gramineae
100 Zea mays

BADH1 Oryza sativa subsp. japonica

Arabidopsis thaliana
— Nicotiana tabacum

a3l vitis vinifera

Arachis duranensis

Medicago truncatula

100
a2
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46
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100
94
ag

Abrus precatorius
Fabaceae

& Glycine max

70

—|:Vigna unguiculata
100 Vigna radiata

Camellia sinensis

is)

—|: Hevea brasiliensis
5 Citrus sinensis
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Prunus persica
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FASwiss-Model A S #1288 ADHAIF AL

Cligo-State Ligands GMQE QMEANDisCo Global
Homo-  1xAE3L 2xKE w 0.93 £0.05
dimer
(matching
prediction)
QMEANDisCo Local QMEAN Z-Scores v

Model 01 +

Template | Seq ldentity Coverage Description
P 4v37.1.A| 76.66% S BETAINE ALDEHYDE DEHYDROGENASE, CHLOROPLASTIC v
Crystal structure of betaine aldehyde dehydrogenase from spinach showing a
=0 thiohemiacetal with 3-aminopropionaldehyde

v

Model-Template Alignment > kg%uzk*gﬁj\%ll%%zzﬁl E/}]gqirm%*@
> HEMRRE S BI/976.66% 89.44%

Cligo-State Ligands GMQE GQMEANDisCo Global
Homo- 2xNADE v 0.94 [WR:1: + 0.05
dimer
(matching
prediction)
QMEANDisCo Local QMEAN Z-Scores v
Model 01 +
— Template | Seq Identity Coverage Description
4i8p1.A | 89.44% I Aminoaldehyde dehydrogenase 1 v
Crystal structure of aminoaldehyde dehydrogenase 1a from Zea mays
=0 (ZmAMADH1a)

Model-Template Alignment
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