Table S1: Arithmetic mean and standard deviation of the healing area.
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Figure S1: Quality control of mRNA expression levels of housekeeping genes.
Table S3: Up-down regulation of genes on DS-treated group (comparing to
control group)

Table S1: Arithmetic mean and standard deviation of the healing area

Control group Test group (DS treatment)
Days after ; ) . .
arithmetic Standard arithmetic Standard
wound . . N .. N
average deviation average deviation
0 1045,75 85,49 4 1022,67 147,31 3
2 769,75 104,47 4 927,25 45,13 4
4 713,5 113,11 4 812,25 59,02 4
7 584,5 155,59 4 658 124,97 4
9 375 72,95 4 403,75 40,09 4
11 144,75 95,17 4 230,5 121,71 4
14 62,5 86,26 4 132 90,26 4
17 17 20,96 4 18 36 4

N =number of mice per group.



Table S2: Assay of quality control of the RNA

SampleName | S1 | s2 s3 | si0 S11 512
Row Internal Ave Ct
controls
A ACTB* 30,48 20,38 22,74 17,29 20,52 17,06
B HPRT1* 17,02 17,49 19,46 17,04 18,31 16,88
C RTC 21,59 35 35 20,11 21,35 22,37
D PPC 18,38 18,34 18,23 17,3 17,96 17,87
E GDC 35 35 35 35 35 35
F NRT 35 31,22 35 35 35 32,78
G PPC-H20 |19 18,63 18,14 35 35 35
H NTC 35 35 35 35 35 35

reverse

Reverse Trascription Control (RTC): Are RNA sample impurities affecting

transcription?
CtC - CtG 2,59 16,37 16,86 -14,89  -13,65  -12,63
Cut-off5 NO  Perhaps Perhaps NO NO NO
Positive PCR Control (PPC): Are RNA sample impurities affecting PCR?
CtD - CtG -0,62 -0,29 0,09 -17,7 -17,04  -17,13
Cut-off 3 NO NO NO  Perhaps Perhaps Perhaps
No Reverse Transcription (NRT) control: Is genomic DNA contamination
detectable?
CtF 35 31,22 35 35 35 32,78
Cut-off 35 NO YES NO NO NO YES
Genomic DNA Contamination (GDC) control: Will it affect the results?
CtE 35 35 35 35 35 35
Cut-off 35 NO NO NO NO NO NO
No Template Control (NTC): Is the PCR system
clean?
CtH 35 35 35 35 35 35
Cut-off 34 YES YES YES YES YES YES

CT: Cycle Threshould
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Figure S1: Quality control of mRNA expression levels of housekeeping genes. Analysis of two

constitutive genes actin beta and hypoxanthine phosphoribosyltransferase 1 (Actb and Hprtl,

respectively) were detected, which demonstrated stable baseline concentration of Hprtl and non-

statistical variation of the Actbgene.

Table S3: Up-down regulation ofgenes on DS-

treated group (comparing to

control group)

Gene Fold Regulation p-value

Acta2 1.01 0.874869
Actcl 1.01 0.874869
Angptl -1153.08 0.018693
Ccl12 -122120.35 0.013677
Ccl7 -1.23 0.408155
Cd40lg 17.29 0.005399
Cdh1l 1.01 0.874869
Coll4al 1.81 0.047092
Collal 2584.00 0.007833
Colla2 7924.23 0.001016
Col3al 69.33 0.000039
Col4al 5.32 0.032162
Col4a3 -1535.63 0.004485
Col5al 1.01 0.874869
Colba2 4.59 0.004717
Col5a3 4.26 0.013494
Csf2 8.12 0.000069
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Pdgfa 1.01 0.874869
Plat 3.16 0.023533
Plau 1.25 0.167182
Plaur 485.07 0.075561
Plg 12.60 0.014003
Pten 139.95 0.052366
Ptgs2 19154.41 0.023692
Racl 65.14 0.207252
Rhoa 1346.86 0.041658
Serpinel 1.01 0.874869
Stat3 91114.26 0.048767
Tagln 9087104.21 0.046402
Tgfa 165.27 0.014793
Tgfbl 1.01 0.874869
Tgfbr3 1.01 0.874869
Timpl 1.01 0.874869
Tnf 1.01 0.874869
Vegfa -3527.94 0.171114
Vin -3471.34 0.002632
Wispl 1.01 0.874869
Wntba -43.35 0.165277
Actb 14727976.14 0.021116
B2m 27276.85 0.128710
Gapdh 1.01 0.874869
Gusb 1.01 0.874869
Hsp90abl  -1.26 0.284365

Bold genes: threshold of fold regulation and p-

valuesare 2 and < 0.05, respectively.



