SUPPLEMENTAL FIGURE LEGENDS

Suppl Figure 1. Linker scan analysis of ARS379. (A) Plasmid loss rates per generation are plotted for
wild type ARS319 (pFJ9) and mutant versions of pFJ9 containing GGTCGAC linker substitutions and
additional mutations. (B) Detailed view of wild type ARS379 sequence and mutant derivatives, marked

as in Fig. 2B.

Suppl Figures 2-10. Overview of nucleosome positions generated from various genome-wide
datasets (Suppl Table 2). Four individual nucleosome studies are highlighted using colored lines or
ovals. The solid grey ovals indicate the consensus positions of nucleosomes determined from six
genome-wide studies (see (1)). A vertical line indicates the dyad position for each positioned
nucleosome. There are two clear discrepancies between (1) and the four nucleosome studies we
highlight (2-5) that are indicated by grey ovals with a white asterisk. These two nucleosomes, one
completely overlapping ARS1 and the other overlapping the B2 element of ARS309, also had a low

occupancy value of 22/100 and 45/100 in (1) are therefore not shown in Figure 7.

Suppl Figure 11. The average ATCG composition of the B-region of 228 conserved ARS elements
identified by Nieduszynski et al. (6) is plotted as a percentage relative to distance from the EACS in bp.
Nucleotide 1 in this graph is the last base pair of the 3' EACS, GTT.
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Suppl Table 1

Systematic proARS Chr Position proACS 100 nucleotides after 15bp proACS
name / bp
ARSI-31 104 1 31002 ATTTTTAAGITTTGT  TGGGTCTCTGAGAACT TTCAAAAAAAGAAAAAGT AAAGT ATGATAAAACGGAGCACT TGCCAAAGT AAT TAACGCCCAT TAAAAAGAAGGCATAGGAGEC
ARSI-70 106 1 70433 TTTTTTATGITTAGA AACAAAATTTCCCCGAGAGAAAGGGAAAATATGTGGAAAAAGAAAAAGCACT TCCTTACCAAACGT CATTCCATCCATGAAATACT TGECCGATTGAACT
ARSI-125 107 1 124522 ATATTTAAGICTTGA TTAACTGCTTTGGATCCTGTATTTTTATCATATTAACATTTTGATTAAAGAAAGAAAGTACATATTGATTTATTCATATTTAAATAGAGAAAACTACCAA
ARSI-160 109 1 159951 TTATTTATATTTAGT GGGAGCAAAACAGT TTATTGAATGI TTACCAGAACCGAAAAAAAAGCTCTTCTAAACTGT TGACATCCAGT TCATTTACTTCCACGT GTAGATGTGAAGG
ARSI-176 110 1 176232 CTTTTTATGITTTCT TATGATTGAATTATTTATATTCTAAATTCCTCACGAATTTATACTGAAGATTTCCTTCCAGGCGAGAATAATAAACACATATTTATGATGATAACAAGAC
ARSI I-29 201.5 2 28985 TTTTTTATAATTTGG TCTAACAAACTTGATATCAGAACCACGTAGAAGAAAAAGAGACTAATAGTAAAAATATCAAGAAAGT TGACCAATTTTTGT TATATATGT CCGTAAAAGT
ARSI1-63 202 2 63370 TTTTTTAATTTTTGT CACGAAATCCTGGTATTTATTCTTGGAATGTATTTTTTTCTTTTGAAACACATTACCAACTCTTTTCAAAATCTCCAGGAATGGCAGAGAAGAAAACAAA
ARSI1-170 207 2 170222 AGITTTATATTTAGT GAACATATGGGCAATTCCAGIGAACGCTTAAAAGCTGGECAAAGAAATATATAAATTTAAAGATATAATGACAAGATAGCTCAAAATAACCGGAGAGTAA
ARSI11-198 207.5 2 198385 AATTTAATGATTAGG CAAGCTTATTGITAAACAAGAAAAAACTTCAAAGTACATTGAAAAAAAAAGGAAATGTAATCAATTCCCCTCAAAATAAATTTTCTTACAAACCCATGAT
ARSI11-238 208 2 237834 CTTTTTACTTTTAGT TAAACTATTAAAGAATAATTTCCGCAAGGTACATAGCGATTTAAGTAGTI TCAGAAAAGAAATTATTTAAAAATTACTCCCTCTCTTATTTGAAATGAAGA
ARSI1-255 209 2 255040 ATTTTTATGITTTGI  ATTTGGATTTTAGAAAGTAAATAAAGAAGGT AGAAGAGT TACGGAATGAAGAAAAAAAAATAAACAAAGGT TTAAAAAAT TTCAACAAAAAGCGTACTTT
ARSI11-326 211 2 326153 TTTTTTACATTTTTT TAAGCCATAACGCGATTTTAGITACCGAGATTTTCAATCCTATAAGAATTACCTAAACTATTAAAAGCGGACCCATCTAAAACATAACGT TCGGCAAGTAG
ARSI1-408 214 2 408003 TTATTTATATTTTGI TCTGGAAGCTCTTTACAGAATGGAGTAGGAAAATATATAGAGAGGAAAAGCGAAATCGT TACGAGAATAAATAAT CAAGAAAAGAAACT TGAACT TGCCT
ARSI1-418 215 2 417972 TTTTTCATACTATGI  CTTTCATTTCCAACGTCCACAAGTACTGTAGAAATGTCTAGCGAAAATTATGAGAAAATAATGGTGTAATCGT TATAAAGT TTGCTAAATTTTTGICTTG
ARSI I1-487 216 2 486858 ATATTCATGITTAGI TTTCCTTTTACATAATTTGGTCTTAGTACAGAGAAGTICCTCTTCTTCGCTTCTTCGCTTTTGGTCTTTCTGAAAAAGATCGATAAATAACATCCTAAAGA
ARSII-623 220 2 622713 TTATTTATATTTTTC TTCAAATGTAAAGI TGGGTACCTAAGCTTAAATTCACCTGAAAATGAATTATATGAAAGATTTTACACCACATGTAAAAAAAAACGTACAAAAAGCCAAA
ARSII-704 222 2 704298 ATATATATATTTAGG TAAATCATTTACACTTTTCGTCGATCTAAAAGCTCATCGCATTTTTTCGGTICCTGATGTTAAAAATTTATTTCGT TTATTAAAAAAAAAAAAAACATTAC
ARSI1-742 224 2 741741 [TTTTAACGITTTGI  TTGTCCCACTTGGTATTCCCCAGGCGAAAAGATATGTGEGAACTATCATGTI TTTTGT TGGTACAAAATAAGECATTATGCTAAAAACATACTATTTAACC
ARSII1-757 225 2 757442 TTTTTAACGATTTGT AAAGGATTACAGCAGITCGTTATACTTGECTGATAGCGT TAATTTTGCATACTTTTCTTATAATTGGTAATTTTCCTACGTATTATACAGT TGTACGTAT
ARSI1-792 228 2 792173 GAAATTATGITTTGT  TATGAATCTGAAAAGAAAAATACTATTTTAGCAATACAATGAATTTAAAAAGT TACCCTGTACTTTAATCCTTCAATTAAAACACTTCTTAAAATAGTAT
ARSIII-11 301 3 11254 [TTTTTATGITTTTT TAAAACATTAAAGT TTTCGCGCACGGACT TATTTGGAATTCAAATTATTAATGAAAGAACAATTAACTAATTAATGTACT TAGTATTTGECCATTATTATC
