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Taomuna S1. [IpoTecTupoBaHHbBIE anKalo@UIbHBIE MUKPOOPTaHU3MbI U3 KOJUIEKIIUN J1a0OpPaTOPUM PETUKTOBBIX
MUMKPOOHBIX COOOIIECTB

MukpoopraHu3Mbl OtHoweHue K O, | Poct Ha 6etaune | Poct Ha 1D ¢ GetanHoM
Acetivibrio (Clostridium) alkalicellulosi Z-7026" A - -
Alkaliflexus imshenetskii Z-7010T A - -
Alkaliphilus peptidifermentans Z-70367 A - +
Amphibacillus tropicus Z-77927 DA - -
Anaerobacillus alkalilacustris Z-05217 A - —
Anoxynatronum sibiricum Z-79817 A - +
Billgrantia (Halomonas) kenyensis AIR-2T DA - —
Desulfonatronovibrio hydrogenovorans Z-1307 A - —
Desulfonatronovibrio hydrogenovorans 7-7952 A — —
Desulfonatronum cooperativum 7-79997 A - —
Desulfonatronum lacustre Z-79517 A - -
Desulfonatronum thiodismutans MLF17T A - —
Halanaerobium polyolivorans 7-75147 A — —
Halomonas campisalis 7-7398-2 DA - -
Halomonas mongoliensis Z-7009T DA - —
Halonatronum saccharophilum Z-79867 A - —
Natronincola ferrireducens 7Z-05117 A - -
Natronincola peptidivorans Z-70317 A — +
Pelagirhabdus (Amphibacillus) fermentum Z-7984T DA - —
Proteinivorax tanatarense Z-9107 A - -
Tindallia californiensis APOT A — —
Tindallia magadiensis 7-79347 A — —
Tindallia magadiensis 7-608 A - -

[Mpumevanus. A — obmuraTHbIil aHa9po6, DA — dakyTbTaTUBHBIN aHA?PO0, 1D — MpoXKeBOIl IKCTPAKT.



2 HETKOBA u np.

Tabmmua S2. TeHbl U (pepMEHTHI, BOBJIEYEHHbBIE B META00IN3M aMUHOKUCIOT A. sibiricum Z-7981T. HazpaHus
¢depMeHTOB B3SITH 13 0a3bI TaHHBIX Brenda (www.brenda-enzymes.org)

