Gene expression analysis of Traumeel®’s
effects in inflammation™

Full title Experimental model

Deep Sequencing Transcriptome Analysis of Mu- T%T Partial-thickness dermal abrasion
rine Wound Healing: Effects of a Multicompo- cor wound healing mouse model
nent, Multitarget Natural Product Therapy-Tr14

Objective INTERVENTIONS
@ To characterize gene expression changes during .
inflammation resulting from the treatment with jl Traumeel®
Traumeel® =
Method Saline control and
Transcriptome analysis via single molecule se- topical placebo
quencing
Gene expression changes during wound healing
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— Traumeel® produced biologically significant changes in gene expression during wound healing, including
well-known pathways, such as TGF-B, cytokine signaling, inflammation, wound contraction, collagen, and
enzymes of the extracellular matrix.

— Traumeel® treatment reflects two general types of changes: (1) changes in the gene expression of the cells in
injured tissue, and (2) the influx of new cell types into the wounded area.

— These signals may indicate effects upon resident fibroblasts and infiltrating immune cells and are consistent
with known effects of Traumeel® on inflammation and pain.

— Traumeel® consistently regulated gene expression related to cell differentiation and cell motility suggesting
an effect on the cellular state in the wound microenvironment, potentially increasing the repair capacity of
the wound.

T Tr14= Traumeel®; Con = Control
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