ARSI11-40 305 3 39591 TTTTATATGITTTGT TATGTATTGITTATTTTCCCTTTAATTTTAGGATATGAAAACAAGAATTTATCAAAGAAAAAAAT CTTAGCTTTAAGAACTACAAAGTAAATAAAAAATA
ARSIII-75 306 3 74522  TTATATTTATTTAGT ACTTCTTGAGTTTACATATCCTTCGTAAAAATGCAACTTTTGTCGAAAAACACT TCCAAAAAAAAATAATAATGAATTTATGAAGCATACTAACGAGCEA
ARSIII-109 307 3 108968 TTATTTATGITTTCT TCTTCACACATGGGT TACTGECAGAAAATAAAGAAGAGAGAGGATCAATATATATATATATATGCCTAAAAGATTATAATATGAAACTTATTTAAAATCAG
ARSIIT-132 309 3 132037 TTGITTATATCTTGT  TTTGAAGITTTAGCTTTGAAAAACATTTAATTGCGAAGTAACATAATGT TATTAATAGT GTACGACTGAAACAGCCATTCTATTTAAACATATAAAAGTA
ARSIII-167 310 3 166652 TTATTTATGITATGT  ATATATAATCGTAACTCTTAGAGCAAAAAGT AAAAAAAAAGGT GGTACT TACCGAGGGAGAATATATACAAATTTATTCGTAAATGTAAATAATTAATTG
ARSII1-194 313 3 194302 TTTTTTACTTTTAGT TTGITAAATTTTAGITTTCGTICATATATATAAAGT TTAAAAAGGTACAAAGAATGCAGTAATAAGAAATGTAATTACATGAGGGCAGTTTAAGIGCTACC
ARSII1-198 314 3 197551 ATATTCATGITTAGT ACTGAAAATTAAGAATACTTGCATAACTACAGTAGATAATATTTTTTGATAAGAAACCAGACGTAAATTAGATGTAATCTTTTACAGATATTACAGTCAA
ARSII-225 315 3 224854 TTTTTTATGITTTTC TTCGCGCGTCAACTTTCTACCAAGAGAAAAACAATATAAGGTCTCCTTACTCTATAGGAGAATAAAACAAACAAAAATAAAAAGCACAT CGTAGCGCCAA
ARSII1-273 316 3 273023 TTTTTCAAATTTAGT TCTTCGITGCCTACATTTTCTTAATTTTGITTCCATTGCTTGTATCAAAAACTTATGAAATTACAAGCGT CAAGAAGCTGTTTATAAGAAGTAATGAAAA
ARSI11-293 317 3 292591 TTGITTACTTTTTCT ATCAGIGITTTCAATTTTTTATTAAACAATGTITTGATTTTTTAAATCGCAATTTAATACCTAAATATAAAAAATGTTATTATATTGCAAAAACCCATCAA
ARSI11-316 319 3 315873 ATTTTTATGITTAGG TGATTTTAGTGGTGATTTTTCTGTAATATTGACATAAGTGTATATAAATTAAGT GGTTAGTATACGGT GAAAAAGAGGTATAACGTATGTATTAAGGGAA
ARSIV-16 403 4 15681 TTTTTTACGITTTCT CCATATTTCGAATTGITCCTTCTTCAATCAAAATAATAAAAAAAAAAAAT CACAAAAATGACTATAGTATTTTGAGCCCAACATGACTGCGAAATTGCTA
ARSIV-86 405 4 86124 ATTTTTATGITTGEG CGCAGAAAACAAGCTAAAACGGT GAGATAGGATAAACTATAATATAATTAAATTAAAAATACTGACTATATAAGCTAGACCTTATAAACTCTGAATATAA
ARSIV-124 406 4 123676 TTGITTTCACTTTGT  GITCGAAAAAATAAGTATTTGAAAACGAAAAAATAGI TTGTATGT TTGTATATAAGT TGTTATTATCAAAAATTAGAGGGAAAAAGTAACTAAATATATA
ARSIV-213 409 4 212593 TTTTTTATATTTTGT  TGTTGGTTTCAGGAAAAAGGGAGCT TTGCAAAAAAAAAT AAAAAAAAAT TGACAGGATGATCTATAAATATATTAATTGACCTATATAATGGT TTACACT
ARSIV-254 410 4 253840 TTTTTATAGITTTGC TTTGAATCTTTGIGITTCCACACCGGAGAAAAAAAAGT TCATGAAGT GAAAAAGCGGT TAAACATGAATTTTCTACTATCTAAAGATAAAATTACAGATG
ARSIV-330 413 4 329741 ATTTTTATTTTTTTG TTCAAGTAGGTTCATGCCGACAGTAAATCCTTATGCCCTACCTAAATATAAACACCCAAATATATATATATATATATATATATATAAATAATAAAAACGG
ARSIV-408 414 4 408131 TATATTATATTTAGC GATGTAATGAAAGTAAAAAAACAAAAAAAAAAAACAACAATAATCAAATGACGCATATCTAAATATTCCAGAAAAGAATATAAATAACGAGEGTGATAAA
ARSIV-484 417 4 484034 TTTTTTATATTTATG TAGCTTTTTGTATATTCTTAAGGACTTGITTGATCTTTTACCCCTTCGCGT GGAGATAGGCTGCGCGGTTACTTTTATTAGAACGTACCCCAGATCTGTC
ARSIV-506 417.5 4 505517 TTTTTTATATTTTTG CCTATATTCTTCTTTTTCTTTTTCTGICTTGGGACGAAAGACAACAAAAAAAACCACCAGTAGCAAGAAATAAAAGAAGAGCCACTTAAATCGAGATAAT
ARSIV-555 418 4 555396 AAGITTATGITTTTT CACTGGAGCCGTCATTTTCGCGT TGAGAAGATGT TCTTATCCAAATTTCAACTGT TATATAGAAGAGCAAAAAATTGCCAAAAAAAACAACATTTATTCA
ARSIV-568 419 4 567676 TTTTTTATGITTTGA GCCTACACCTGITGGTGICGGTAAAGAAAAAGT CAGAAATATAAATATTTAATCGGTATATAAAAGCCAAAACGT GAAAAAAAAAAATTAAAAGT TTATA
ARSIV-640 421 4 640062 TTTTTAAAGITTTGG TCGITGAAAAAGGATTCAGAACAGGCAAAGATTATATATTAACGATATATATGAAAAAT GAATGACAAATTTATAAGGAATAAGT TGAACATTAATAGCT
ARSIV-703 422 4 702924 TAATTAATGITTTGG TCTGAATTTTTATTTTTCAAAAAT GAGGT GAAAACCT CCAACGAAACTTTTTAATTAAAACCATCCGATACAGAATTTTAAATCATCTAAAGCATTTATT
ARSIV-748 422.5 4 748456 TAATTAATATTTTGI  ATCTAAAGIGTTCATACTATATTATTTACTTAGATTATACATAATTAAAAAAAAAAAAAACTTTTTTTCCTTGTITTTCATTTTGITTTTATTATTAAATA
ARSIV-753 423 4 753332 TTTTTTACATTTTGC TTCAAAATAATGACTTTCCATTGACCTAACATGTTGAAAAACACAATTTTATCGCAGTGAATAGAAAAATACTTGATTGT GTATACAGCTTAAAAAATAA
ARSI1V-806 425 4 806100 TTTTTAATATTTAGC TGGGGTTGGEGTAACAAGT GAGCAAGGGAAAAAGT GAACATTTTAAGAAGAACAATAAAATAGCAAGAGAT GGAATGGTAATGCTTGECTCTCGAGAAGAG
ARSIV-914 428 4 913856 ATTTTTATATTTTGI TTCTTGCGTGGAGI TTTTACAGGAAGT TAATCACAACAGAGGGT TCAATCTCCAAGGCATAAAATAAACAAAAATTGTAATAGT TAGCAACTGCAATACG
ARSIV-922 429 4 921736 ATTTTAATGATTAGT TGGECTTTTGECTACATATGTAAAATTACATATAATATAATGGACACATAAGCAAAAAAAAAAAAAAAAAAAATAAACAAAT GAGCAACCCATCAAATAC
ARSIV-1017 430 4 1016845 TTGITTACGITTTGG AGGAAAACTAATTATTTTTTTAATAAAGTAAACATAGCATTTCCAAGGT GCAAACCGATCCCTACCACCAAAATAAGCATACAAGACCGT TACAGCGITA



Systematic proARS Chr Position proACS 100 nucleotides after 15bp proACS
name / bp
ARSIV-1058 431 4 1057887 TTTTTTATGITTATT CCATATATACACTTATAATTTTTTTTTTTGCGATTAATATAAGT TTGCCTGGATACACGAACATATATATGATTAAAATGGT TGTCTCGAACAAAAAAAT
