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UHPLC fingerprint of CQCQD (Phytomedicine2021 PMID: 33740732)
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The representative total ion chromatograms (TIC) of CQCQD(D8)



Figure S2

Condition

Score

Indication

Edema

Absent

Focally increased between lobules
Diffusely increased between loblues
Acini disrupted

Acini separated

Inflammation
(inflammatory cell

infiltrate)
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Absent

In ducts (around ductal margins)

In the parenchyma (in <20% of the lobules)

In the parenchyma (in 20%-50% of the lobules)
In the parenchyma (in >50% of the lobules)

Necrosis (acinar necrosis)
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Absent

Periductal necrosis (<5%)

Focal parenchymal necrosis (5%-20%)
Diffuse parenchymal necrosis (20%-50%)

Diffuse parenchymal necrosis (>50%)
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Figure S5
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Figure S6




