Scale chr1:

Gap

Chromosome Band

lastz braRap1

blat braRap1

blat ricCom1

SINE LINE LTR DNA Simple Low Complexity Satellite RNA Other

WM + SDust

Simple Repeats

500 kb araTha1 1,100,000 1,200,000 1,300,000 1,400,000 1,500,000 1,600,000 1,700,000 1,800,000 1,900,000 Assembly Gap GC Percent in 5-Base Windows

Ideogram

Ensembl genes from Arabidopsis_thaliana.TAIR10.18.gtf.gz

Genscan Gene Predictions

CpG Islands (Islands < 300 Bases are Light Green)

lastz chain to braRap1

lift-over blat to braRap1

lift-over blat to ricCom1

Repeating Elements by RepeatMasker

Genomic Intervals Masked by WindowMasker + SDust

Simple Tandem Repeats by TRF chr1_1

AT1G03910.1 AT1G03910.2 AT1G03920.1 AT1G03930.1 AT1G03935.1 AT1G03940.1 AT1G03950.1 AT1G03960.1 AT1G03960.2 AT1G03970.1 AT1G03980.1 AT1G03982.1 AT1G03990.1 AT1G04000.1 AT1G04010.1 AT1G04020.1 AT1G04020.2 AT1G04030.1 AT1G04040.1 AT1G04050.1 AT1G04070.1 AT1G04080.3 AT1G04080.1 AT1G04080.2 AT1G04090.1 AT1G04100.1 AT1G04110.1 AT1G04120.2 AT1G04120.1 AT1G04130.1 AT1G04140.1 AT1G04140.2 AT1G04150.1 AT1G04160.1 AT1G04170.1 AT1G04171.1 AT1G04180.1 AT1G04190.1 AT1G04200.1 AT1G04210.1 AT1G04220.1

AT1G04230.1 AT1G04240.1 AT1G04250.1 AT1G04260.1 AT1G04270.2 AT1G04270.1 AT1G04280.1 AT1G04290.1 AT1G04295.1 AT1G04300.4 AT1G04300.1

AT1G04300.2 AT1G04300.3

AT1G04310.1 AT1G04320.1 AT1G04330.1 AT1G04340.1

AT1G04350.1

AT1G04360.1 AT1G04370.1 AT1G04380.1 AT1G04390.1 AT1G04400.1 AT1G04400.2 AT1G04410.1 AT1G04420.1 AT1G04425.1 AT1G04430.1 AT1G04430.2 AT1G04440.1 AT1G04445.1 AT1G04450.1 AT1G04457.1 AT1G04470.1 AT1G04480.1 AT1G04490.2

AT1G04490.1

AT1G04500.1

AT1G04501.1

AT1G04510.1 AT1G04510.2 AT1G04520.1 AT1G04530.1

AT1G04540.1

AT1G04550.1

AT1G04550.2 AT1G04555.1 AT1G04560.1

AT1G04570.1 AT1G04580.1

AT1G04590.1 AT1G04590.2

AT1G04600.1

AT1G04610.1 AT1G04620.1 AT1G04625.1 AT1G04630.1 AT1G04635.1 AT1G04640.1 AT1G04640.2 AT1G04645.1 AT1G04650.1 AT1G04660.1 AT1G04670.1 AT1G04680.1 AT1G04684.1 AT1G04690.1 AT1G04700.1 AT1G04710.1 AT1G04720.1 AT1G04730.1 AT1G04750.1 AT1G04750.2 AT1G04760.1 AT1G04770.1 AT1G04778.1 AT1G04780.1 AT1G04790.1 AT1G04800.1 AT1G04810.1 AT1G04820.1 AT1G04830.2 AT1G04830.1 AT1G04840.1 AT1G04850.1 AT1G04860.1 AT1G04870.1 AT1G04870.2 AT1G04880.1 AT1G04890.1 AT1G04900.1