ARSIV-1110 431.5 4 1110132 TTTTTTATATTTTTA TTCAAAAATAACATTCAAAATTTAATTTTAATAAACTCATTTAAAAAAAACCT CTAAAAACATGAAGATAGAACTATAATAACGCCTTCAGTATTCAAGA
ARSIV-1159 432 4 1159450 TTTTTTTTICTTTTCT AAGCTTTGAAGAAAAGT TAACAGCTTTACCCTTCAAAGITATTGI TTTGTAGCGCCTAGAAGCGAAGTAGGCGCTCTTTCTCGCATAAGCTACCTTAGGAG
ARSIV-1166 432.5 4 1166170 TTATTTACATTTTGI CGGAATATTATTTCTTCTCTACAGAAAAATGAAAGCAACAGAATTGAATTTCGACAAGT CACAAACAAACTTTGTAGACTTTTTATTACAAAAATTTATT
ARSIV-1241 433 4 1240919 TGATTTATATTTAGT CCAAATATTACAGAAAAAAAAAAAAAAGATGCCTAAGCCTTGGEGTCTTATTTCGAACAAAT CCATCCATCGGTAACAATTCAAAAAAAGAATATTTCGTC
ARSIV-1276 434 4 1276267 TTTTTCTCATTTTTT TATGITTCCCCCCCAAAGITCTGATTTTATAATATTTTATTTCACACAATTCCATTTAACAGAGGECGAATAGATTCTTTAGCTTAGAAAATTAGTIGATC
ARSIV-1303 435 4 1302755 AAATATATATTTAGT TAATGAAAATGGAATTAACGAAAGAGAAGTAAAAAAAAT GAACATAAACCACATATAAAATAACAACTGATACACACTATCTTAGTTTATTATTTTAAAA
ARSIV-1404 440 4 1404322 CITTTTATATTTTGG AATGITTTTGTGCTAAAAAAATCATTATTCTGGEGECGACATACAGTAAAATAATATTTAATATGAAACAAAGCGTATCATTTTGTAGACACCGATATCACG
ARSIV-1462 443 4 1461899 TTGITCATAATTTGI AGCCAAGITGTAGTGATAAATAATAATTTAGGCAGATATTCTTATATGCTTGAGTGGAACTTCTAGCATATTCAGTATACTTGATATTAAAGCCTTTAAC
ARSIV-1487 446 4 1487091 CITTTTAAATTTAGT TTTTTTACTAGCTAATTCATTTACTAAACAACAAAAGAAAATAGCACAAAAT GGAAAGCAAAGAAATATCAATTAGGT CAAGAACCCCTCCATCGAAGCT
ARSV-59 507 5 59469 ATATTTACATTTTGA TACTGICCATCAGATTTTAGICACTAACATCTAAGT TAAGGAAGT AAGAGATTCAGACT CCGGTAAGGAAAAAAAAAAAAAAGAAAAAAAAAAAACAAAC
ARSV-94 508 5 94056 AAGITTATATTTTGI TGCTAGCGITACGGTTATGITTTTACGATACATATCGCCTAAGCAGGT CTCTGCGCCTAAAAAAAGT AAACATATAAATTGEGAAAGCAATATAATTAAA
ARSV-146 510 5 145713 AGITTTTTGITTAGT  TTTTTAATCTGGATATTCAGCAGCTATTTCGGCAGT GCACACCCGCAAGAAAAATATACATAATGCTACAATACTCCTAAAATATTATATAAAGTATGAA
ARSV-174 511 5 173807 AATTTTATATTTTGC CTTGAAATTTAATCATGAAATTATATCTGTAAAGGAAAATTAGGGAATGAAATACAAACAATACGAACATAATCCGTAAAAGTATAAATAATCCAAATAC
ARSV-212 512 5 212455 AAAATTATGITTAGG TAATGAAAAAATAGTAAAAAAATGCTTCCTTAAGITAATTATGAATTTCCCTATTAACACACATGCGTACACAAAAAAAGTATACGGAAACTATATTAGA
ARSV-288 514 5 287565 TTATTTATGITTTGI TCCCAGCGGGCATCTTTCAATAAAAT GAACT CAAGAAGAAGTAAATAATAACAAGCTATAATGGEGTGGCCATTTGTGATCAAAT TTGGAGT GAAACACGT
ARSV-354 516 5 353582 ATATTTACTTTTTGG TGCGGAAATCTGTAATATTTTAAAACAAAATCTCATCCTTTTGAAAAGAAACCGATGAAGAAAAAAAATAATAACATACATTGTACCTTCACTAACACTTG
ARSV-407 517 5 406902 TTTTTTATATATAGT CCCGCTCTCAAGTGAATTAGAAAAGTAAAGTATACACGCAAAACAAGGGECGTAAATAAAAGAAAACGAAAAAGCAACTAAATAAAAGCTTACATCCAAGT
ARSV-439 518 5 439101 [TTTTTAAGITTTGC GCCTTTAGCTCATGITTAGI TTCTGGT GGGEGAAGCGGTAATTATTTTAAAGT AGCCAACATAAGCAAAATATATGGAGAAAAAGAAGAATACCGT CGGA
ARSV-550 522 5 549585 TTATTAATATCTTGT TATGATTCTTTGITTTAGCAGCTCCAAAAGAAAGGAATATTATAATATAATTGT TGTAATTCGGAAAAAAAATATTAAATTACTATGGTGCATATGCGTA
ARSVI-168 606 6 167731 ATATTTATATTTTCG TTTGCAATTTCGCAATTTTAATATGI CACAAAAAAAGCGCCCACAGAATTATCAAGAAGACCAACCAAATCAATAATAAAATTCGGCAAATAACATTATT
ARSVI-199 607 6 199401 TTGITTATATTTAGT TACGTTGGGATCAAGI TTTAAAAAACTAGATCTGGAGT GACCAAAAAAAAAAT ACCCAGCGT AAGGTAAATATTATGGATATGCTTTGGAAGAAAAGAAT
ARSVI-216 608 6 216469 TTTTTTACTTTTAGT TTTCTTCTATGCGCAAGCTTTTCTATTGGECTGCCAAATAGAAAATTATTGAAATATGATTACATTACAATATTTATTTGTCTTATGAAAACTAACCATCA
ARSVI-256 609 6 256374 TTTTTTATGITTTTT CCGGAATTGGCTAAATTCACAAAAAAAAAGAGCATAAAGCGAATTGAATTGT CTCGCCAAGAAAACGCACT GAGAGGACCGATTGATCCTCCAGACAAGAT
ARSVII-64 702 7 64457 TTTTTAATATTTTGI TTCTCGITTTGCCTTATTTAATTTTGIGACATGTAAAAAT TACGAAGCCTATTGGGEEECCAATTGAAGTAAACTAAATATAACAATAGTCCTTTGTAGT T
ARSVII-112 704 7 112127 TTTTATACGITTATG TCTATTTCAATGCAATTACGT GAAAAATAAAAGAACGCTACCATAAAAATGT TAAAAACT GGT TAAAAATGT CAAAAAAT GGT CCGAAAACT GAAAAAAT
ARSVII-163 707 7 163240 CATTTTATAATTTGT TGITACAAACAGTATTTTACAAGTCATAATAAACGT TCAAAAACAAACACAATATTAAAAGAATTGGTATTAGGATCCGACATGACAATTAACTTAGATC
ARSVII-204 710 7 203975 TTTTTTATATTTATT AAAAGAATAAAAGT AAAGT GCAGAAAGAAAACAACATCATAAAATATGAAAGAAAAAAAAAGGCAAT GT TAGT GTTAT GAAGGGAGAAACAATTACCGT A
ARSVII-286 714 7 286007 TTATTTACTTTTAGI CCGTATACTTTTATTTTGITTTGI TAGACAATCTCGAAGAACAAAAAAAAAAGATAAAACAGAAAGATAAATGTGCACTCTTTTGTACCTCGTTCTGCTA
ARSVII-353 716 7 352864 TTAATTACGITTAGT TTTCCTACTGAAACTTTTTTTTTAAAAGACCCTGAGAATTTCATCTCGAGAATAATGAAGACCAATATATAAGTAATGAATCATAAAAGTACAAGAGCAG
ARSVII1-389 717 7 388847 TTATTTAACTTTTGT  TCCTAATTATGTATTAGTATTTACTGGTCGTCAAAAAATAGGAAAGGTAAATAAATAAGATTCGEGTATATTATACATTATAAATGAGAACTAACCGGT T
ARSVII-421 718 7 421284 AAATTATTGITTAGT TTTGATTAGCTTTACTTTAATTCGCACAAAAAAAAGCCTGCATTGT CACGAGAACATTGAAACATATACAAAAAACAAATTTGAAATAGAAAACAAAGCA
ARSVII-485 719 7 485113 TTATTTATGITTTGC CGTAAGATCGATACTTTTCTTATTCTCATCAAGAAAACACAAACT GCCAAGAACTAAGAAAAGAAGAGCCGTAAACAATGCTTGTAAACCGAAGTATGAA
