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Figure S1. Wound healing rate of diverse fish species.
(A) Representative images of wounds. Wound images from 7 fish species at 0, 8, and 16 dpw.

Scale bars: 3 mm. (B, C) Changes in wound size percent (B) and pigment percent (C).
Wound size (pigment) percent: (wound size (pigment) at (n) dpw/0 dpw)*100. (D, E)
Quantification of wound healing rate based on changes in wound size (D) and pigment (E).
Wound healing rates between the families Cyprinidae and Cobitidae were compared by

wound size (pigment) percent at 10 dpw. Sample size (n) is denoted next to the graph. *** p

1



<0.001, **** p <0.0001.
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ﬁgure S2. Skin organizatidn after wound heaﬁlg.
(A~D) H&E staining images showing transverse sections through the recovered wound tissue

of Korean bullhead and Chinese bleak at 16 dpw. Representative images of 3 samples from
each condition are shown here. (A, B) H&E staining on control side (top) and wounded side
(bottom) of Chinese bleak reared in APW (A) and APW with rifampicin (B). (C, D) H&E
staining on control side (top) and wounded side (bottom) of Korean bullhead reared in APW

(C) and APW with rifampicin (D). Scale bars: 100 um.
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Figure S3. Microbiome abundance in each group.
(A) The top 20 taxonomic diversity and relative abundance in Figure 3. Genus (class) is

shown and if the genus level is not identifiable, an additional level is included.

* family,

**order. (B) Relative abundance of bacteria shown in Figure 4 at the genus (class) level.