AT1G04910.1 AT1G04920.1

AT1G04930.2 AT1G04930.1 AT1G04945.3 AT1G04940.1 AT1G04945.2 AT1G04945.1 AT1G04950.1 AT1G04950.3 AT1G04950.2

AT1G04960.1

AT1G04960.2 AT1G04970.1

AT1G04970.2

AT1G04980.1

AT1G04985.1 AT1G04990.1 AT1G04990.2 AT1G05000.1 AT1G05000.2 AT1G05010.1 AT1G05020.1 AT1G05030.1 AT1G05040.1 AT1G05040.2 AT1G05055.1 AT1G05060.1 AT1G05061.1 AT1G05065.1 AT1G05070.1 AT1G05080.1 AT1G05085.1 AT1G05090.1 AT1G05100.1 AT1G05120.1 AT1G05135.1 AT1G05136.1 AT1G05140.1 AT1G05150.1 AT1G05160.1 AT1G05170.1 AT1G05170.2 AT1G05180.1 AT1G05180.2 AT1G05180.3 AT1G05190.1 AT1G05200.2 AT1G05200.1 AT1G05205.1 AT1G05210.1

AT1G05220.1 AT1G05220.2 AT1G05230.3 AT1G05230.1 AT1G05230.2 AT1G05230.4

AT1G05240.1 AT1G05250.1

AT1G05260.1 AT1G05270.1 AT1G05280.1

AT1G05290.1 AT1G05291.1 AT1G05300.1

AT1G05300.2

AT1G05310.1 AT1G05320.2

AT1G05320.1 AT1G05320.3

AT1G05330.1 AT1G05340.1 AT1G05350.1 AT1G05360.1 AT1G05370.1 AT1G05380.1 AT1G05380.2 AT1G05385.1 AT1G05390.1 AT1G05400.1 AT1G05400.2 AT1G05410.2

AT1G05410.1

AT1G05420.1 AT1G05430.1 AT1G05440.1 AT1G05450.2

AT1G05450.1 AT1G05460.1

AT1G05470.1 AT1G05490.1 AT1G05500.1 AT1G05510.1 AT1G05520.1 AT1G05530.1 AT1G05540.1 AT1G05550.3 AT1G05550.1 AT1G05550.2 AT1G05560.1 AT1G05562.1

AT1G05570.1

AT1G05570.2

AT1G05575.1

AT1G05577.1 AT1G05580.2 AT1G05580.1

AT1G05590.1 AT1G05600.2

AT1G05600.1

AT1G05610.1

AT1G05615.1

AT1G05620.1

AT1G05620.2 AT1G05630.1

AT1G05630.2

AT1G05640.1 AT1G05650.1 AT1G05660.1 AT1G05670.1 AT1G05670.2 AT1G05675.1

AT1G05680.1 AT1G05690.1

AT1G05700.1 AT1G05710.2 AT1G05710.3 AT1G05710.5 AT1G05710.4 AT1G05710.1 AT1G05720.1 AT1G05730.1

AT1G05740.1

AT1G05750.1 AT1G05760.1

AT1G05770.1 AT1G05780.1

AT1G05785.1

AT1G05785.2 AT1G05790.2

AT1G05790.1

AT1G05800.1

AT1G05805.1 AT1G05810.1

AT1G05820.1

AT1G05820.2 AT1G05830.1 AT1G05830.2

AT1G05835.1 AT1G05840.1 AT1G05850.1 AT1G05860.1 AT1G05870.3 AT1G05870.4 AT1G05870.2 AT1G05870.1 AT1G05880.1 AT1G05880.2

AT1G05890.2 AT1G05890.1 AT1G05894.1

AT1G05900.1

AT1G05900.2

AT1G05910.1

AT1G05920.1

AT1G05925.1 AT1G05930.1

AT1G05940.1

AT1G05950.1 AT1G05960.2

AT1G05960.1

AT1G05970.2

AT1G05970.1 AT1G05980.1

AT1G05990.1

AT1G06000.1 AT1G06002.1

AT1G06010.1

AT1G06020.1

AT1G06030.1 AT1G06040.1 AT1G06040.2

AT1G06050.1

AT1G06060.1 AT1G06070.1

AT1G06080.1 AT1G06090.1 AT1G06100.1 AT1G06110.1 AT1G06120.1 AT1G06130.2 AT1G06130.1 AT1G06135.1 AT1G06137.1 AT1G06140.1 AT1G06150.1 AT1G06149.1