ARSVII-509 720 7 508909 ATTTTAATGITTGGT TGIGAATTGAAAGAATACCATTCGGGCACGCAATAGTI TATGAACTTAACCGAGCTCAAATAATTTAAAGATAAAAGATAAAAGATAAAAGATAAAAGACA
ARSVII-569 721 7 568661 GIATTTATATTTAGC CCCTCCTCAGICTTTTGITTCCAAAAAACGT GAAGCAGAAGCTCTTGTITGTGACTATTCGAAAAGTATCCCTATAGTAATCACCAGAAACTACAAAGITC
ARSVII-575 722 7 574702 GIATTTATGITTTGI  CATTCTTTTCTACATAATCTTGAAACTAGGTAGATCTACAATTGAAAAGTAAATACTAACATTATTTACTAAATTTAAGT TAGAAAT CGGCACGAAAAAA
ARSVI11-660 727 7 660002 TATTTTATGITTACT TATGITAACCTGCATTATTTCCATAAATAACAAAAGGCAAAAAAGT AACAAAT GAAGT TATTAGGAAACAATAAAAAAACAATAT CGAGAAAAAAACGAC
ARSVII-715 728 7 715315 TTGITTATATTTTGI  TTCTATAATAATGTATTGAAGATATAAACAAACATAATTTTACTGI TAACATTTAGGCGCAACAAAAGGACGATCTTTTTTTATTTATCACAAGT TAAAG
ARSVII-778 729 7 778015 [TTTTTACCTTTTGI  TCCGITATTGATTTTTCGCAGCAAGGT TGAAGCTTCAAATTTGAAAATGAAAT TAAGACGT AGAGATGAAAAACAGCGATGAAATTACTTTTTATAGCTT
ARSVII-835 731 7 834667 TGTATATAGITTAGT TACCATTTCCGTACTTTGGATGTAAATTAAAATTAAAGAGAGACATTATTTTTAGI TGCGAATACATAACAGCGAATGT TCATGGGGAAAAGT TAAAAAC
ARSVII1-888 731.5 7 888415 ATTTTAATATTTTGT  TCTTTAGITTTAAAAATTCAGAAGAGAAAAAAATTTTATTTGICACAAGGAAATAAAACATAAACAAAAAAGAAAAATTAAGATTTGCAATTCTGCCECT
ARSVI1I1-978 733 7 977906 TTTTTTAATTTTTTT ATATTTTTCCATCTTTTGATGTAATATAGAGGT TATATAATGAAAGAATATATAAGAGGT CATAAAAAAT CATTAAAAAAAT GCGAGT TCAGGAACATAT
ARSVII-999 734 7 999470 TTTTTTACTTTTTGG GCTACATTATTCTTGAAAAAAGITCATGITTTGITATTTCTTTCTCACATACTTTATAAAAAAAGATAATTTTTTTAAAAAAAAAAAAAAATACAAGT GG
ARSVIII-8 802 8 7754  ATTTTTATATTTAGG TGATTTTAGIGGTTATTTTTCTATAACAAATATTGAAAATAAGTGTTTTTGAATTTAGTGGTTATTGTATGGT GTAAAGT GATAAAACATATGCGAAAAG
ARSVIII-64 805 8 64300 AATTTTAATTTTAGT TATTGATTTCAATGAAACAAAAGGAAACT GACGECTTCTTAAAATAAATATATTTAACATGAAACATTAAAAAAAAATTGT CACTACACAGAGAGAAAAT
ARSVIII-134 807 8 133530 ATTTTAACATTTAGT TTGIGATTTCCGGTAAAAGGEGTAGTGTITGTTTTTTTGAGAGCCTTTTCTGACGGACAAAT GGT CGCAGGAAATATAAATTTATATTTAGTAATACGCAAT
ARSVIII-169 809 8 168596 ATTTAGACATTTAGT TTAGTATTCTAGGTGCTTAAATAATGAATATTGICTATAGATGACTAATCATAAATGAACGAAAAGAAAGAAT TCAAGAGGECGATAACAAACT TCCGCGG
ARSVIII-246 813 8 245789 TATTTTATGATTAGT TGCAAAACTTGAAAAAAACAATAGAATTTCATCACATAATTGAAAGATAATGAACTCTTTCAGTCAGTTAGATCCATGTTTTTTGAAGAAAAGT TTACGA
ARSVIII-392 818 8 392253 CITTTCATGITTTGT TGTAGAGAGCCCATTTAAAACAAAGATGTTTACCAGAAAACAAAAGAAAAGATCAAATAAGTGAGTAAATGAAATGCTGTACCTTCCAATTTCTCGAACT
ARSVII11-448 820 8 447792 ATGITTATGITTTGT  GAGTAAAGTCAAGAATTTGTCTTCTTGT TAAAACTACAAAAAATAATGTATGCAAAATAGTATAGCAAGATCATTTTAATAATTCAATGI TATAAACGTT
ARSVII1-502 822 8 501945 GITTATACATTTTGT TTCTTTTTACCAATATTCAACTTCTGAACACATAGATTTTAATTAAGATACAATTTGECGAACTTAATTTGCAAACCGATTTTACATGTAAGAAATTGITG
ARSVIII-556 824 8 556137 ATTTTTACGITTAGG TGATTTTGGIGGTGATTTTTCTATAATATTGAAATAAGIGTATATAAATTGAGTGGTTAGTATATGGTGAAAAAGT GGTATAACGTATGTATTAAGAGCA
ARSIX-106 909 9 105966 TTATTCATGITTTCT TTTAATTATCGAGCTTTTGAAGGT GAGGTAGT TTAGGAAGT GAGGCTGATAAGTAAAAATTGGATTTTAGGGAAAACTAGATCCAGGATTGGTACTATTT
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ARSIX-136 911 9 136287 CAGITTATGITTTGT  TTACTTGGACAGCCAAAAAGAGAAAAAGAAGGTGAAAATTTTTTATGTGATCTCTTCAAAGAAATTTTAGATACTTTAAATGATGCCGTACGTCTTTGI T
ARSIX-175 912 9 175170 TGITTTATGITTTGT CTGGAAAAACATATAGTACGGATATTTTTGAAAAACTTTGAAATAATATGTAAATTATGTAAAAAAATTAAAGAACCATTATAAAAGAATATTACCAAAA
ARSIX-215 913 9 214732 TAATTTATGITTTGT  AAAGAATAAAATGAGTATGATGAAGGAATCTTACCTCTATTAACTATTTCTTCTTTTTTTTTCCTTCGATAAGATGT GCGCGAATTCAATATGCGAAGAAA
ARSIX-246 913.5 9 245879 TTTTTAATGITTTGI  CCTTATAACGCGACTTATTCAAAAGAAAAAAAGAAGT CCCATGCAAAAATCTTGTCATTATTGCGAATGGATATATCAGTGAGACCTTTTTAAGGT TGTA
ARSIX-248 914 9 247751 TTTTTAATGITTTGT  CGTCACAACGCGACCTTAAATAAAAGAATTCCACGCTAGATTCATGCTACTATCACGAACAATACGTACCAATTAAGCTTTCTTGGTGTAATAAAAAAAG
ARSIX-342 919 9 342028 TTTTTAATGITTAGC TTTCAAAAAAGCTAAAATAAACCATAAGCGTTATTCTTATTATATTGATAGTAGAAGAGGAAGAGTGGTTATCTTTACTCAAATTAACGATTCCTTTTAT
ARSIX-357 920 9 357222 ATTTTTATATTTTGI TGCTTCAAAAACAGTGCCGTATCCTTAATGAATGAAAAATTCTAAAGAAAATAAGT TGATACTAAAAATATAATGTCCTTGAAGTATTTATGCGATATAT
ARSIX-412 922 9 412000 ATTTTAATGITTTGT CGIGAAGAAGAAGAAGTAAATAAAGT AGCGT GGGGATAGCGAAATGAAAACATTCAATTATCAAAACAAAAACTTTTAACTACATTTATACCTTTACTTT
ARSX-8 1002 10 7731 ATTTTTATGITTAGG TGATTTTGGTGGTGATTTTTATGTAATATTGGECATAAGT GTATATAAATTAAGTGGT TAGTATATGGT GAAAAAGT GGTATAACGTATGTATTAAGGGCA
ARSX-68 1005 10 67713 [TTTTTATTTTTTTT TTGGAATGI CGCGCCCAGGACAAAAACATATAATTTATTAGCCTAGGCAGTAAATAGTAGECGAAAAAGAT TGAAAAGTATTATACATGTGGAAATTTAT
ARSX-100 1006 10 99505 TTTTTAATTTTTTTI TTTTAATTTTTTTTTTTTCATAGACTTTTATTTAAATAAATCACGT CTATATATGTATCAGTATATAACGT AAAAAAAAAAACACCGTCAGT TAAACAAA
ARSX-299 1010 10 298616 TTATTTACCTCITTT CCCAGCAAGCGGGCAACTTCTTTAAGAAAAGTAATCTTTTTTGTACGTCGAATTATCAAAGCTTGGTTACTATATTTAACATTATTGITTAGTAACAGTA
