
[bookmark: _GoBack]
image1.emf
$4 Table. Quantification of Tg(kdrl:GFP) dorsal aorta morphology phenotypes in 28
hpf wild type (WT) controls and RA-deficient embryos.

Treatment | e % | entio) | M % | semee) | M % | sem (%)

reatmen Wild type ? Thin ° Other °
WT: DMSO 100.0 0.0 0.0 0.0 0.0 0.0
2.5uM DEAB|  69.1 19.8 30.2 16.4 0.7 0.6
5 uM DEAB 19.1* 125 65.7* 13.7 15.2 1.2

*Indicates significant result (P < 0.05) compared to wild type (WT), by Bonferroni

method post-test following two-way ANOVA. F(4,18) = 11.18, P = 0.0001.
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Mean	%	

Wild	type

SEM	(%)

Mean	%	

Thin

SEM	(%)

Mean	%	

Other

SEM	(%)

WT;	DMSO 100.0 0.0 0.0 0.0 0.0 0.0

2.5	μM	DEAB 69.1 19.8 30.2 16.4 0.7 0.6

5	μM	DEAB 19.1* 12.5 65.7* 13.7 15.2 1.2

S4	Table.	Quantification	of	Tg(kdrl:GFP)	dorsal	aorta	morphology	phenotypes	in	28	

hpf	wild	type	(WT)	controls	and	RA-deficient	embryos.

*Indicates	significant	result	(P	<	0.05)	compared	to	wild	type	(WT),	by	Bonferroni	

method	post-test	following	two-way	ANOVA.	F(4,18)	=	11.18,	P	=	0.0001.


Microsoft_Excel_Sheet1.xlsx
S1 Table

		S1 Table. Quantification of cmyb gene expression phenotypes in 32 hpf wild type (WT) controls and RA-deficient embryos.

		Treatment		Wild type		Reduced		Total		Two-tailed P-value 

		WT; DMSO		60		7		67

		aldh1a2 MO; DMSO		10		27		37		<0.0002*

		5 μM DEAB		12		42		54		<0.0002*

		*Indicates significant result compared to wild type (WT), by Fisher's Exact Test with Bonferroni correction on cumulative raw counts.





S2 Table

		S2 Table. Quantification of thymic gene expression phenotypes in wild type (WT) and  aldh1a2-morphant embryos.

		Gene		Stage		Treatment		Wild type		Reduced		Total		Two-tailed P-value 

		rag1		3 dpf		WT		65		7		72

						aldh1a2 MO		14		31		45		<0.0001*

		ikaros		3 dpf		WT		62		0		62

						aldh1a2 MO		8		37		45		<0.0001*

		foxn1		4 dpf		WT		45		2		47

						aldh1a2 MO		43		3		46		0.6771

		*Indicates significant result compared to wild type (WT), by Fisher's Exact Test on cumulative raw counts.





S3 Table

		S3 Table. Quantification of circulatory phenotypes in wild type (WT) and aldh1a2-morphant embryos.

		Stage		Treatment		Circulation		No Circulation		Total		Mean % with Circulation		SEM (%)		Two-tailed P-value 

		28 hpf		WT		70		9		79		87.0		3.00

				aldh1a2 MO		37		15		52		71.0		1.00		0.0196*

		48 hpf		WT		74		1		75		97.0		3.00

				aldh1a2 MO		48		2		50		96.5		3.50		0.5633

		*Indicates significant result compared to wild type (WT), by Fisher's Exact Test on cumulative raw counts.





S4 Table

		S4 Table. Quantification of Tg(kdrl:GFP) dorsal aorta morphology phenotypes in 28 hpf wild type (WT) controls and RA-deficient embryos.

		Treatment		Mean % Wild type		SEM (%)		Mean % Thin		SEM (%)		Mean % Other		SEM (%)

		WT; DMSO		100.0		0.0		0.0		0.0		0.0		0.0

		2.5 μM DEAB		69.1		19.8		30.2		16.4		0.7		0.6

		5 μM DEAB		19.1*		12.5		65.7*		13.7		15.2		1.2

		*Indicates significant result (P < 0.05) compared to wild type (WT), by Bonferroni method post-test following two-way ANOVA. F(4,18) = 11.18, P = 0.0001.









S5 Table

		S5 Table. Quantification of thymic gene expression phenotypes in wild type (WT) controls and RA-deficient embryos.

