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Fig. S1. Morpho-anatomical developmental stages of Ginkgo ovules. c, collar; e, endotecium; en, endotesta; i, integument; mg, megagametophyte; ms, microsporangium; n, nucellus; ov, ovule; pc, pollen chamber; sc, sclerotesta; sr, sarcotesta. Scales: 50m (a); 75m (c, d,n); 100m (f, h-i); 1mm (b, e); 1cm (g,m). 







Fig. S3. Number of reads obtained per sample. 
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Fig. S4. Pipeline followed for the bioinformatic analyses. 



Fig. S5. Statistics for the assemblies performed with Trinity and AbySS for each sample based on a weighted median statistic (N50). 


Fig. S6. Expression-based contiguity statistics for the G. biloba reference transcriptome. The assembly has E90N50 of >1.8kb. 

a
b

Supplementary Figure 6. (Previous page) Maximum Likelihood analysis of the euANT gene lineage. 













Fig. S7. BUSCO analyses for Ginkgo biloba assemblies. 
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Fig. S8. Data structure a. Principal Component Analysis. b. Dendrogram by hierarchical clustering.
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Fig. S9. Blast2GO statistics. a general statistic of the final annotation. b Pie chart of the Cellular component. c Pie chart of the Molecular function. d Pie chart of the Biological process. 
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Fig. S10 Sense probes in ovules (ov), pollen cones (p) and leaves (l).
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Fig. S11. Expression of GbC3HDZ4 using in situ hybridization. a ovule at stage 2. b ovule at stage 3. c ovule at stage 4. d ovule at stage 5. e ovule at stage 7. f microsporagium. g cross section of a leaf.
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Fig. S12. Arabidopsis EFP browser results showing the expression of the four FAF paralogs on the entire plant (left) and at different seed stages (right). 
Table S1. Comparison between the integument and all the other tissues, showing number of shared genes. This was the comparison used for the transcriptomic analyses.  

	
	Collar 
	Megagametophyte
	Leaf
	Pollen cone 
	Young Ovule 
	Total # of genes in Integument

	Integument
	21
	632
	95
	150
	13
	2137



Table S6 Arabidopsis GenBank and Ginkgo OneKP accession numbers with the percentage of Identity between Arabidopsis and Ginkgo homologs.
	Arabidopsis Gene
	Accession number (Arabidopsis) 
	Ginkgo gene name
	Ginkgo accession number
	% of ID

	ANT
	AT4G37750
	GibiANT
	
	80.98

	BEL1
	At5g41410
	GibiBEL1
	SGTW_scaffold_2006438
	78.74

	KAN1
	At5g16560
	GibiKAN
	SGTW_scaffold_2015986
	83.16

	KAN2
	At1g32240
	
	
	77.66

	KAN3
	At4g17695
	
	
	81.36%

	KAN4
	At5g42630
	
	
	Not detected

	UCN
	At1g51170
	GibiUCN
	SGTW_scaffold_2036567
	70.95

	
	
	GibiUCN2
	SGTW_scaffold_2038117
	73.45



Table S7  Primers used for In situ hybridization experiments in Ginkgo biloba 
	Gene
	Primer sequence 

