Bs3 Promoter sequence containing the dHax3 effector-binding element (underlined):

TCATAGTCAAGCTAACGAAACTTATGCAAGGGAAATATGAAATTAGTATGCAAGTAAACTCAAAGAACTAATCATTGAACTGAAAGATCAATATATCAAAAAAAAAAAAAAACAATAAAACCGTTTAACCGATAGATTAACCATTTCTGGTTCAGTTTATGGGTTAAACCACAATTTGCACACCCTGGTTAAACAATGAACACGTTTGCCTGACCAATTTTATccctttatctctAACCATCCTCACAACTTCAAGTTATCATCCCCTTTCTCTTTTCTCCTCTTGTTCTTGTCACCCGCTAAATCTATCAAAACACAAGTAGTCCTAGTTGCACATATATTTC




The strandedness of genes and their effector-binding elements (EBEs) in the genome. 

	Repressed genes
	nearest dHax3.SRDX target site

	Name
	Chromosome
	Start
	End
	Strand
	Chromosome
	Start
	End
	Strand
	Distance [bp]

	ATX1
	2
	 13,455,272 
	 13,462,181 
	-
	2
	 13,462,326 
	 13,462,338 
	-
	145

	AT2G07280
	2
	 3,026,398 
	 3,029,353 
	+
	2
	 3,025,908 
	 3,025,920 
	-
	478

	AT5G08390
	5
	 2,701,013 
	 2,707,273 
	+
	5
	 2,700,988 
	 2,701,000 
	+
	13

	AAP6
	5
	 20,142,470 
	 20,146,498 
	-
	5
	 20,146,560 
	 20,146,572 
	+
	62

	AT2G41230
	2
	 17,194,926 
	 17,195,674 
	-
	2
	 17,195,684 
	 17,195,696 
	+
	10

	ATTAP1
	1
	 26,621,961 
	 26,626,503 
	+
	1
	 26,621,637 
	 26,621,649 
	+
	312

	AT5G45580
	5
	 18,481,092 
	 18,482,643 
	-
	5
	 18,482,956 
	 18,482,968 
	-
	313

	LTI78
	5
	 21,240,849 
	 21,243,613 
	-
	5
	 21,240,791 
	 21,240,803 
	+
	46





dHax3.SRDX target sites in the Arabidopsis genome Tair10.
[bookmark: _GoBack]All sequences are shown in reference to the forward (+) strand.