ARSX-337 1011 10 337048 TTTTTTATGITTAGC TAAGIAAAAGCAGCTTGGAGTAAAAAAAAAAATGAGTAAATTTCTCGATGGATTAGT TTCTCACAGGTAACATAACAAAAACCAAGAAAAGCCCECTTCT
ARSX-375 1012 10 374639 TTATTTATAGITTCT ATCTTTCAGCTTTCAAAAAATAATATATATGGECGCTTCATGAAAAGAGAGCTAGCTACAGAAATATAAACAGT CATGGAT GAAT AGGCGGECGGECACGCTAT
ARSX-376 1013 10 375580 TTITTTTTTGCTTTTT TAAAGACTATAAAAGTGTAAACT GTCAGTAAAAAAAAT AGACACCACAAAACAATAAGT GAAGATAAAAGAGCCTAGTGAAGTAAACTAATTCAAATGAG
ARSX-417 1014 10 417089 TTTTTTATATTTAGI TTACTTTCCAGTCAATTCTTTCCGCCCTTTGCATCTATAAATTTAAATAGAAGGATAAAAAAGT GGT TATGAATAGGTAAATAATACTAGAGTAGGACCGA
ARSX-540 1018 10 540302 ATTTTTACATTTAGT AATATCTAATAACATATACACAAAAAAGGGACAGATTTTTGAATTAAATAAACCAAGCGTAAATCAGTATTGCTCTTACCGCAGTAGEGGGAGT TATCTA
ARSX-613 1019 10 612772 [TTTTTATCTTTAGI TGCCTAAATACTATTTATTTCGICAATTTTACAACCTCTTTTATATACACCATTCGATTTCCCACGAAGTAAAATAATAATTCTATAAACAGATTTATCT
ARSX-654 1020 10 654244 TTATTTACATTTTGG TCATTTGAAAATACTTTACTTAAAAAGACGAGGAAGAAACTGTAAATCCATAGT TCGAGAGT TGAAGTGCCCTTCAAAACAAAAACTCCTGACTTTTTTT
ARSX-684 1021 10 683706 TTGITTAACATTAGT TTCAAATTAACAGCTTTTGIGAGAAAATATATTTTGGATGAATAGCAGAAAATAGAAAT CTGGAAATAAACAAAACAGAGCCAAAATTCTAAGCTTAATA
ARSX-712 1022 10 711661 TTTTTAATGITTTCT TAGAAAAATTAAAAAACTTCTCAATTAAATGTAAAATTTTACTTGTITGECGATACCTTAGAGGATTCAAATTTAACTAGTGTTAATATACGAACTGGTAA
ARSX-730 1023 10 729813 TTTTTTACGITTTCT CCATATTTCGAATTGITCCTTCTTCAATCAAAATAATAAAAAAAAAAAAT CACAAAAATGACTATAGTATTTTGAGCCCAACATGACTGCGAAATTGCTA
ARSX-737 1024 10 736905 ATTTTTATTTTTCGG TGITATTTTCAAGTATTACTGCTTTTGAATTGGTCTATATATATGGACATGAACCAGT GCCGAAAAGTATTCACTTTTCATTCAGGACCAAAGATAATAG
ARSX-745 1025 10 744632 ATTTTTATGITTAGG TGATTTTAGIGGTGATTTTTTTGIAATATTGGCATAAGTGTATATAAATTGAGTGGTTAGTATACGGTGTAAAAGTGGTATAACGTATGTATTAAGAGCA
ARSXI-56 1103 11 55865 TCATTAATGITTAGI TCCGAGCGTGACGTTACTAACTGCGAAAAAAGT TCCTTCGACTAGTAAATATCAAAGGCGAAAACATAAGTATATGCGAGAATTATAACAAGT TAAGTGA
ARSXI1-98 1104.5 11 98386 TTTTTTATGITTAGT GIATATTTGCTAGAAAGAAACAAGATCTTTTTTGGTAGTGTAAATGCTTAAACTTTGICTCTTTTTCCTTTTTACTTTGGAAAAAT GCCGACGCAAGAAC
ARSXI1-153 1106 11 153121 ATTTTTACAATTTGT CACCGAAATAGCAGTTTTTGITTAATTTTAACGCTATGGGEGTAAAAATTTTGGGCCCAATTTCAACTGAAAGAAGAGATATTTTAAATATGATAAGATAA
ARSXI-196 1106.3 11 196213 TTTTTCATTTTTTGT  TTGTATTTTCCCGTTTTGAAAAACT CCCACTTTAATGCAGGACATCGT TCAAAACAAGCTTTAAAGATTTGACAGTAAAATCCTCACTTTACTCAAGACA
ARSXI1-213 1106.7 11 213308 TTTTAAATATTTAGT TATTGAATGATTAAATTAGAAGGATTGATCATAAACAACACAAGAGAAACAAAGAGTATGEGEEGATAATTAGTACTTTCATTTCTTTACCTGTGTACGEC
ARSXI-329 1109 11 329499 [TTTTTATGITTTTT TACGT TTTGAGATCATAAATATTTGGAAATATAAATAATCACAAATTCATAACAACTCTTTTTTTAGATAAAGTAAAAACACAGT TATGTATGTAAAGTA
ARSXI-389 1112 11 388662 TTGITTATGITTATT TGTAAAATTACATTATTTAATTTCTTGAAAGTAAAAAACTTGAATTTCTGAAATAAATAAAAACTAGAGAAAAATTAACGATGAGGCATGCGACGGAAAT
ARSXI1-417 1113 11 416878 AAGITTAATTTTAGG TGICGGGAGAAACATTTTAATCCCTTTTTATGAATATAATTTAAGTACTAAAAAAAT CACCATAATTATACAAAGTAACTGCAATTTAAAAGTACGTTTA
ARSXI1-448 1114 11 447837 CITTTTATGITTTGI TCTTGATTTTAATACTACATTTAGITCAGCTCTTTTTCACTTATTTTTGCACATGGAAGATCAAATACATGAAAAGTACACAAAAGAACAAACAAAACCC
ARSXI-517 1116 11 516680 TTTTTTACTTTTTGI TATTTTATTTATGITTTTCTAGGAAATGTAAAAATAAATCTTTTAGTAGACAGCCGAGATGAAAACTAATCTGTGTGAGCTTCAATCAATCAATATGATTT
ARSXI1-582 1118 11 581532 TTTTTTACATTTAGI TTCATTATTATGCAAATTAGAGGGTATACAGTTGAGATTTTAACACTTTGAATTAAAAAGT GTTACAGAGGAAACCGACGCAAAAGECTTGGTGACGCAA
ARSXI1-612 1120 11 612045 TTTTTTATGITTTTG GCTCCTAGAGGTGAATATTTTCTTTTTCTTTCTTCGCAGCTATATACTAAATATTAGT GATATAAACAGCAAGAACTATAAACCTAAAAGTAGCCAAAGC
ARSXI1-642 1123 11 642412 GATTTTATATTTAGT TGGCGAACTAGCTCATCCTAATTATAATTAAACTTATATATAGCATAAACCGACAATAATGCGTGGGTGGTCCTCCATGCCGAATTTGTGAACTGAATTA
ARSXI1-91 1206 12 91466 ATTTTAACGITTAGI  TCATCTTGCTGTGAATAATCTAAAAGT AAACAAT GGACAAAAAAGT CCACTGGACGTCAAATCTTTTTTTATTGTATTTGGGACATATGCCGT TGATAAC
ARSXI1-157 1209 12 156700 GATTTTACTTTTTGG AAGGCECTTTGGACAATTTAAAGAAGATAATTTGAAGTACCCCATCAAATGCTAGAATGAAATATTTAATATACTAAATTAAGGCTGGTATTTAAAAACGT
ARSXI1-231 1211 12 231250 TTGITTATATTTTTG TTCAAAAAATGAGTTAATAATGATTTTTCATCTTCGGECTTACCGGTCTTGAAAATATTTGT TAAGACAACAGT GGATAAAATAAAACTAAACAACTCAAG
ARSXI11-289 1212 12 289421 AAATTAATGITTTGC TGCTTTTACTGICGCGI TTAACAGI TGATTTTCCCAAAAAAAAAAAAAGAAGT TAACAGCATCTATATAAAGAAGGATATAGATAACATGCACATTTTCG
ARSXI11-373 1213 12 373328 TTTTTTATATTTTCT CCGTATTTATGAAAATTCCTCTTCGGTAAAAGCACAGAATTAGACTTGAAATGTAAACAATATAAGACAGACAAACCTTTATCGAAGATAGAAGTGCTGA
ARSXI11-413 1215 12 412854 TGITTTTTGITTTGI  TGTAGTATTCGAGCATTAAGGATAAAAAAAGCTTGTGAATAAAAATCTTTCGCTAAAAAT CAATATAAGAAAAT GGTAAGCAGCT GAAAGATAATAAGGT
