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Supplementary Materials

Table S1
	
	Control
	T2DM

	Body weight (g)
	0.31 ± 0.02
	0.45 ± 0.02**

	Standard length (mm)
	26.75 ± 0.37
	29.10 ± 0.18*

	HAA (mm)
	5.50 ± 0.19
	6.60 ± 0.22**

	BMI (kg/m2)
	0.28 ± 0.01
	0.34 ± 0.01**


Table S1. Body metrics after the 4-week feeding experiment. HAA, height at anterior of anal fin. BMI, body mass index. Standard length and HAA were measured as previously described by Parichy DM, et al.1 and BMI was calculated according to our previous study2. *p < 0.05, **p < 0.01, n = 10.
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Figure S1. Tag counts of each sample.




Figure S2
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Figure S2. Principle coordinate analysis (PCoA) of unweighted UniFrac distances. Red and blue spots indicate control and T2DM zebrafish, respectively. Each point represents a different sample, while the red squares and blue circles represent the control and T2DM groups, respectively

Figure S3
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[bookmark: _GoBack]Figure S3. Jackknifed tree representing the distances between samples, expressed by the unweighted UniFrac metric. 
Figure S4
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Figure S4. Bacterial load (CFU/mL) in the experimental tanks. n = 5.
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Figure S5. Bacterial composition at the phylum level.






Figure S6.
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Figure S6. Bacterial composition at the class level.

Figure S7
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Figure S7. In the Gamma-proteobacteria class, Alteromonadales and Vibrionales showed a decreased in T2DM zebrafish compared to the control group. n = 4.



Figure S8


Figure S8. In the Bacteroidetes phylum, the Flavobacteria class showed a decreased in T2DM zebrafish compared to the control group. n = 4.















Figure S9
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Figure S9. KEGG pathways involved in fructose and mannose metabolism were dysregulated in T2DM zebrafish compared to the control group. Red and green boxes indicate downregulation and upregulation, respectively. Blue boxes are hyperlinked to KO entries that are selected from the original version in KEGG pathways.


1	Parichy, D. M., Elizondo, M. R., Mills, M. G., Gordon, T. N. & Engeszer, R. E. Normal table of postembryonic zebrafish development: staging by externally visible anatomy of the living fish. Dev Dyn 238, 2975-3015, doi:10.1002/dvdy.22113 (2009).
2	Oka, T. et al. Diet-induced obesity in zebrafish shares common pathophysiological pathways with mammalian obesity. BMC Physiol 10, 21, doi:10.1186/1472-6793-10-21 (2010).
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