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Figure S1 A) Full scan mass spectrometry (MS) spectrum corresponding chromatographic peak at Rt 6.63 minutes.  B) LC-MS/MS fragmentation 
spectrum corresponding to of m/z 801.1719, a quercetin sophoroside glucuronide. Fragmentation patterns are indicated.  Linkages of sugars to the 
aglycone backbone have not been determined, and only one orientation of the sugar linkages is shown for illustrative purposes. 
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Figure S2 A) Full scan mass spectrometry (MS) spectrum corresponding to chromatographic peak atRt 6.77 minutes.  B) LC-MS/MS fragmentation 
spectrum of m/z 785.1769, a kaempferol sophoroside glucuronide Fragmentation patterns are indicated.  Linkages of sugars to the aglycone 
backbone have not been determined, and only one orientation of the sugar linkages is shown for illustrative purposes. 
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Figure S3 A) Full scan mass spectrometry (MS) spectrum corresponding to Rt 7,68 minutes.  B) LC-MS/MS spectrum corresponding to 
fragmentation of m/z 769.1817, a kaempferol rutinoside lglucuronide. Fragmentation patterns are indicated.  Linkages of sugars to the aglycone 
backbone have not been determined, and only one orientation of the sugar linkages is shown for illustrative purposes. 
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Figure S4 A) Full scan mass spectrometry (MS) spectrum corresponding to Rt 8.02 minutes.  B) LC-MS/MS spectrum corresponding to 
fragmentation of m/z 639.1188, a quercetin hexoside glucuronide. Fragmentation patterns are indicated.  Linkages of sugars to the aglycone 
backbone have not been determined, and only one orientation of the sugar linkages is shown for illustrative purposes. 
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Figure S5 A) Full scan mass spectrometry (MS) spectrum corresponding chromatographic peak at Rt 12.65 minutes.  B) LC-MS/MS fragmentation 
spectrum for  m/z 625.1398, a quercetin sophoroside. Fragmentation patterns are indicated.  Linkages of sugars to the aglycone backbone have not 
been determined, and only one orientation of the sugar linkages is shown for illustrative purposes. 
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Figure S6 A) Full scan mass spectrometry (MS) spectrum corresponding chromatographic peak at Rt 12.72 minutes.  B) LC-MS/MS fragmentation 
spectrum corresponding m/z 609.1443, a kaempferol sophoroside. Fragmentation patterns are indicated.  Linkages of sugars to the aglycone 
backbone have not been determined, and only one orientation of the sugar linkages is shown for illustrative purposes. 
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