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Figure S1. Neighbor-joining phylogenetic tree based on orthologous genes, of L. plantarum L125 and
21 L. plantarum strains. Streptococcus pneumoniae Hul7 and Leuconostoc mesenteroides SRCM102733
have been used as outgroups/controls.



| GLYCINE, SERINE AND THREONINE METAB OLISM |

Glyoxylate i
(S Jaoms o B )

A

I | 3P-Hydroxy- .
te Phosphoserine
H . [27.131] 236
ydxmg b o O+—{1.1.195|—»0 26.1.52 o

338
3P-D-Glyrerate
Glyrerate D-Serine  D-Lordbricine

_2 N-Phospho-
Methane retabolista - ——————— o-———»oe—{2135}»0 F R,
lr- t>{ Citrate cycle

- |

o) PO ———'— | AL g -~
AA| Serine 119 Pyrwvate raetabolisra

| LT
| {42120} O— — — —>{ Tryptophane metabolis )
|
[~ —————>( Sulfur metsbolisra

Glycerophospholipid Yq S Cystathionine O
neetabolisra O Phosphatidsh-

- Fhosr 4211
OCholine Contpine and methionize |y — — — — O
LCyoteine 1421 Glymxyhte
»0—— 0|

— N Creatine
Auginite ard proline ——— %212 1433 4

3533 Guanidinoace tate

THF

con H-protein
H
S THF ﬁ-GCS

Y, 1531 = & &A&nmhydm
Sarcosine 1583 C 1442 Lipoyiprote m
o
eyl — a1a) »O— — — — (| Porphyrine | Lipeyiprotein
211156 23137 o >
e — s Arinolevulingte  \ DS3thesis
&

————— oA

Arainoacetone !
L0
e

acetoacetate [ 1 434 (14321
Y

o
Va]liene,_lzucbi_nz angw G ————— — — q Mgthylol al
isoleucine biosynthesis — *
o I | 2-Oxobutanoate o

Propanoate retabolisa J¢ ———————— / |

4231
|
O-Phospho-
I Q Diominrine
v 27139
g?&;‘ﬁs%dmemom <+ ——— O Homoserine
1113
N L-Aspartate
Alanine, aspartate —
I phosphate © J 5-Hydroxyectoine
DoeC

00260 /11721
(c) Kanehisa Laboratories

Figure S2: The KEGG pathway of Glycine, Serine and Threonine Metabolism (ko: 00260). Every box
represents a protein involved in the pathway. L. plantarum L125 possesses the proteins presented in
green colored boxes. Green boxes outlined with pink color make up the complete threonine
biosynthesis module (M00018), indicating the ability of L. plantarum L125 to synthesize Threonine.
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Figure S3. The KEGG pathway of Cysteine and Methionine Metabolism (ko: 00270). Every box
represents a protein involved in the pathway. L. plantarum L1125 possesses all the proteins presented
in green colored boxes. Green boxes outlined with pink color make up the complete cysteine
biosynthesis module (M00021) as well as the complete methionine biosynthesis module (M00017),
indicating the ability of L. plantarum L125 to synthesize Cysteine and Methionine.




LYSINE BIOSYNTHESIS

N-Acetyi-L 2-amino-
LHomusenne i Glyv:mz serine and 6-oxopuuelate N-Aceti-LL2,6-
Sueone melaboliem | ~——{23189}—»0——[261- —w oI
25,45)-4-H:
L4-Aspmyl S ; m}":d{ydl:u N-Succingl-LL-2,6-
LAspmnﬁe ranopimelate
[2724] o—_—» [4337] [Li7.18] (231117 »oe—{261.17]
L2345 N-Succinyi-L 2
4-sen$x!'ﬁc hyde Tetrahye 6- o;:;:‘:.yl e
aspartae and dipicol: nate
glutamaﬁe raetabolism 26183
6.1
LL-2,6-Diaminopiree late UDP-N-
-ace’
Lol B
6 dnrmnoplmelnyl
L2bmine. 8 14116 3213 o 63210Dala ylo—da—m Peptdoglyran
6-oxopimelate U4l.lof 2 6-‘ = ll%esis
Homocitrate Homo- Diaminopiraelate Lahx\_}l ¥ [‘;’h?umyl )
2-Oxoglutarate 823314 ?CIWO““W ammpmme
e degradati
t|$ 2142138 5440, g Amoit- g
Home T T S R -——(2 ro
p—— Homer L2135 >0—{1 21551 >0 {5L10} poe {1517 of Tope Hpidiesd,
N0
&-semialdely [eyB ]
3-Methylglutaraur
e o—{ T }»o—{ Tt ro—{ T > e e
2Oxoadials Lyt Lyiylae  LeWyle  Lyfyle LWy O——%0 Pymolysine
adipate afinoadipate anino: aftinoadi] Llysine 3] Mgthylcnuﬂuny]
oo AR W SR Ne-lys

00300 5125121
(c) Kanelisa Laboratories

Figure S4. The KEGG pathway of Lysine Metabolism (ko: 00300). Every box represents a protein
involved in the pathway. L. plantarum L125 possesses all the proteins presented in green colored
boxes. Green boxes outlined with pink color make up the complete lysine biosynthesis module
(M00525), indicating the ability of L. plantarum L125 to synthesize Lysine.
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Figure S5. The KEGG pathway of Arginine Metabolism (ko: 00220). Every box represents a protein
involved in the pathway. L. plantarum L1125 possesses all the proteins presented in green colored
boxes. Green boxes outlined with pink color make up the complete arginine biosynthesis module
(M00844), indicating the ability of L. plantarum L125 to synthesize Arginine.
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Figure S6. The KEGG pathway of Arginine and Proline Metabolism (ko: 00330). Every box represents
a protein involved in the pathway. L. plantarum L125 possesses all the proteins presented in green
colored boxes. Green boxes outlined with pink color make up the complete proline biosynthesis
module (M00015), indicating the ability of L. plantarum L125 to synthesize Proline.
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Figure S7. The KEGG pathway of Histidine Metabolism (ko: 00340). Every box represents a protein
involved in the pathway. L. plantarum L125 possesses all the proteins presented in green colored
boxes. Green boxes outlined with pink color make up the complete histidine biosynthesis module
(M00026), indicating the ability of L. plantarum L125 to synthesize Histidine.
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Figure S8. The KEGG pathway of Tryptophan Metabolism KEGG pathway (ko: 00400). Every box
represents a protein involved in the pathway. L. plantarum L125 possesses all the proteins presented
in green colored boxes. Green boxes outlined with pink color make up the complete tryptophan
biosynthesis module (M00023), indicating the ability of L. plantarum L125 to synthesize Tryptophan.