®epMeHT
AMUHOKHKCIO0TA I'en EC Hassarine
ilvA 4.3.1.19 threonine ammonia lyase
por 1.2.7.1 pyruvate synthase
pduX 2.7.1.177 L-threonine kinase
cobD 4.1.1.81 threonine phosphate decarboxylase
tdh 1.1.1.103 L-threonine 3-dehydrogenase
kbl 2.3.1.29 glycine C-acetyltransferase
glyA 2.1.2.1 glycine hydroxymethyltransferase
ItaE 4.1.2.48 low-specificity L-threonine aldolase
Thr, Ser aor 1.2.7.5 aldehyde ferredoxin oxidoreductase
sdaA 4.3.1.17 L-serine ammonia lyase, a and (3 subunits
dsdA 4.3.1.18 D-serine ammonia lyase
pflA 1.97.1.4 formate C-acetyltransferase activating enzyme
pfiD 2.3.1.54 formate C-acetyltransferase
por 1.2.7.1 pyruvate synthase
hylCBA—fdhF2 1.17.1.11 formate dehydrogenase (NAD*, ferredoxin)
pta 2.3.1.8 phosphate acetyltransferase
ackA 2.7.2.1 1acetate kinase
murl 5.1.1.3 glutamate racemase
rocG 1.4.1.2 glutamate dehydrogenase
gdhA 1.4.1.4 glutamate dehydrogenase (NADPY)
korDABC 1.2.7.3 2-oxoglutarate/2-oxoacid ferredoxin oxidoreductase
mcmAl 5.4.99.2 methylmalonyl-CoA mutase
epi 5.1.99.1 methylmalonyl-CoA epimerase
mmdA 7.2.4.3 (S)-methylmalonyl-CoA decarboxylase (sodium-transporting)
pct 2.8.3.1 propionate CoA transferase
sucD 1.2.1.76 succinate semialdehyde dehydrogenase (acylating)
Glu abfH 1.1.1.61 4-hydroxybutyrate dehydrogenase
abfT 2.8.3.- 4-hydroxybutyrate CoA transferase
abfD 4.2.1.120 4-hydroxybutanoyl-CoA dehydratase
EtfAB-Bcd — Ferredoxin-dependent electron bifurcating complex
pthb 2.3.1.19 phosphate butyryltransferase
buk 2.7.2.7 butyrate kinase
crt 4.2.1.17 enoyl-CoA hydratase
paaH 1.1.1.157 3-hydroxybutyryl-CoA dehydrogenase
atoB 2.3.1.9 acetyl-CoA C-acetyltransferase
pta 2.3.1.8 phosphate acetyltransferase
ackA 2.7.2.1 acetate kinase
maeB 1.1.1.40 malate dehydrogenase (oxaloacetate-decarboxylating) (NADP™")
pyc 6.4.1.1 pyruvate carboxylase
por 1.2.7.1 pyruvate synthase
Asp gltA 2.3.3.1 citrate (Si)-synthase
acnA 4.2.1.3 aconitate hydratase
IDH3 1.1.1.41 isocitrate dehydrogenase (NAD™)
korDABC 1.2.7.3 2-oxoglutarate/2-oxoacid ferredoxin oxidoreductase

MUKPOBUOJIOTHUA tomM93 Ne6 2024



AHAJIN3 TEHOMA U PEKOHCTPYKLIMUSA METABOJIMYECKUX MYTEN 3

Okonuarnue mabauyvt S2

depMeHT
AMUHOKHKCIO0TA I'en EC [TPR—
aarC 2.8.3.18 succinyl-CoA:acetate CoA-transferase
nadB 1.4.3.16 L-aspartate oxidase
fumC 4.2.1.2 fumarate hydratase
aspA 43.1.1 aspartate ammonia lyase
aspB 2.6.1.1 aspartate transaminase
racD 5.1.1.13 aspartate racemase
kamA 54.3.2 lysine 2,3-aminomutase
kamDFE 5433 lysine 5,6-aminomutase
kdd 1.4.1.11 L-erythro-3,5-diaminohexanoate dehydrogenase
kce 2.3.1.247 3-keto-5-aminohexanoate cleavage enzyme
Lys kal 4.3.1.14 3-aminobutyryl-CoA ammonia lyase
EtfAB-Bcd — Ferredoxin-dependent electron bifurcating complex
atoAD 2.8.3.9 butyrate-acetoacetate CoA transferase
atoB 2.3.1.9 acetyl-CoA C-acetyltransferase
pta 2.3.1.8 phosphate acetyltransferase
ackA 2.7.2.1 acetate kinase
rocF 3.5.3.1 arginase
orc 2.1.3.3 ornithine carbamoyltransferase
Arg argG 6.34.5 argininosuccinate synthase
argH 4.3.2.1 argininosuccinate lyase
carAB 6.3.5.5 carbamoyl-phosphate synthase (glutamine-hydrolysing)
ivE 2.6.1.42 branched-chain amino acid transaminase
tyrB 2.6.1.57 aromatic amino acid transaminase
OFOR — 2-oxoacid: ferredoxin oxidoreductase family
ﬁi’t,nfsflée\l/la’ll trxB 1.8.1.9 thioredoxin disulfide reductase
grdlH 1.21.4.4 betaine reductase
rocG 1.4.1.2 glutamate dehydrogenase
gdhA 1.4.1.4 glutamate dehydrogenase (NADP™)
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