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score name
10.9 methylmalonate
09.5 isobutyrate
09.2 ethanol
08.6 3-aminoisobutyrate#

05.5 dihydrothymine
05.4 fucose
04.9 3-hydroxybutyrate
03.5 isoleucine

(A) χ2-scoring metabomatching of SLC6A13 pseudospectrum.
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mode peak, δ = 0.030
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database UMDB
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score name
12.6 dehydroascorbate
11.5 mannitol
10.4 fucose
10.1 sorbitol

09.2 arabitol
08.6 D-xylitol
08.5 α-lactose
08.4 inosine

07.9 erythritol
07.7 glycerol
07.0 sucrose
06.9 D-threitol

06.8 gluconate
06.1 3-aminoisobutyrate#

05.8 D-galactose
05.6 isocitrate

(B) Z-scoring metabomatching of SLC6A13 pseudospectrum.
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mode peak, δ = 0.030
scoring Z
database UMDB
decorr λ = 0.50
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score name
2.2 fucose
2.2 arabitol
2.2 inosine
2.1 dehydroascorbate

1.9 3-aminoisobutyrate#

1.8 erythritol
1.8 D-xylitol
1.7 adenosine

(C) Z-scoring metabomatching with decorrelation of SLC6A13 pseudospectrum.