	GbC3HDZ1 Fwd
	Ccaggttcacgagcaggag 

	GbC3HDZ1 Rev
	ccactagtaccatctgttc

	GbC3HDZ1Fwd ISH(sense)
	CTTAATACGACTCACTATAGGGCcaggttcacgagcaggag

	GbC3HDZ1 Rev ISH
	CTTAATACGACTCACTATAGGGccactagtaccatctgttc

	GbC3HDZ2 fwd 
	cctgtagtgttccatcttcac

	GbC3HDZ2 Rev
	ggagactcgagttcctgctg

	GbC3HDZ2 RevISH
	CTTAATACGACTCACTATAGGGggagactcgagttcctgctg

	GbC3HDZ3 Fwd
	cttcagctgcaatgaaagca

	GbC3HDZ3 Rev 
	ctaatgtacggttaggagtcg

	GbC3HDZ3 RevISH
	CTTAATACGACTCACTATAGGGctaatgtacggttaggagtcg

	GbC3HDZ4 Fwd
	gttcagctactttgagaactc

	GbC3HDZ4 Rev
	gtgcaagacatgccatatcc

	GbC3HDZ4 RevISH
	CTTAATACGACTCACTATAGGGgtgcaagacatgccatatcc

	GbC3HDZ5 Fwd
	gtaaaacacctataagagaa

	GbC3HDZ5 Rev
	CATTCCATGACAGAAGCTG

	GbC3HDZ5 Rev
	gtgcgtgatagactgcacc

	GbC3HDZ5 Rev ISH
	CTTAATACGACTCACTATAGGGCATTCCATGACAGAAGCTG

	GbC3HDZ5 RevISh
	CTTAATACGACTCACTATAGGGgtgcgtgatagactgcacc

	GbC3HDZ5Fwd
	ATGCCCAGCATTATGGAGAAG

	GbWUS Fwd
	GGAATCCGTTCATGAGCAAGT

	GbWUS Rev 
	TCCAGTGCCGATTCACTCC

	GbWUSfwdISH sense 
	CTTAATACGACTCACTATAGGGGGAATCCGTTCATGAGCAAGT

	GbWUS Rev ISH
	CTTAATACGACTCACTATAGGGTCCAGTGCCGATTCACTCC

	GibiBEL12fwd
	ctgaggactatagccttgtc

	GibiBEL12revISH
	CTTAATACGACTCACTATAGGGgcaggatgaactgctgaag

	GibiBEL12fwdISH sense
	CTTAATACGACTCACTATAGGGgcaggatgaactgctgaag

	GibiKAN fwd
	GGATCATCAAGGAGGCTTAT

	GibiKAN rev ISH
	CTTAATACGACTCACTATAGGGTGTTGGCAGGACTTGAAGC

	GibiKAN FwdISH sense
	CTTAATACGACTCACTATAGGGTGTTGGCAGGACTTGAAGC

	GibiUCN Fwd
	gacgtcttgtaaaccacaac

	GibiUCN Rev
	acatccaaatcagggtccttc

	GibiUCN Rev ISH
	CTTAATACGACTCACTATAGGGACATCCAAATCAGGGTCCTTC

	GibiUCN Fwd ISH sense
	CTTAATACGACTCACTATAGGGgacgtcttgtaaaccacaac

	GibiUCN2 Fwd
	gatggcaagtgccattcattc

	GibiUCN2 Rev
	ctttgacagacaggctcatg

	GibiUCN2 revISH
	CTTAATACGACTCACTATAGGGctttgacagacaggctcatg




# Sequence reads Ginkgo biloba


# Sequence reads 	Young Ovule rep1	Young Ovule rep2	Young Ovule rep3	Integument rep1	Integument rep2	Integument rep3	Megagametophyte rep1	Megagametophyte rep2	Megagametophyte rep3	Collar rep1	Collar rep2	Collar rep3	Pollen cone rep1	Pollen cone rep2	Pollen cone rep3	Leaf rep1	Leaf rep2	Leaf rep3	46531498	46467682	45832071	48820540	46622609	55070995	39646580	39646548	45230430	43653329	41831899	43821461	46210543	45482328	48510077	44834970	40101681	54868345	


N50 AbySs vs Trinity 

N50 AbySS	Young Ovule rep1	Young Ovule rep2	Young Ovule rep3	Integument rep1	Integument rep2	Integument rep3	Megagametophyte rep1	Megagametophyte rep2	Megagametophyte rep3	Collar rep1	Collar rep2	Collar rep3	Pollen cone rep1	Pollen cone rep2	Pollen cone rep3	Leaf rep1	Leaf rep2	Leaf rep3	1901	1918	1826	1958	1802	1858	1822	1769	1841	1824	1855	1894	1879	1791	1827	230	1983	1976	N50 Trinity	Young Ovule rep1	Young Ovule rep2	Young Ovule rep3	Integument rep1	Integument rep2	Integument rep3	Megagametophyte rep1	Megagametophyte rep2	Megagametophyte rep3	Collar rep1	Collar rep2	Collar rep3	Pollen cone rep1	Pollen cone rep2	Pollen cone rep3	Leaf rep1	Leaf rep2	Leaf rep3	2167	2169	2118	2015	1653	2029	1896	1676	1121	2151	2136	2178	2165	2135	2250	1026	1842	2145	
N50





ExN50	E90N50
= ~1.8kb


1	2	3	4	5	6	7	8	9	10	11	12	13	14	15	16	17	18	19	20	21	22	23	24	25	26	27	28	29	30	31	32	33	34	35	36	37	38	39	40	41	42	43	44	45	46	47	48	49	50	51	52	53	54	55	56	57	58	59	60	61	62	63	64	65	66	67	68	69	70	71	72	73	74	75	76	77	78	79	80	81	82	83	84	85	86	87	88	89	90	91	92	93	94	95	96	97	98	99	100	265	256	252	256	253	251	255	256	255	253	252	251	253	256	258	261	263	265	268	270	273	278	282	287	291	295	298	302	307	313	318	322	327	333	340	348	356	364	373	382	391	402	414	424	438	454	471	487	507	529	549	571	600	630	659	687	715	749	778	807	833	865	897	925	958	985	1020	1050	1076	1107	1139	1171	1205	1237	1269	1301	1335	1369	1404	1439	1472	1507	1546	1581	1623	1658	1699	1740	1783	1822	1869	1919	1973	2022	2074	2129	2192	2284	2502	2499	Ex 


ExN50
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