PFC

TniDAA 1,

TniDAp4

TniDAL:7
TNIDALE1044

TNIDALEbe
TniDAg11,,

TNiDAL19.

TNiDALc21 4.
TniDARc22

TNIDA:c230cq
TniDA, 32

TniDAG. 354,

TNIDAGL37 abcq
TniDA, 46y,

TniDA, 38

TniDAG 40,

TniDAGL48apcq

TniDAG, 49,

Dist to 3' gene

5,394

111

3,451
2,186

241
2,387

214

646
437

137
3,309

5,149

2,995
1,941

575

4,229

930

63

Length Sequence

ATTCATCAGAAGTGCTCGCCGCTCGTTGTTAAAATGCTCGCTGA

CGTCGCTCCAATGATCATTTATTGTAACAGGTTTATCAGCAAAT

AAATAGGAGAGGGCTGTCACTTGATGATGGAGGCGGCCTTCGG

TCAGACGAATAATATCCAGGAGGAGAGGAGGAGAGGAGTGAG

GAGAGATGCTCGTCCCTGGGTTGATCTCTCCGTCTGCTCCACAT

TGCTCTTGGGTTTGGCCTCTTGGGTGAAATTGACAGTCTGATTA
297 ATAAAATGAGCGCTGCAACATTTCCCTCTTCATTTA

TACTTTGCATATCACGTGACGCTGTATTAACAAATCAACAATTA
75 CCTACCCTCGATTCTTCAGGAGTTGCTAAAA

ATTAATTCTCCTAAATAAGACAATTATACTGTTTTTAAAAAAAA
52 GAAGAAGA

28 GGGGCGCCAAAGCAAAGTTAAGGTCAAG

TAATGACCGATATTGATGTATGGTAATTTCTTGGCCGGATCACA

TGACGCGATCACCTCCAGAATCGATCCGGTTGTGCTGCAGGTC

TGCCCACGACTCCGATTTGTTTCCCTCCCTGCCTGAGCTTTCCC
155 ACACGCTTGCGCGGCTACAGATGG

28 TGTTTAGCAAACCTTGAACCGTCTAGAC

GTCGCTGTTGACCACGTCTGTATCCGCAGTGCGCGGACGCAGA
CGTGGGAGGGGGAGAGAAAAGGCTGCGTCTCAAGGCCATTTTC
AAATCTCATTGGTGGGCTTGTCATGTGGTCGGGAGACATTCGG
ACTGATCCGTAGATTGTTTTTCCCAGATATGTCGGCGTACAAAG

177 GACA

TTTTATTGACAGCACGTATAATCACACGCACCTAATAAAACATT
51 TATTGAT

32 TTTACACCATATCATTACAGCATTTTACGAGG

GTAAATATGACCACGTGATCTATGCAACCAATCCCTGTAGATG
CAGGCCACCAGAAAAGGAAATACTATGATTGTTCATAGAGGGA
122 AGCTTCCCATAACAGCGCGACCCTTATTATATGAGT

24 GGATTGGCCAGGATTAATGAATGA

AATTTACAACTTAGTAATAAACCTTTTTTATGTGCCTCCATCGC
CTGTCATTGGATGCCACTGGTCATGTGTGAGAGGGAAACGTCT
111 TCATGGCTTTTCTCCTGATTTCCC

TATTGAGTAAGTGCAAGTTTGCGGATTATTTATGGTCTTTCGCG

GTGTTGTGAGTGGCTGTGAGGAAACACGTGACACCATTAAAGT

TTGTTTTATGACCCGGGAGTTGACAAGGCAAAAATATAATTCTC
136 ATTGT

18 AAGGTGAAAGACAGGTCA

TTATTGATTCCCAGAGGCGGCTGCTGCCGACCAATAGGCTCCC
GAGACAGTTTTTGGTGAAGGGGGGCAGCAGATGAAGTGATGAG
ATTCGTGTAACTTTTGGATGACCCCTCCTTGACAAAGACAGTCT
TCATCAATTGTCCCCAGTCATTCTTCGCTGCTTTTATGTGATGG