	Chromosome
	Start
	End
	Strand
	Target Site

	1
	534630
	534642
	+
	TCCCTTTCTCTCT

	1
	1030833
	1030845
	+
	TCCCTTTCTCTCT

	1
	3676694
	3676706
	+
	TCCCTTTTTCTCT

	1
	5906458
	5906470
	+
	TCCCTTTCTCTCT

	1
	7654617
	7654629
	+
	TCCCTTTCTCTCT

	1
	7873572
	7873584
	+
	TCCCTTTCTCTCT

	1
	11158945
	11158957
	+
	TCCCTTTTTCTCT

	1
	11917593
	11917605
	+
	TCCCTTTTTCTCT

	1
	12263344
	12263356
	+
	TCCCTTTATCTCT

	1
	13979352
	13979364
	+
	TCCCTTTCTCTCT

	1
	16137978
	16137990
	+
	TCCCTTTTTCTCT

	1
	19522349
	19522361
	+
	TCCCTTTGTCTCT

	1
	20380838
	20380850
	+
	TCCCTTTGTCTCT

	1
	25021379
	25021391
	+
	TCCCTTTGTCTCT

	1
	26621637
	26621649
	+
	TCCCTTTCTCTCT

	1
	29448669
	29448681
	+
	TCCCTTTTTCTCT

	1
	29746747
	29746759
	+
	TCCCTTTCTCTCT

	2
	4388879
	4388891
	+
	TCCCTTTGTCTCT

	2
	5024341
	5024353
	+
	TCCCTTTATCTCT

	2
	8678489
	8678501
	+
	TCCCTTTCTCTCT

	2
	11361502
	11361514
	+
	TCCCTTTTTCTCT

	2
	13141391
	13141403
	+
	TCCCTTTTTCTCT

	2
	14602721
	14602733
	+
	TCCCTTTTTCTCT

	2
	17146054
	17146066
	+
	TCCCTTTCTCTCT

	2
	17195684
	17195696
	+
	TCCCTTTGTCTCT

	2
	18071725
	18071737
	+
	TCCCTTTCTCTCT

	2
	19681032
	19681044
	+
	TCCCTTTTTCTCT

	3
	631103
	631115
	+
	TCCCTTTTTCTCT

	3
	3504124
	3504136
	+
	TCCCTTTCTCTCT

	3
	4051106
	4051118
	+
	TCCCTTTCTCTCT

	3
	4446163
	4446175
	+
	TCCCTTTATCTCT

	3
	5061976
	5061988
	+
	TCCCTTTCTCTCT

	3
	5374641
	5374653
	+
	TCCCTTTATCTCT

	3
	14068011
	14068023
	+
	TCCCTTTATCTCT

	3
	14071208
	14071220
	+
	TCCCTTTATCTCT

	3
	14336053
	14336065
	+
	TCCCTTTGTCTCT

	3
	14609612
	14609624
	+
	TCCCTTTGTCTCT

	3
	14647673
	14647685
	+
	TCCCTTTGTCTCT

	3
	15421861
	15421873
	+
	TCCCTTTGTCTCT

	3
	19105102
	19105114
	+
	TCCCTTTGTCTCT

	3
	20857229
	20857241
	+
	TCCCTTTCTCTCT

	3
	22192810
	22192822
	+
	TCCCTTTATCTCT

	3
	23057547
	23057559
	+
	TCCCTTTCTCTCT

	4
	2815404
	2815416
	+
	TCCCTTTCTCTCT

	4
	3476044
	3476056
	+
	TCCCTTTATCTCT

	4
	4651720
	4651732
	+
	TCCCTTTGTCTCT

	4
	4687708
	4687720
	+
	TCCCTTTGTCTCT

	4
	4992319
	4992331
	+
	TCCCTTTGTCTCT

	4
	5085737
	5085749
	+
	TCCCTTTGTCTCT

	4
	7797214
	7797226
	+
	TCCCTTTCTCTCT

	4
	8614238
	8614250
	+
	TCCCTTTGTCTCT

	4
	8926986
	8926998
	+
	TCCCTTTCTCTCT

	4
	10296348
	10296360
	+
	TCCCTTTCTCTCT

	4
	14650608
	14650620
	+
	TCCCTTTTTCTCT

	4
	15385815
	15385827
	+
	TCCCTTTTTCTCT

	4
	16422126
	16422138
	+
	TCCCTTTTTCTCT

	5
	1511811
	1511823
	+
	TCCCTTTCTCTCT

	5
	2700988
	2701000
	+
	TCCCTTTCTCTCT

	5
	5584554
	5584566
	+
	TCCCTTTGTCTCT

	5
	7057733
	7057745
	+
	TCCCTTTCTCTCT

	5
	10607798
	10607810
	+
	TCCCTTTCTCTCT

	5
	12331486
	12331498
	+