		Gene		Stage		Treatment		Wild type		Reduced		Total		Two-tailed P-value 

		kdrl		28 hpf		WT		16		2		18

						aldh1a2 MO		14		3		17		0.6581

		efnb2a		28 hpf		WT; DMSO		36		0		36

						5 μM DEAB		37		1		38		1.000







S6 Table

		S6 Table. Quantification of dorsal aorta notch gene expression phenotypes in 26 hpf wild type (WT) controls and RA-deficient embryos.

		Gene		Treatment		Wild type		Abnormal		Total		Two-tailed P-value 

		notch1a		WT; DMSO		37		0		37

				2.5 μM DEAB		49		0		49		1.000

		notch1b		WT; DMSO		37		0		37

				2.5 μM DEAB		58		1		59		1.000

		notch3		WT; DMSO		78		2		80

				2.5 μM DEAB		9		50		59		<0.0001*

		dlc		WT; DMSO		46		0		46

				2.5 μM DEAB		56		0		56		1.000

		her6		WT; DMSO		25		0		25

				2.5 μM DEAB		24		0		24		1.000

		*Indicates significant result compared to wild type (WT), by Fisher's Exact Test on cumulative raw counts.





S7 Table

		S7 Table. Quantification of cmyb gene expression defects in 32 hpf wild type (WT) controls and aldh1a2-morphant embryos treated with 1 nM RA at indicated time points.

		Treatment		Wild type		Reduced		Total		Two-tailed P-value 

		WT; DMSO		40		3		43

		WT; 1 nm RA at 4 hpf		35		2		37		1.000

		aldh1a2 MO; DMSO		10		10		20		0.001*

		aldh1a2 MO; 1 nM RA at 4 hpf		22		4		26		1.000

		aldh1a2 MO; 1 nM RA at  19 hpf		7		23		30		<0.0005*

		aldh1a2 MO; 1 nM RA at  24 hpf		6		19		25		<0.0005*

		*Indicates significant result compared to wild type (WT), DMSO-treated controls by Fisher's Exact Test with Bonferroni correction on cumulative raw counts.



















S8 Table

		S8 Table. Quantification of Wnt16-Notch3 pathway component gene expression phenotypes in 17 hpf wild type (WT) controls and RA-deficient embryos.

		Gene		Treatment		Wild type		Abnormal		Total		Two-tailed P-value 

		wnt16		WT; DMSO		43		0		43

				5 μM DEAB		49		0		49		1.000

		dlc		WT; DMSO		53		0		53

				5 μM DEAB		55		0		55		1.000

		dld		WT; DMSO		41		1		42

				5 μM DEAB		9		25		34		<0.0001*

		notch3		WT; DMSO		50		0		50

				5 μM DEAB		4		36		40		<0.0001*

		her9		WT; DMSO		40		0		40

				5 μM DEAB		45		0		45		1.000

		jam1a		WT; DMSO		65		0		65

				5 μM DEAB		0		62		62		<0.0001*

		jam2a		WT; DMSO		78		1		79

				5 μM DEAB		4		65		69		<0.0001*

		*Indicates significant result compared to wild type (WT), by Fisher's Exact Test on cumulative raw counts.





S9 Table

		S9 Table. Quantification of cxcl12b chemokine pathway component gene expression phenotypes in wild type (WT) controls and RA-deficient embryos.

		Gene		Stage		Treatment		Wild type		Abnormal		Total		Two-tailed P-value 

		cxcr4a		17 hpf		WT; DMSO		48		5		53

						5 μM DEAB		3		48		51		<0.0001*

		cxcl12b		17 hpf		WT; DMSO		32		5		37

						5 μM DEAB		19		24		43		<0.0001*

		meox1		17 hpf		WT; DMSO		50		4		54

						5 μM DEAB		12		40		52		<0.0001*

		cxcr4a		28 hpf		WT; DMSO		47		0		47

						2.5 μM DEAB		2		43		45		<0.0001*

		cxcl12b		28 hpf		WT; DMSO		59		3		62

						2.5 μM DEAB		49		42		91		<0.0001*

		meox1		28 hpf		WT; DMSO		39		1		40

						2.5 μM DEAB		6		35		41		<0.0001*

		*Indicates significant result compared to wild type (WT), by Fisher's Exact Test on cumulative raw counts.
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