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Figure S1. Comparison of the hand-dissected and LCM samples.
(A) Cluster dendrogram showing global relationships between biological replicates and among different hand-dissected (SAM, FM, and REM) and LCM (Flower_1-4, Receptacle_6-7) tissues. The y axis measures the degree of variance. (B) Venn diagram showing the common and unique differentially expressed genes in the pairwise comparisons (fold change >2, padj < 0.05). Blue circle indicates the comparison between FM and REM. Pink circle indicates the comparison between Flower_1-4 and Receptacle_6-7.
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Figure S2. DNA sequence alignment of FvWUS1 and FvWUS2.











Table S1. Summary of RNA-seq read statistics
	SampleID
	Raw reads
	Uniquely mapped reads
	% uniquely mapped
	No. of expressed
genes

	SAM1
	31,543,880
	27,066,670
	85.81%
	16,441

	SAM2
	33,609,145
	29,761,069
	88.55%
	16,507

	SAM3
	34,507,321
	31,747,748
	92.00%
	16,384

	FM1
	30,095,311
	25,997,151
	86.38%
	16,254

	FM2
	33,984,357
	30,408,084
	89.48%
	16,694

	FM3
	32,452,824
	28,516,414
	87.87%
	15,106

	REM1
	32,562,543
	29,051,173
	89.22%
	16,708

	REM2
	33,975,817
	29,213,020
	85.98%
	16,547

	REM3
	29,670,542
	24,940,442
	84.06%
	16,456

	Flower_1-4_A	 
	27,738,334
	14,093,392
	50.81%
	/

	Flower_1-4_B	 
	59,525,934
	42,052,062
	70.64%
	/

	Receptacle_6-7_A 
	15,498,772
	5,827,568
	37.60%
	/

	Receptacle_6-7_B
	28,074,375
	13,772,911
	49.06%
	/
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ATGTTCTCATTTCCTCTCTTCGTTTCACAACTCTCACATGCCTACATCT TCCACATTATAAACCCAA]

ICAGCIACT AACT GIG
———————————————————————————————————————— ARGl Cl @A C T GIYGGAT GGCARC

(TN A GV INLINGAINT GLYXECIRAECINET INGCAGGCAGAGHART ACCAGAT GGACT CCCACGAINT GAT C
IXSAGEA Glagddedddaii T GlapCINIGET WG CAGGCAGAGEAET ACCAGAT GGACT CCCACGAMT GATC
AGIT AAJJAAT CCT CAAIJGARICT T TACT ACAACAAGGGIGT TAGGT CCCCAAGT INREGAGCAGAT T CAGA
AGIAT AA[dAAT CCT CAAIEGAIECT TTACTACAACAAGGGINGT TAGGT CCCCAAGT[@IGAGCAGAT T CAGA
GAT ClGT T CCAGC T GAIGACINGT ACGGINAAGAT CGAGGGAAAGAACGT CT T{@T ACT GGT T CCAGAACCAC
GAT CIIGT{@T CCAGCT GAIIACIEGT ACGGEAAGAT CGAGGGAAAGAACGT CTTHIT ACT GGTTCCAGAACCAC
[AAGGC T CGGGAGAGGCAGEAGAIIGAAGAINGT T CACTIJCGGAT GIET CATGT T CCCAT GCAAAGHIT CAGGGC
AAGGCT CGGGAGAGGCAGIEEEINGAAGAEGT T CACT@CGGAT GIIT CAT GTTCCCAT GCAAAGINT CAGGGC
TTGI T GGGAAT GET AATIEGT ACT AAT T GGAAGCCT GAIGAT CAGT AJJAT GAACAT GAACAACAAGT ACT C
TGTTGGGAAT G@T AATIIGT ACT AATT GGAAGCCT GAJIGAT CAGT Al@AT GAACAT GAACAACAAGT ACT C
[CAACATCT CCAACAT TI€GT CAAGGGGT TTCTTCTGCACCTGCTTCTGCT TINT T CHENAGEIGGT T GAT T
CAACAT Se——— TIGT CAAGGGGTTTCTTCTGCACCTGCTTCTGCTTd GldeGGTET GATT
GCTIT T AAJIGGGCAGAT GGGINAACT AT GGT GGT TATGGAT CT AT GEACAT GMAGAAIAGT T T TAGGGAT T
GCTIT T AAlGGGCAGAT GGGIEAACTIET GGT GGT TAT GGAT CTAT GIJACAT Gl8AGAAAGT TTTAGGGATT
QT CAAT CTCAGCT GGAGEEGGAACT GG (GCIMACT GCT GT T GGIAGT @GGT GGAT CCINT TINGT CACAAT T T
e T CAATCTCAGCT GGAGINGGAACT GGTICHACT GCTGT T GGGTIGGT GGAT CCMTTI8GTCACAATTT
THGGT CAl§GGGT CGGCGGCINGT GT TIMACCCIITATTCCT@CT CATCCTACAC
T[€GGT CAQIGGGT CGGCGGCEGT GTTI@ACCCIATATTCCT{@CT CATCCTACACTTCTGGTACTAGTACTACT
TCTTTINACAT GAAAGAACAAACHT T CAT GGAACAAGAAGAAGAREAT CACCAGGAGAT T GAAACCCT CC
TCTTT[ACAT GAAAGAACAAACHETTCAT GGAACAAGAAGAAGAIRIAT CACCAGGAGATTGAAACCCTCC
[CACTGT TCCCCATGCACGGT GAGGEET TIIT T T GGCAACAMCAAGACT CTTCCGAGGGCGGCAGCGGCT Al
CACTGTTCCCCATGCACGGT GAGGIYAT T{®T TTGGCAACAWCAAGACHIT CTTCCGAGGGCGGCAGCGGCT A
CGGCTACTACT CCGGT€GCT GGGT GGET ACAAPGGEGGCGCT CGCACIT CCCT T GAJJCT CAGCCT CAAC
CGGCTACTACTCCGGTINGCT GGGlET GGIIT ACAAMGGIIGGCGCT CGCACHT CCCT T GAEICT CAGCCT CAAC

CCTACGGCTACAACACCCICAATTACHACT GA|

[TCCTACGGCTACAACACCCHICAATTACEACT GA