ARSXI1-451 1216 12 450660 TTTTTTATATCTITGC TTATAAAGCAGAAGGTGATTTATTTAATTTTCGICTGATACCATCCATTAACTGAAAATTACTGACAAACAGAAATACGTTAGATAGTATGT TAACGAAA
ARSXI11-459 1216.5 12 459091 TTGITTATGITTTGT GIGATGATTTTACATTTTTGCATAGTATTAGGTAGT CAGATGAAAGATGAATAGACATAGGAGTAAGAAAACATAGAATAGI TACCGT TATTGGTAGGAG
ARSXI1-513 1217 12 513085 TTATTTATGITTTTG TCACAAACGCGCACATGITTGTAGCGAGTAATGI CATTGTCAAACAAAACACATAAGAAAAACATGGTGAGATTATTAAAAAAGT GTATAAGTTTATAAA
ARSXI1-603 1218 12 603110 TTTTTAATGITTATG TTCAACATACCCGAAACCACTACAAGACGGAAAATACTAGAGAAACATCAACAAATGAAAAAAAAAGCCTACAATCCTCGGATGAAACT GATAAAAACCGA
ARSXI11-660 1220 12 659892 CITTTTATGITTATT TCATGGATTACGAAATTTGCTGCCTTTTTAGAGT GACCGATGAGT TGCATGTACATATGT GCGAAATAAAACAATACGGTAGTAAAACATGAATACTTCG
ARSXI1-745 1223 12 745115 ATCTTTATGITTTGI  TTGCCTTTACTGGCCAGAAATTTTATACTTATTTTGAATAGAACACATTAAGT TCTACAGGTACCTGCAAAATATCGAGACAAAAGT TTGAACGAGAATA
ARSXII1-794 1226 12 794207 AAGTTTAAGITTAGT TACGGGGTTTAATGTAATGCGAAGGAACCTAAAAGAAAGGCT GAAATAATCAACCAATAAACAAACCATTAAAGAGGT GGAAATAATTATGATCAAAGAA
ARSXI11-889 1227.5 12 888741 [TTTTTATGITTAGA TGIAAAAATTAATTTTTTTTTCAAATATGCTGCCGTGAAAACGAATTCAAATAGACGATTACACAATATTTTGAATAATTACATGAAGAAACATTAATTA
ARSXI1-1007 1232 12 1007235 ATTTTTATATTTTGT  GITTGCTAAGGTCTAATCGT TCAGCTAAGT TAAAGCTAAGTATAAGAAGCAAAAAATACTAAATTATACTAAATTATAAATTTTCGTACATAAATAATCA
ARSXI11-1014 1233 12 1013785 TTITTTTATGITTTCT CGITTCTTTTCTTTTTTTTGITTTATATCTTACACATTTTTAATATACTAAAAGTAAAATAAAAAAATACGTACTGTTTCCCTTTGITTTCTCCTCCTCT
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ARSXI11-1024 1234 12 1024151 TTAATGATGITTAGT TCTGAAATAACGATTTTTTAAGCGCT TGCCAATTTCACAAGAAAAAGGT GAAAAAAGAAAAATAAGATTAAACGATGAATGCGATTTTTTGITTCTGITA
ARSXI11-32 1303 13 31767 TAGITTATTATTAGT TGCCAAAACGAAACATTTAACATGTGAATTAAAAATACAAAAAAAAGCCTATTAACGATCTAAATTTATGACAAAAGACATATAATTATTTTAATGATGC
ARSXII11-94 1305 13 94390 TTAATTATATTTAGA TATATATTCGTATTTTATTAATAATTAGGAGGAATAAAGT CCGACATTTTTTTCAAAAAAAAAAAAATAATATTTCACAACGAAAAATCTATAAATAAAA
ARSXI11-137 1307 13 137321 ATATTTATGITTTGT  TAATCTCCTCTACCCTTTCAATGCTTGAAAAATACTTTCAACTTTTCGATTGGEGT GATGAAAAAAAGACAAATAGT GTAAAGGGT TCAAAAATAAATAAC
ARSXII11-184 1308 13 184017 TTATATATGGITAGT  TAACTCTATGITCCAACAAATACCAATAAAGATCGCGCAAGTGGTTTAGT GGTAAAAT CCAACGT TGCCATCGT TGEECCCCCGGT TCGATTCCGEECTT
ARSXII11-263 1309 13 263126 TTITTTTATATTTTGT GATAAAGGGATAACTCGICTTGCCTTCACTGCGCTTCGATTCTACTTTAGCTAAACTAAGCGTITACTTTGI TTGAGAATCTCTCAGCCGT TAAATCAACG
ARSXI11-287 1310 13 286845 TTTTTCITATTTAGT TTTTGTAGGCGGCATAGTATTACTTGCAGATTTTTTTAAAGT CCCTGAGCCCCAAAGT TCCAAAGCAACAAAAAAACATAAATCCTTTGCAGGAAAAGTA
ARSXIN11-371 1312 13 371020 ATTTTATTGITTAGT TCATGATAAAAAACTTCAAATCACTTTTAATCTGGTAGACAGAGAAAACAAATCGAAACGAAAATAGAGAACTACGAATAAAAAAATATAAGTGRAGAAG
ARSXI111-468 1316 13 468236 [TTTTTATTTTTTGI  TCCTAATTTTTTTTTTTTTTACATTTTATTAGCTATACACT TGECGCAAGGATATTTTATATACCGGATATAATAGATAATTAAAAGACTACTAATTAAA
ARSXI11-536 1320 13 535769 TAATTTATATTTAGT TTAGGATATAGATTATCCTAGGCTTTAATATTTTAATGGAAAAAAACTACAATAAGATTGAAACAAAGAACT TGGATAAAAAAACAAAACAACTCTGTAG
ARSXI11-611 1323 13 611318 TTGITTATGITTATG TTCTTTATACTCAAAATCAATAAGTGCTTATTTTAGCGAATTTTCTTCTACGAATATATATAAGT CATATCTAAGACTTCCATCCGTGCTTTATTACGTT
ARSXI111-635 1324 13 634522 ATTTTTACTATTTGT AATAATGATTCTGCTTTACGCGCCTTTAAAAAAGT TGGTCTTAATGTAAACATGAACCATAGCACACAATTTAAGACATCAGCTGTCAAATGACCATAAA
ARSXI11-649 1325 13 649361 TATTTCATATTTTGT TGACATTTGAGAGCTTCAATTGTATAAAGTTGCAAGATAATATATGAGGT TAGGGAAGCCGGATAAAGAAAATAGAGTACTTTAAAACTGI TCATGGACT
ARSXII11-758 1327 13 758417 AATTTTATGITTTTT TCTTCGTTTTGCGAAAATTCGCATGAGIGTCTCTGTATATATATATAACAAAAAGAT GAAAAAAGGGAAGGTAGAAAAAACCGCGCTAAGT TTTGECAGT
ARSXII1-773 1328 13 772677 TTTTTTACTATTACT TTCTTTTTCAAGCTTTTAAGCGCCGAAATCGATATTTAAGCGAAGAT GACT AAAGGGACAGCGACGAGGATTCAGCCTGGACAGT GATAGAAAAGTTATGC
ARSXI11-805 1329 13 805162 ATTTTTGIATTTAGI CTTTGITTTCGAACTTTTATTAATATTAAATTTCAGTAAGTAAATTAAAAGAACATCTTTAAAAGAGTATATTTATTGITACATATGTTGATCTTAAAAG
ARSXI11-815 1330 13 815391 AATTCTATGITTTGT TCCTGAAATCTCGATATTTTAGTAACTTAAAATAAAGGTAATAAAATCATCAAAGGTTTTCCATCCAGT GGTCCAAAAAAAAAAAAAT ACAGAAGCAACA
ARSXI111-898 1332 13 897977 [TTTTTATGITTGGT  TCTTGITATTGAACAAAAAAAT GAATTAACCCGAACACTACCAAATCAATAGCAGAAGAAAAGAAGAAAATGATAAAATAAAGGT GAGAACCATTTTAAA
ARSXIV-29 1405 14 28653 [TTTTTATTTTTAGG TGCTAAAGCCTATTTCAACTTAAATTTAAAATTGAAAATTTCCTTGT TTCATTGAATGTATAAGAAACT TTATATTCTTCAGCGT TATTAAGCGCATCTT
ARSXIV-62 1406 14 61694 [TTTTAATGITTTGT AGAGGAAAACTTAAAAGT TGTCATTTTTATTCAGATCGCAATCCATGGT TTGACACATTCTATCTTAAAAAAACAAAATCTATTTATTTTGGT TTCGECT
ARSXI1V-90 1407 14 89754 ATTTTTAAGITTTGT TTGITTTTTTTATTGTITTTGCTTCGTAGTTTCAATTTTAAACATTAATGT GTGCAAAAACTATAAGACAATGGTATACGCAAGAAAAACTATAAGTAGCA