AT1G06150.2 AT1G06148.2 AT1G06148.1

AT1G06160.1

AT1G06170.2

AT1G06170.1

AT1G06180.1 AT1G06190.1

AT1G06190.2 AT1G06200.1

AT1G06210.1 AT1G06210.2 AT1G06220.1 AT1G06220.2 AT1G06225.1 AT1G06230.3 AT1G06230.1 AT1G06230.2

AT1G06240.1 AT1G06250.1

AT1G06265.1

AT1G06265.2

AT1G06260.1 AT1G06270.1 AT1G06280.1 AT1G06290.1

AT1G06310.1 AT1G06320.1 AT1G06330.1 AT1G06340.1

AT1G06350.1 AT1G06360.1

AT1G06370.1 AT1G06380.1 AT1G06390.1

AT1G06390.2

AT1G06400.1 AT1G06410.1 AT1G06420.1 AT1G06420.2

AT1G06430.1 AT1G06440.1 AT1G06450.1 AT1G06460.1 AT1G06470.1

AT1G06470.2

AT1G06475.1 AT1G06480.1 AT1G06490.1 AT1G06500.4 AT1G06500.1 AT1G06500.2 AT1G06500.3 AT1G06515.2 AT1G06515.1 AT1G06510.1

AT1G06520.1

chr1.167 chr1.168 chr1.169 chr1.170 chr1.171 chr1.172 chr1.173 chr1.174 chr1.175 chr1.176 chr1.177 chr1.178 chr1.179 chr1.180 chr1.181 chr1.182 chr1.183 chr1.184 chr1.185 chr1.186 chr1.187 chr1.188 chr1.189 chr1.190 chr1.191 chr1.192

chr1.193 chr1.194 chr1.195 chr1.196 chr1.197 chr1.198 chr1.199 chr1.200 chr1.201 chr1.202 chr1.203 chr1.204 chr1.205 chr1.206

chr1.207 chr1.208

chr1.209 chr1.210 chr1.211

chr1.212 chr1.213 chr1.214 chr1.215 chr1.216 chr1.217

chr1.218 chr1.219 chr1.220 chr1.221

chr1.222 chr1.223 chr1.224 chr1.225

chr1.226

chr1.227 chr1.228 chr1.229

chr1.230 chr1.231 chr1.232 chr1.233

chr1.234 chr1.235 chr1.236 chr1.237 chr1.238 chr1.239

chr1.240 chr1.241 chr1.242 chr1.243

chr1.244 chr1.245 chr1.246

chr1.247 chr1.248 chr1.249 chr1.250 chr1.251 chr1.252

chr1.253 chr1.254 chr1.255 chr1.256 chr1.257 chr1.258 chr1.259 chr1.260 chr1.261 chr1.262 chr1.263

chr1.264 chr1.265

chr1.266 chr1.267 chr1.268 chr1.269

chr1.270 chr1.271 chr1.272

chr1.273 chr1.274 chr1.275 chr1.276 chr1.277

chr1.278 chr1.279

chr1.280 chr1.281 chr1.282 chr1.283

chr1.284 chr1.285 chr1.286

chr1.287 chr1.288 chr1.289 chr1.290 chr1.291 chr1.292

chr1.293 chr1.294 chr1.295

chr1.296

chr1.297 chr1.298 chr1.299 chr1.300

chr1.301

chr1.302

chr1.303 chr1.304 chr1.305

chr1.306

chr1.307 chr1.308 chr1.309

chr1.310

chr1.311 chr1.312

chr1.313 chr1.314

chr1.315 chr1.316 chr1.317

chr1.318 chr1.319

chr1.320 chr1.321 chr1.322

chr1.323

chr1.324 chr1.325

chr1.326 chr1.327 chr1.328 chr1.329 chr1.330

chr1.331

CpG: 45 CpG: 31 CpG: 17 CpG: 20 CpG: 30

CpG: 36

CpG: 24 CpG: 15

CpG: 17

CpG: 19

CpG: 44

CpG: 19

CpG: 20

CpG: 17

CpG: 16 CpG: 74

CpG: 33

CpG: 31 CpG: 54

CpG: 17

CpG: 64

CpG: 51

CpG: 27

CpG: 31 CpG: 69 CpG: 23

CpG: 46

CpG: 24 CpG: 19 CpG: 30

CpG: 34

CpG: 39

CpG: 20

CpG: 26

CpG: 57 CpG: 43 CpG: 43

CpG: 22

CpG: 22

CpG: 34

CpG: 20

GC Percent

70 _

30 _