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Figure S1. Total ion chromatogram of Lodge Pole Pine (green) and the alignment reference (magenta).

O . 1216.666667 ) 433.333333 . ] 650.000000 | 731.8448 1866.666667 . 1083.333333

s
° m/z

3

3351

4

< Retention Time (min)

Figure S2. Ion intensity map of Lodge Pole Pine (green) and the alignment reference (magenta) used
in vector editing.
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Figure S3. Total ion chromatogram of Oak (green) and the alignment reference (magenta).
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Figure S4. Ion intensity map of Oak (green) and the alignment reference (magenta) used in vector
editing.
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Figure S5. Total ion chromatogram of Scots Pine (green) and the alignment reference (magenta).
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Figure S6. Ion intensity map of Scots Pine (green) and the alignment reference (magenta) used in
vector editing.
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Figure S7. Total ion chromatogram of Pycnogenol (green) and the alignment reference (magenta).
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Figure S8. Ion intensity map of Pycnogenol (green) and the alignment reference (magenta) used in
vector editing.
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Figure S9. Molecular structures of identifications ordered from high to low score value.
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Logand: @ Matched fragment @ Unmaiched fFragmest

Isorhamnetin 3-glucoside fragmentation trace

Logued. @ Masched fragment @ Unmatchad Fragmest

trans-5-0-(4-coumaroyl)-D-quinic acid fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

3-(3,4-Dihydroxyphenyl)-5,7-dihydroxy-2,3-dihydro-4H-chromen-4-one fragmentation trace
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7-Hydroxymatairesinol fragmentation trace
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Levend: @ Matchea agmant @ Unmatenad magmsnt

3-(3,4-Dihydroxyphenyl)-2-methoxypropanoic acid fragmentation trace
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Logend @ ssched fragmant @ Unmatehed fragmest

5-(3,4,5-Trihydroxybenzyl)dihydro-2(3H)-furanone fragmentation trace

Logend @ stcnad Fragment

(-)-Epigallocatechin fragmentation trace

Logend @ ssched fragmant @ Unmatehed fragmest

Genistein fragmentation trace
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Logand: @ Matchd fragment @ Unmaiched fragmest

Dihydrodaidzein fragmentation trace

Logind: @ Maschad fragmens [ Unmasched fragmess

4'-Methylepigallocatechin ragmentation trace
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Logind: @ Maschad fragmens [ Unmasched fragmess

Gomisin M2 fragmentation trace
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Logind: @ Maschad fragmens [ Unmasched fragmess

Dalbergin fragmentation trace
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Logand: @ Mptchad frogment @ Unmet

5,7-Dihydroxy-3-(2-hydroxy-4-methoxyphenyl)-8-methoxy-4H-chromen-4-one fragmentation trace

Logued. @ Masched fragment @ Unmatchad Fragmest

Quercetin-3'-glucuronide fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

Eriodictyol fragmentation trace

Logued. @ Masched fragment @ Unmatchad Fragmest

Norathyriol fragmentation trace
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Logand: @ Matched fragment @ Unmaiched fFragmest

Procyanidin B1, B2, B3 or B4 fragmentation trace

Logued. @ Masched fragment @ Unmatchad Fragmest

Isoliquiritigenin fragmentation trace
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Dihydrocaffeic acid fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

3,4-Dihydroxy-5-methoxybenzoic acid fragmentation trace
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Paeonol fragmentation trace

Logued. @ Masched fragment @ Unmatchad Fragmest

(3R,4R)-4-(2,3-Dihydroxybenzyl)-3-(3-hydroxybenzyl)dihydro-2(3H)-furanone fragmentation trace

Logued. @ Masched fragment @ Unmatchad Fragmest

Quercetin fragmentation trace
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7-Hydroxy-3-(3-hydroxy-2,4-dimethoxyphenyl)-2,3-dihydro-4H-chromen-4-one fragmentation
trace

Logued. @ Masched fragment @ Unmatchad Fragmest
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Logand: @ Matchd fragment @ Unmaiched fragmest

Urolithin A fragmentation trace

Logued. @ Masched fragment @ Unmatchad Fragmest

(+)-Isolariciresinol fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

Vanillin fragmentation trace

Logued. @ Masched fragment @ Unmatchad Fragmest

Meta or para-coumaric acid fragmentation trace
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Logand: @ Matchd fragment @ Unmaiched fragmest

Naringenin fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

3-0O-Methylrosmarinic acid fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

3’ or 7-epicatechin-glucuronide fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

Matairesinol fragmentation trace
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Logund: @ Matchad fragment @ Unmaiched fragmes .

Ferulic acid fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

5'-Methoxy-O-desmethylangolensin fragmentation trace
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Logued. @ Masched fragment @ Unmatchad Fragmest

(-)-Epicatechin fragmentation trace

Figure S10. Mass spectra of identifications ordered from high to low score value.
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