ARSXIV-170 1411 14 169747 AATTTAACGITTTGT  TTCTTCCGICATCATATCCAGIGGGAAAGGTGTATTTCTAGAAAATAATGT TAACCTTCAAGGT TATGCTTTGCGATATTTGACACTTTCCAAAGAAACA
ARSXIV-196 1412 14 196224 TTTTTAACTTTTAGC CGCGGTCAGTGACATTTTGCECTTTCCCACCATTCCACGT CTGAAAAAAAAAAAAAAAAAAGAGATAAAATATGAATTGAATATATATCAAAAATGTCTGC
ARSXIV-250 1413 14 250464 ATTTTTACGGITTTT TGAAAAGAACCCGT TATGAAATTAAGAAAAACAGTAATTCAAAAATGT GAAGAAATTAGGAAACAAAATATCTTAAAAAGATTGAACGAACACTCTGITA
ARSXIV-280 1414 14 280062 TTATTTATGITTTTC TCTCAGAAGCCATTTTTTTTTGGITTTATGGTAAAGGCACCCTTTAAAAATAATACTAAATGTITTCTTTGAAAAATACCATACTTACAACTAATTAATTA
ARSXIV-322 1415 14 322000 TTGITTACGITTAGG CGAAATACTCACCTCTTTACTATTAAAATAATAGAATTTATCAGAAAAAAAGT CAGCAACATCAAAAATAACAGATGGATGECTCTAGGATAAAGCGATTC
ARSXIV-412 1417 14 412438 TTTTTTATATTTCTIG CCCAAAAAACGTAGTTCAAAGAAAAGGAACTATCCCAAAATAGAAGCAAGT TATGT TTAAGGAATTAAAAAATGTACCTATAAAGCACGTTTTTCTGATA
ARSXIV-450 1419 14 449533 ATATTTACATTTAGC CCTTCTATAACCGTTTTTTTAATTTCCCGATCTGATGAAAAGGATGCAACATCACTCTAAAACGT TGAAAATGGCTCCAATTCATAAGGTCACTTTAGTG
ARSXIV-499 1420 14 499038 TTCTTTATGITTAGC TCTTTTTTCATCACTTCTAATTCGCAAATAGAAGGGGAAGGAGGACAGCCAATTATGTAAAAATTAATTAGTATGT CAGTAACAAAAAGAAGAGATAACAG
ARSXIV-546 1421 14 546145 ATTTTTACGITTTGG CACGIGAATCTTCAGTAATTGATTGCACGCTTGATAAACGAAAAAAACATAAACAAATAAGGT AAGACTGCATTGTAAATCCTAGGAATGAGAAAGAACA
ARSXIV-561 1422 14 561326 TTGITCACATTTAGT TTTTGAAAAGAAGTAATCAAAAAAAAATAAAAAACAAATAAACACATATGCAAATATGI TCTATCAAAGAGGTATATGAAACTGT TTGAATGTAAATCAA
ARSXI1V-610 1424 14 609532 TTTTTTATGITTATT TTCTATTACTGATTTTCACAAAGAAAGGTAAAAAAAAACATACT TCAGCGGCTATACAACCATATTTAAGT AAATGCACT CAGAGAAAGTATACAAGTAA
ARSXIV-636 1426 14 635830 TTTTTTAATTTTAGT TAAGITTTCTTCTAATTTTGAATATAAAAAGTCATCTTATAACTAGTACATTTTATATGAAGGAGT TTCTATAGGT TTTAAAGGT GTGCAAAAAAAAAAA
ARSXIV-692 1427 14 691677 TAATTAACATTTTGI  TTCAATCTCTCACTTCGCTTAAGACCAAATAATCTCCTTGAAAGAAAAGAAAACTTAAAAGCATGCTTTTCTCTTAGCGGAAGCCATAGGT CCAAAAGGG
ARSXV-36 1506.5 15 35713 ATATTTATATTTAGA GGCCTATATTGCGCATCGAACTTTTCAAAAT CCGCGGAAAATTATAGAATTCATCATATATAATGAAGGAACT GTGTTCCTGAAAAGAACAAAAAAAGEA
ARSXV-73 1507 15 72688 TTTTTTACTTTTAGT TTATTTTTTTAGACTTTAATGICGITCTCCCTTTTTAAAGAGTAAATACATATTTAAAAAAGT GACTATGGCTATTGCTAAACGT GATAAAAATCAGAGC
ARSXV-85 1508 15 85365 ATATTTATGITTATG TTCCATCATGTAGAAAAGTTTCATTTAAAATTAATAGCCCGT CAAAAATACAAGT GAAAAAAAATAAAAATTAAAAGCTCTCTATTTCTTATAAACTAAC
ARSXV-114 1509 15 113894 TTGITTATATTTTTG TACCACAAACATCATTAGAAGCTGCAAATGAAGT GAATCAGAAAATTTAAAAATGAAACTAAATACTAAATATTATTGTTCTTTTTCTAACAGT TGAAGT
ARSXV-167 1510 15 167002 TTATTTATGITTTCG TTATATTTTCAACATTTCCGGAAAATAAAAAAGCCGACTTTTTGAGGATATTATCCTATCATCTGT TGAGAAACCTAAGACAGI TAGT TTCTATGATAATA
ARSXV-278 1511 15 277732 TTGITTATCTTTTGI TATTAAAGCTCTACTTTTGAAATCCAAATCGTGI TTCCTTATGCTAAGGT GGAAAAAAATAATAATAAATAAAAT GECCAACAATAAACAATAGCCTCTC
ARSXV-337 1513 15 337483 CITTTTACCTTTTGT  CACCATATTAAATCTTTAAACAAATCTAACTATGAAAAAATCCTTTAAACATATGI TAATATGTGGAAAATAAATACTAAAATAAAAATCTAGAACTGAA
ARSXV-437 1513.5 15 436792 ATATTTATTTTTATT CACTTCTGAGAAATACAAGTTGCATGTICTCAAAACTTTTACTTTTCAACAAAATATTAATCAAAAAAAATAAAT GAAAAAAGAAGACCATATTGAAGAAC
ARSXV-490 1514 15 490061 TTGITTTTCITTTCT TCTTATAATTTGTAAATTTTTTAACTGCATTAGATCATTATATTATCTTTCAAAACGCCAGTCGTTTTTATTAGACCTTTATATACGTTTCAAAGTGGTT
ARSXV-567 1516 15 566597 AATTTTACCTTTTGA TGCGCGAATTGACTTTTTCTTGAATAATACATAACTTTTCTTAAAAGAATCAAAGACAGATAAAATTTAAGAGATATTAAATATTAGT GAGAAGCCGAGAA
ARSXV-657 1519 15 656702 TATTTAATGATTAGT AAGACAAAAATGACATTTAAGCATCTATAAAATAAGAAAAATAAAAAAAT GAAGGGAAAAAGCTAAACACTAACTTCTTGACCAAACAAACAAGGAAAAG
ARSXV-730 1521 15 729795 ATTTTTATATTTTGG CCGGITTATGGATAGAAAACACGT CAAACGT TCGATGGATCTTATAAAAAGT AATGATGTAAAGCAAGGTACAAAAATGAAAGAAGTACGGT TTACTGT T
ARSXV-767 1523 15 766690 TATTTTACGITTTTT CATAATCATATACTTTCTGCCGAAATTTTTTGCCTTCATTATGCACACTAATGT TATTAATCAGATAAAAATACAGAAATTTAAAATAAATACTGAGAAT
ARSXV-783 1524 15 783387 ATTTTTAACTTTTGG TTTTGAAGCTCGTAATTCAACAAAAAAGAATTAAATAATCTTCAAGT CCGATAACAAGATGTAGAAAAAACAT CCCAATGAAGT TACAAGT CAAACCATT
ARSXV-874 1526 15 874367 ATTTTAATATTTGIT  AGGATTCGCCTTTATTTCACAATCAAAAGGAAACACATAAAAAAAGT GTCATGCTCTACGTGAATAAAGAATTAGT GAAATAATAATAAGGCAATCAGAA
ARSXV-908 1528 15 908307 TTGITTATGITTAGG TTAACGATAGACATATTTATTTTTTTTTCTAGGAATAAAAAT GAAGAACGGGAAGAAAAGGAAAAAT GAAAATGAAGAATATGAAGAGTAAACCTACTTA
ARSXV-982 1529 15 981505 TTATTTATATTTTTC TTCAGTGAAGCGATTTTTTTTTTACACAGACCAAGACGGAAAAAAGT AGCTAAGGAAGAAAACAAAAT CATGAAAAAAATGT GAAGTGATCATGCACATC
ARSXV-1054 1529.5 15 1053692 TTGITTAAATTTTGI TCGGTCTCGGCTATATTTGGAAGAAAAATAGCCAGTACATACTTTCTACCACTTTCGCTCAATTATCAATAAAAACATTTAATCGAAAGT CATTCAAACT