184 GGGCTTTTGT

GAACAAAGACAGTATTTCACTGCGGCCTGACAAGCAGCTGCGA
72 AAGTATTTACAGCCTTGCTGCAATGCGGC

GTCTATATATACCCTGTAGAACCGAATTTGTGTGATCAAGTCAC
76 AGTCACAGATTCGATTCTAGGGGAGTATATGG

ATTGGCCGATCTGGTCACATGGTTCGCTAACTTTATTCAGTTGA
60 CACCAAGTAGGAGGGC



TniDA_52

TniDA.53

TniDA_55

TNIDA 158 abcd
TniDA,,60

TNIDAy61acq
TniDA,,,66

TNIDA 167 pc

TNIDA, 169y,

TNIDA 704

10,660

10,159

9,047

8,782
5,798

5,434
5,421

7,791

7,004

6,797

TGTTTTAACTTATTTTGTACAATAAAGCTTTGAAATATTCTTAGC

CTAAATATTATTCCCAACAGCAAGACCTTCCTGCGTTCAAACTC

TTCCGAGTGCCCTAATAAATCTTTGCTGACATCTATCTAAACAG

TGTACATTTTCAGAGGGTCTTTTGTGCCATTTGAAAATTAAATG

AAAGATCGTTTCTTCCTGCATGGCATTAAATAATTGATGGTCCT

TTTTGGTCAGAAATAATCAAAGCCAGATTATTTAGGACAAAAT
305 TGTGTATTTTTATATGATTATTACTTCATTATTTATTTGTT

ATATTTCTTGTTTGATACCGTCATTGTCCTGAAACAAAAAAGCA
CAGAATCTCTCGCAGTCCAAGGAGGTCCTCTTTCTGAAGTCTTC
ACCATGCCGAGCCTGAAAAGGTATTTCAGCCGAAGTCCGACAG
AACAGCGGAGGCAGGTTCATCCAGGGGACACGTTTCAGCCGCA
AGGAGCTGACCCCAGCACCCATGACCCGCTGGACGAGCGGCA
TTTTCTCTCCCAGGCGCTTTTGTCTTTCAGTTTGGACCCTTTTCC
CACTAAGAAAAAAAAAAAAGCCAAAGCATTCGAAACAAAAAA
347 CCTACGCGGGAAACCTCGTTACAGTGTCAGTTTCGTTATTTATA

AGACAAAGTGATGCTATTTTCACCATGCTGCCAGAAATGATCT
56 GCACATATGCTGA

TGACCTACATGTCTGAACAGCCATAAATGGGAAGCAAAGGCGC
TGCCATTTTCAATGACACTGCACCCGGTGCAGGAATACGGCGT
CGTCGCTCTCCATCCGGCCATATTTGATTTCCAGCTGTGTTCGC
AGAAGCTGCTGCGCGCCAGACAGCCCCCCCAAAGATACATGA
GAGCGCGCTGTCTGCATTCAGAGATATAATACTGAGACTATAC
CACTCCGCTCTCTATTCTGGACCACGTGATTGTCTAAATAATTA
ATGCAGCACGTCCCCCTAGAAACACCGCGTCGTCATTAATCGC
AAGGACTCTATCAGACTTGAAAACTGAAGAGATCCCCCAAGAA
AATAATATCCGATAGCAGGCGCAGGCGTACCCGCAGTTTGGCA
423 ACACATCCGAACCGATGGATGCTTGGGTAGGTAAA

29 CAAACTTACCGTAACAGCGCGTAGGCGAA

GTTCATTAAACTTCGGCTTAACGCAAAATGACCCGGGGGTCAC
70 TAAAAAAGCTTATGACTGCTAAATATT

24 CGGCTTAACGCAAAATGACCCGGG

TAAATCACTCTCGGTAATTCCTAAAAGGGTGCAAGGCTGTTGG
GGGCCGGGCGAAAACTGTAAATCTTTCACTTTTATTGCCCTCCT
96 GAACATATG

41 TCACGTGAACAAATATCTTATAACGCTGCGCCATTATTTGT

TTTATTGGTAGCTGAACGCGAGTCCTTCCATTCTTTCGGGAATA
CTGTCTCCGTTGGTTTATGGAAATGTCTGAAAAACAGCAAGAT
CAGGTTTAGGACAGCACTGTCTGCAGACAAAGGGTGAAGGATT
TATCCCCGTGCACTGCGTTTAAGGGAGCTGAGGCTGAGGAGGG
AGAGGCGCTCTCATGACAAATTGATGCCCAGGTAAGAAACTGC

225 AACCTTTAA



