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Tab 1 Basic information of atractylenolide [ , IT, Il Tab 2 Common targets of atractylenolide I , II and
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LR A VE R A R N ER 1T LI 40 e e ookl . . .
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Tab 4 Key pathway and disease type of key targets

KigHfE  TIDID K By
MAPKS  T40097 MAPK signaling pathway; ErbB signaling pathway; Ras T80, B35t £, %
signaling  pathway;  Sphingolipid  signaling  pathway; BA SIS
Neurotrophin  signaling  pathway; Dopaminergic - synapse;
Insulin signaling pathway
HSPY0AAL TI8477  Protein processing in  endoplasmic reticulum; PI3K-Ake e
signaling pathway; Antigen processing and  presentation;
NOD-like receptor signaling pathway; Pathways in cancer

ESRI T89534  Estrogen signaling pathway; Prolactin signaling pathway; M 3% 24645 (M0
Endocrine and other factor-regulated calcium; Reabsorption  FUHAE %) %

CASP3  TS7943  MAPK signaling pathway; p33 signaling pathway; Apoptosis; 1%
Natural killer cell mediated cytotoxicity; TNF signaling
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Tab 3 Degree value and betweenness of key’t{lrgets

KiEHT TS C A .- P Vi
MAPKS Mitogen-activated protein kinase 8 08x 107
HSP90AAL Heat shock protein 90A. ‘ 15 137x10™

ESRI . 14 115107
CASP3 13 6.10x107
1) 12 194x107
NOS3 Nitric oxide synthase, endothelial 12 1.14%107"
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GSK3B Glycogen synthase kinase-3 3 8 5.55%107
BMP2 Bone morphogenetic protein 2 6 5.60x10°
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Tab 5 Molecular docking of 10 key targets of atrac-
tylenolide I, II and Il

Docking score

S
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NOS3 I 6.163 (5% ) 6.171 (B ) 6.171 (B )
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Study on Pharmacognosy of Paris thibetica Franch
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ABSTRACT OBIJECTIVE: Conduct a systematic pharmacognostical study on herbs of Paris thibetica Franch. METHODS: The

plant morphology of Paris thibetica Franch, characteristics, cross section and powder were all observed. The polyphyllin 1, 1T,

VI and VI were used as reference substance for TLC. HPLC method was used to determine the contents of polyphyllin A\

and VI in Paris thibetica Franch. RESULTS: The original plant characteristic of Paris thibetica Franch was IQ embrane

placenta, the fruits were cracked without outer seed coat, a dark red juicy cockatoo aril was wrap ongyside. WAefter literature

review, the character differences of Paris polyphylla Smith var. yunnanensis (Franch.) Hﬁ@ d Paris polyphylla Smith
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