ARSXV1-43 1604 16 43150 TTGITTATATTTTTG AATTTAAACTGITTTATAGAAATGTATGTAATATATAAATTTTATTTTCCTTGAAAAAATGGGTATTTTTCTTTCTATTTTTTCAAGAAAATCTTCCTGT



Systematic proARS Chr Position proACS 100 nucleotides after 15bp proACS
name / bp
ARSXVI1-73 1605 16 73105 TTTTTTTTGITTITTT CAGITCTTTGITTACCTATTTTTTCTTTGCCGCAATTGCAAATATTATTAACTTAATTGCGATTATTGAGACTAAACAATAAAGACCTGCCAGT GGAGEC
ARSXVI1-117 1607 16 116593 ATTTTTATGITTTGT  TCCATACTAAATGCAGTTTATAAAATTTTTCAAATGAGI CAAGCTATGTATAATCAGT GCCTACAAAAAT GATAAGATGCAATTGCAAGAAAAAATCCCTT
ARSXVI-290 1614 16 289531 TAATTAATGITTACT TCAGACAATAAAACATTAAAAACAAATTTTTAGAAAAACAAAAGCT GAAGTAAAGACTAAATATTACACAATTTATTCATACATTTCCGCCCCAAACTCA
ARSXVI-385 1618 16 384592 AAATTTATGITTATG TGGCGTAAAATATCTTTCTTCTGAAAACACATGCAGCAGT TACTCCCATCATAAAAGGAATTAATAAATGAATAGTATAAACAATTATTTACTTAAATAT
ARSXVI-418 1619 16 418178 TTATTTACAATTAGI TTTCTCAGAACGATATTCAATACAGITCTCCGGATTTTTGCTTACTATATTGECCCCAAAAAAAT GAAATAAAAAAAGAAAACAAAATAATATACTTGCGG
ARSXVI-457 1620.5 16 456759 TTTATTATTTTTTGT  TCTTATTTTCCGGCTTTCGGAAGATGTAGAGT GGTCCGGTATATTAATGCCTTGAACTAGGAAAAACT AT GGAT GGEECGECTCTTCATTCATGACAGTAT
ARSXVI-512 1621 16 511704 ATTTTTATGITTTTT GAGATATTTCGAGCTTTCTATTTTTTTAAAATGCCTGAATTTCCATCTTCAAAAAAAACATAAAAAAGGTACTTTACCACCAAATAAATGATAACCACAA
ARSXVI-564 1622 16 563877 TCITTTATATTTAGI CCGCTTTACACCGAAAAGGTCATTTTTAAAAAGGCAAGAGAACTAGGAAAAGTAAAACGT GCCCCCTTCAAAGCGAAGAGATGAATATATTTAGAAGTITA
ARSXVI-565 1622.5 16 565115 TTTTTAATTTTTAGT TAGTAGATTTTCGITCGAGGECCCTAAAAATGTACCGAAAAGT CATAATAAACGGEECGGAGT CACATCGTAAGAGTAACATATACAATATGCGAGCAGACT
ARSXVI-634 1623 16 633921 [TTTTATAGITTAGT TGGTTTTGITTAATTTCTAGAATCCTGI TCGGECGCTTTTGT TAAAAGTAAAAAAT GAAAATTCAAACGAAATGAACCTAATCACGT TAGAATTTAAATCT
ARSXV1-684 1624 16 684405 TTTTTTACTTTTTGT TTCTTTATTAATTTTTTAGITTTTTTCATATTCTATTTTATTATAAGTAGTAATATGAAGAAATTTCCCAAGCAAAGCTCAATAAAATTATTTAGCTAAA
ARSXVI1-696 1625 16 695618 TTTTTTTAATTTTCT GACTACTGITCAGCCATCAAGGTATGTCTAAATTAATAATATTCAGCATTTTCAACGTGCGCTTACCATCTGCTAATACACAGCTCCTCTGAAAGTITTCT
ARSXVI-749 1626 16 749117 ATTTTTAAGITTAGT AATCTTTTTCGCGATGAGATGTTTTGAAGAGTTTTATGCTATTAAAGTAGTAATATGATTTATATATTCAAATAAAATGTAAATTATGAAAGAAAAATAC
ARSXVI-777 1626.5 16 777094 TTATTTATATTTTGG CATTACTCTTCATCATTTTTTTCCCTCTAAGAAGCTTCCTTTCTTTTTATAAGGATAACAAAACCAAAAGGAATATTGGEGT CAGATGAATGGACGCGAAT
ARSXVI-819 1627 16 819339 ATTTTTATATTTATT CATGATATATTAATATTAATATATCGATGGTGAAGGACACCACACCTGTATTTCTTTGATTGAAAACAATTTTGTAACATTGECTGCAAAAGTTTTTGCA
ARSXVI1-843 1628 16 842851 TTATTTAGATTTAGI  TGCGATCAAGIGTAGAAACACATTAAAAACTATGTTGAAAAACATAAAAAGTATTTGCAGATCATTAAACATTAGAATTAACTATTTATCATTAACTATT
ARSXVI1-881 1630 16 880906 TATTTTATGITTAGG TTAATAACTTTGGTAATGCTAAATTATCTTAATTTGACGTACACAAATTCTTCCTACTGITATATATGTITCGAATTATCTTTTAAATTGTTGCTAAAAAA
ARSXVI1-933 1631 16 933164 TTATTTACGITTAGC TTTGCTGIGGTTCTTTTATACTTAATCATATAAGATACATGCATCTAGATTGCCACTATATAGCAGCACATGTTACAGT TAACTATCGATTGTCCAAAAT



Suppl Table 2.

Nucleosome positioning datasets

Author(s) Journal Title
Compiled Jiang & Pugh Genome Biology 10:R109, 2009 A compiled and systematic reference map of nucleosome positions across the S. cerevisiae genome
1 Mavrich et al. (Pugh) Genome Research 18:1073-1083, 2008 A barrier nucleosome model for statistical positioning of nucleosomes throughout the yeast genome
2 Albert et al. (Pugh) Nature 446:572-576, 2007 Translational and rotational settings of H2A.Z nucleosomes across the Saccharomyces cerevisiae genome
3 Field et al. (Segal) PLoS Comp Biology 4(11):€1000216, 2008 Distinct modes of regulation by chromatin encoded through nucleosome positioning signals
4 Shivaswamy et al. (lyer) PLoS Biology 6(3): e65, 2008 Dynamic remodeling of individual nucleosomes across a eukaryotic genome in response to transcriptional
perturbation
5 Whitehouse et al. Nature 450:1031-1036, 2007 Chromatin remodeling at promoters suppresses antisense transcription
(Tsukiyama)
6 Lee etal. (Nislow) Nature Genetics 39(10):1235-1244, 2007 A high-resolution atlas of nucleosome occupancy in yeast
Individual Eaton et al. (MacAlpine) Genes & Dev 24:748-753, 2010 Conserved nucleosome positioning defines replication origins
Individual Yuan et al. (Rando) Science 309:626-630, 2005 Genome-scale identification of nucleosome positions in S. cerevisiae
Individual Albert et al. (Pugh) Nature 446:572-576, 2007 Translational and rotational settings of H2A.Z nucleosomes across the Saccharomyces cerevisiae genome
Individual Lee et al. (Nislow) Nature Genetics 39(10):1235-1244, 2007 A high-resolution atlas of hucleosome occupancy in yeast
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