Supplementary Table 3 21 nt and 24 nt read count of each treatment group that mapped to the listed banana genes.21 nt

	
	TR4_C
	TR4_I
	R1_C
	R1_I

	Ma02_g06960 Uncharacterized protein
	547.08352
	985.7982
	105.362
	194.4818

	Ma05_g17090 Uncharacterized protein
	93.140288
	170.3043
	18.61023
	23.7108

	Ma11_g15080 Probable alkaline/neutral invertase B
	61.933
	76.148
	16.369
	30.353

	Ma06_g23000 Hypothetical protein
	45.502
	39.048
	7.39
	13.211

	Ma08_g19220 Uncharacterized protein
	23.465
	33.831
	17.658
	31.059

	Ma06_g18190 nucleotidyltransferase, putative, expressed
	45.763
	28.532
	9.607
	18.089

	Ma08_g18420 Putative Tropinone reductase homolog At2g29150
	23.115
	23.924
	5.714
	11.143

	Ma05_g05580 Uncharacterized protein
	31.79
	23.832
	1.431
	3.199

	Ma05_g05570 Uncharacterized protein
	32.895
	20.385
	1.718
	3.67

	Ma06_g02840 region found in RelA/SpoT proteins containing protein, expressed
	11.662
	18.662
	1.822
	3.31

	Ma04_g10650 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 1
	22.304
	17.137
	3.04
	5.332

	Ma06_g22630 Histone-lysine N-methyltransferase EZ1
	5.686
	14.822
	2.892
	3.498

	Ma07_g22960 Putative Wall-associated receptor kinase 5
	2.815
	7.636
	0.799
	0.784

	Ma07_g14160 Uncharacterized protein
	14.897
	5.356
	1.163
	3.597

	mito3_g00140
	3.274
	4.722
	1.137
	2.292

	Ma04_g21360 Probable copper-transporting ATPase HMA5
	1.806
	3.648
	0.69
	0.754

	Ma08_g09870 Putative Probable esterase PIR7A
	4.997
	3.515
	1.157
	2.118

	Ma03_g28620 Uncharacterized protein
	3.438
	3.196
	5.395
	2.634


24 nt

	Ma00_g03310 Uncharacterized protein
	1810.5443
	1755.788
	380.1712
	681.3287

	Ma11_g15080 Probable alkaline/neutral invertase B
	19.626
	32.024
	6.989
	15.242

	Ma11_g14010 Ribulose-phosphate 3-epimerase, cytoplasmic isoform
	341.58126
	599.9664
	268.0948
	161.2929

	Ma00_g03320 Uncharacterized protein
	207.96355
	554.7744
	61.78461
	55.41131

	Ma00_g03290 Uncharacterized protein (multiple hotspot location)
	103.06576
	189.9454
	22.87913
	36.33208

	Ma11_g20390 nicotiana lesion-inducing like, putative, expressed
	119.50769
	145.1093
	29.45563
	52.27591

	Ma10_g20970 Uncharacterized protein
	2.025
	26.585
	0.864
	0.709

	Ma05_g15620 Cellulose synthase A catalytic subunit 7 [UDP-forming]
	2.072
	26.585
	0.864
	0.709

	Ma10_g01100 Sodium/hydrogen exchanger 2
	22.632
	24.779
	6.463
	11.939

	Ma08_g16280 protein kinase domain containing protein, expressed
	2.88
	10.649
	0.258
	0.195

	Ma04_g33910 Putative S-norcoclaurine synthase 2
	1.806
	6.4
	0.894
	0.762

	Ma09_g05270 S-type anion channel SLAH3
	3.187
	5.504
	0.92
	0.927

	Ma10_g27040 Protein arginine N-methyltransferase PRMT10
	2.949
	5.282
	1.004
	1.629


[bookmark: _Ref531736931][bookmark: _GoBack]Supplementary Table 4 Primers for qRT-PCR validation of the expression of selected miRNAs and their target genes.
	Name
	Sequence

	miR399
	5’ - TGCCAAAGGAGAATTGCCCTG

	miR156
	5’ - UGACAGAAGAGAGTGAGCAC

	miR159
	5’ - ATTGGATTGAAGGGAGCTCCA

	miR166
	5’ - UCGGACCAGGCTTCATTCCCC

	L2_F
	5’ - AGGGTTCATAGCCACACCAC

	L2_R
	5’ - CCGAACTGAGAAGCCCCTAC

	SPL12_F
	5’ - CACGAACATAACACCGGATCT

	SPL12_R
	5’ - GGCTGAGTGGTACTCGCATT

	GAMYB_F
	5’ - CCCTTTCTGGAGCTGTGAAG

	GAMYB_R
	5’ - GGCACAGGGTCCAGCTACTA

	HOX9_F
	5’ - CCTTGGCAGAGTTCCTTTCA

	HOX9_R
	5’ - CCACCCCACTGGAACTATGT




