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ARIVE The ARRIVE guidelines 2.0: author checklist

The ARRIVE Essential 10

These items are the basic minimum to include in a manuscript. Without this information, readers and reviewers
cannot assess the reliability of the findings.

Section/line
Item Recommendation number, or reason
for not reporting

Study design 1  For each experiment, provide brief details of study design including: Line 215-217
a. The groups being compared, including control groups. If no control group has

been used, the rationale should be stated.
et
b. The experimental unit (e.g. a single animal, litter, or cage of animals). . ’
Sample size 2  a. Specify the exact number of experimental units allocated to each group, and the Line 203-206
total number in each experiment. Also indicate the total number of animals used.
b. Explain how the sample size was decided. Provide details of any a priori sample gasfd"mldmmmd"‘bmp&'fé‘ml‘z:”%b[)
size calculation, if done. il consderatons and v consistent

Inclusionand 3 a. Describe any criteria used for including and excluding animals (or experimental No & priori inclusion/exclusion

exclusion units) during the experiment, and data points during the analysis. Specify if these

criteria criteria were established a priori. If no criteria were set, state this explicitly. .

No animals or data
b. For each experimental group, report any animals, experimental units or data points | Points were excluded.
not included in the analysis and explain why. If there were no exclusions, state so. n = 3 rabbits per time
c. For each analysis, report the exact value of nin each experimental group. point
Randomisation 4 a. State whether randomisation was used to allocate experimental units to control B ooy not used
and treatment groups. If done, provide the method used to generate the ;vithliir;—danimal design was
randomisation sequence. PP
b. Describe the strategy used to minimise potential confounders such as the order e e isa b
of treatments and measurements, or animal/cage location. If confounders were operator, standardised housing and
not controlled, state this explicitly.

Blinding 5 Describe who was aware of the group allocation at the different stages of the flgg";jmﬁfﬁiéw:&gn'n"”m[ga
experiment (during the allocation, the conduct of the experiment, the outcome Sonductofthe cxperiment, Outcorme
assessment, and the data analysis). Goup atocaion, © Perorned pindedo

Outcome 6 a. Clearly define all outcome measures assessed (e.g. cell death, molecular markers, if'g”%dfpsz;d’g"’l“'d“by

measures or behavioural changes). fibrosis-related gene expression.

b. For hypothesis-testing studies, specify the primary outcome measure, i.e. the scar elevation index
outcome measure that was used to determine the sample size. (SEI)

Statistical 7 a. Provide details of the statistical methods used for each analysis, including

methods software used.

b. Describe any methods used to assess whether the data met the assumptions of Sapro ik e Fnmalt was o me,
. . . . non-parametric paired tests (Wilcoxon
the statistical approach, and what was done if the assumptions were not met. e pars Sgnedrank 1630 wers used

Experimental 8 a. Provide species-appropriate details of the animals used, including species, strain | yheeSaEna A 70030

animals and substrain, sex, age or developmental stage, and, if relevant, weight. kg) were used.

b. Provide further relevant information on the provenance of animals, health/immune [;S';‘Q%LIT;”?'J"i;“pg’k:g‘uml”q
status, genetic modification status, genotype, and any previous procedures. ph”e;r‘fgxyb;:'?'geq‘qgiﬁggfggr;{‘ﬁgg‘gg;;gga"d mo

Experimental 9  For each experimental group, including controls, describe the procedures in enough | Line 207-219

procedures detail to allow others to replicate them, including:

a. What was done, how it was done and what was used. Line 217-218
b. When and how often. Al procedures were performed at the
Department of Laboratory Animal Science,
: : : : S - Cinas bl e sceimatoed o Fays
c. Where (including detail of any acclimatisation periods). [ 2%® R 4
The paired within-animal (left vs right ear)
. . design was used to control inter-animal
d. Why (provide rationale for procedures). ggg{ﬁggg-rg?gl;;%fimjjgggIgfgt;g i
Results 10 For each experiment conducted, including independent replications, report:

a. Summary/descriptive statistics for each experimental group, with a measure of
variability where applicable (e.g. mean and SD, or median and range).

b. If applicable, the effect size with a confidence interval.

Data are prese

Not applicable



http://arriveguidelines.org
https://acrobat.adobe.com/uk/en/acrobat/pdf-reader.html

	Study design - 1a: Line 215-217
	Study design - 1b: Individual rabbit (paired left vs right ear within the same animal).
	Sample size - 2a: Line 203-206
	Sample size - 2b: No a priori sample size calculation was performed. The sample size (n = 12 rabbits) was determined based on feasibility and ethical considerations and was consistent with previous rabbit ear scar studies.
	Inclusion and exclusion criteria - 3a: No a priori inclusion/exclusion criteria were set.
	Inclusion and exclusion criteria - 3b: No animals or data points were excluded.
	Inclusion and exclusion criteria - 3c: n = 3 rabbits per time point
	Randomisation - 4a: Randomisation was not used because a paired within-animal design was applied
	Randomisation - 4b: Confounders were minimised by same-time modeling, the same operator, standardised housing, and randomised measurement order.
	Blinding - 5: Group allocation was known to the investigator performing wound modeling and treatment administration during allocation and conduct of the experiment. Outcome assessment (histopathological scoring) and data analysis were performed blinded to group allocation.
	Outcome measures - 6a: SEI; collagen deposition/fibrosis assessed by Masson’s trichrome and Picrosirius red staining; and qPCR quantification of fibrosis-related gene expression.
	Outcome measures - 6b: scar elevation index (SEI)
	Statistical methods - 7a: All statistical analyses were performed using GraphPad Prism. Comparisons between CTRL (left ear) and LA–treated (right ear) scars were analysed as paired data using paired two-tailed t-tests. Normality was assessed using the Shapiro–Wilk test. For qPCR, relative gene expression was calculated using the 2^-ΔΔCt method. A two-sided P < 0.05 was considered statistically significant.
	Statistical methods - 7b: Normality was assessed using the Shapiro–Wilk test. If normality was not met, non-parametric paired tests (Wilcoxon matched-pairs signed-rank test) were used.
	Experimental animals - 8a: Twelve female New Zealand White rabbits (adult; 2.5–3.0 kg) were used.
	Experimental animals - 8b: Rabbits were supplied by the Department of Laboratory Animal Science, Peking University Third Hospital (Beijing, China). Animals were healthy, with no genetic modification and no prior experimental procedures before enrolment.
	Experimental procedures - 9a: Line 207-219
	Experimental procedures - 9b: Line 217-218
	Experimental procedures - 9c: All procedures were performed at the Department of Laboratory Animal Science, Peking University Third Hospital (Beijing, China). Rabbits were acclimatised for 7 days prior to experiments.
	Experimental procedures - 9d: The paired within-animal (left vs right ear) design was used to control inter-animal variability. Injections were initiated after complete re-epithelialization to model treatment of established scars. Weekly sampling from weeks 3–6 was used to capture scar maturation and treatment effects over time.
	Results - 10a: Data are presented as mean ± SD (n = 3 rabbits per time point; paired left vs right ears).
	Results - 10b: Not applicable