	TCCCTTTCTCTCT

	5
	16556975
	16556987
	+
	TCCCTTTATCTCT

	5
	16580790
	16580802
	+
	TCCCTTTCTCTCT

	5
	18450654
	18450666
	+
	TCCCTTTGTCTCT

	5
	19701761
	19701773
	+
	TCCCTTTCTCTCT

	5
	20146560
	20146572
	+
	TCCCTTTCTCTCT

	5
	21240791
	21240803
	+
	TCCCTTTATCTCT

	5
	22331760
	22331772
	+
	TCCCTTTCTCTCT

	1
	302208
	302220
	-
	AGAGAGAAAGGGA 

	1
	2007021
	2007033
	-
	AGAGAAAAAGGGA 

	1
	2265337
	2265349
	-
	AGAGAAAAAGGGA 

	1
	2301995
	2302007
	-
	AGAGAGAAAGGGA 

	1
	4165666
	4165678
	-
	AGAGAGAAAGGGA 

	1
	4771380
	4771392
	-
	AGAGAAAAAGGGA 

	1
	5421006
	5421018
	-
	AGAGAAAAAGGGA 

	1
	6495153
	6495165
	-
	AGAGACAAAGGGA 

	1
	18346468
	18346480
	-
	AGAGATAAAGGGA 

	1
	19893478
	19893490
	-
	AGAGAGAAAGGGA 

	1
	20238157
	20238169
	-
	AGAGAAAAAGGGA 

	1
	23741596
	23741608
	-
	AGAGAGAAAGGGA 

	1
	28710422
	28710434
	-
	AGAGAAAAAGGGA 

	1
	29176954
	29176966
	-
	AGAGAAAAAGGGA 

	2
	3025908
	3025920
	-
	AGAGAGAAAGGGA 

	2
	3238299
	3238311
	-
	AGAGACAAAGGGA 

	2
	4349733
	4349745
	-
	AGAGAGAAAGGGA 

	2
	4963126
	4963138
	-
	AGAGAAAAAGGGA 

	2
	4964195
	4964207
	-
	AGAGATAAAGGGA 

	2
	8611018
	8611030
	-
	AGAGAAAAAGGGA 

	2
	8719023
	8719035
	-
	AGAGAAAAAGGGA 

	2
	13462326
	13462338
	-
	AGAGAAAAAGGGA 

	2
	13537774
	13537786
	-
	AGAGAGAAAGGGA 

	2
	13960307
	13960319
	-
	AGAGACAAAGGGA 

	2
	14185433
	14185445
	-
	AGAGAGAAAGGGA 

	2
	15073915
	15073927
	-
	AGAGACAAAGGGA 

	3
	2695300
	2695312
	-
	AGAGACAAAGGGA 

	3
	4360199
	4360211
	-
	AGAGAAAAAGGGA 

	3
	8405064
	8405076
	-
	AGAGAAAAAGGGA 

	3
	10550065
	10550077
	-
	AGAGAGAAAGGGA 

	3
	10568298
	10568310
	-
	AGAGAGAAAGGGA 

	3
	11148261
	11148273
	-
	AGAGACAAAGGGA 

	3
	11336581
	11336593
	-
	AGAGAAAAAGGGA 

	3
	12256652
	12256664
	-
	AGAGAGAAAGGGA 

	3
	12397585
	12397597
	-
	AGAGACAAAGGGA 

	3
	14503790
	14503802
	-
	AGAGAAAAAGGGA 

	4
	404728
	404740
	-
	AGAGAAAAAGGGA 

	4
	1755173
	1755185
	-
	AGAGACAAAGGGA 

	4
	9157166
	9157178
	-
	AGAGAAAAAGGGA 

	4
	13123734
	13123746
	-
	AGAGAAAAAGGGA 

	4
	13975599
	13975611
	-
	AGAGAAAAAGGGA 

	4
	15525352
	15525364
	-
	AGAGAAAAAGGGA 

	4
	15953899
	15953911
	-
	AGAGAAAAAGGGA 

	4
	16243093
	16243105
	-
	AGAGAGAAAGGGA 

	4
	17694653
	17694665
	-
	AGAGATAAAGGGA 

	5
	243906
	243918
	-
	AGAGAAAAAGGGA 

	5
	377203
	377215
	-
	AGAGAAAAAGGGA 

	5
	16572067
	16572079
	-
	AGAGAGAAAGGGA 

	5
	16750197
	16750209
	-
	AGAGACAAAGGGA 

	5
	18482956
	18482968
	-
	AGAGAGAAAGGGA 

	5
	23964410
	23964422
	-
	AGAGACAAAGGGA 

	5
	25694353
	25694365
	-
	AGAGAAAAAGGGA 

	5
	26375231
	26375243
	-
	AGAGAAAAAGGGA 
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