PFC

HsaDaclp*

HsaDac3
HsaDcp5

HsaDcp6
HsaDpe8

HsaDDEloabcde*
HsaDge11,,*
HsaDgg12

HsaDge13

HsaDg:14
HsaDge15

HsaDg:16
HsaDge17

HsaDg:18

HsaDge19,,c*
HsaDgg20*

HsaDgg21,,*

HsaDgg23,4e*

Distto 3' gene Length Sequence

8,977

3,006
2,973

783
4,835

3,031
6,554
6,463

6,226

5,739
5,278

5,360
3,266

1,464

208
2,906

691

162

CTGGTCAAAATGACCCATACATCCTTCCGATCCCGAGATGTC
ATTCATCAAAAAGTAGCGCCCGCTCGTCATTAAGGTACGAAT
GACGCTGTTCGAATAATCATTTATTGTAACAGGTTTATAAGCA
AATAAATACACCCTCCTGTCAGTGGGTAATGAAGGCAGCTTC
AGAGCAGACAAATAGATCCAGGTAGGAGGCGAGAAGAGACA
AGTGAGGAGGAAGGCTCCGGTCCTTTGCCCGCTCCGAGCCAG
TTCTGCTCGCCCGGGGGTTTGGCCTCGGGGGTGAAATTGACA
GTCTGATTAATAGAGCGCGCCGCGGCACATTTCCCCCTTCATT

339 TA
TAATGCACCCACACACAAACACAAGGCTTGGTCTGTGTTCCT

55 GGCCACCTAAAGA

26 TTGAGGGGGAGGGACAGAGACAGAGA

39 TTGGCCACGATTGGTGGATCGAGCTGATGGGTTCCCTGG

25 ATGTTTTGGATTCCACCTTAATGTT

CTTGCAGAACTGTAGTGGCAATAAATGAAATGACTCAGAATC
CCTTCCCCAGTCAGCTTTTACGAGAGCTGCCAGACAGTGTCT
GTTCACGTTCTCCAGATACCAGGGGCGCCCTGACAAAGTTAA

142 GGTCAAGTTAGTGTCT

28 TGTTTACAAAACCTTGAACTGTCTAGAC

32 CCCAAAAGAGATTTCCGCAATGTGCAATAAAC

TTTGAACTTCCAAAATGTCAAGGTCATCACCTTTAACCTTTCT
49 GAATAA

39 GGAACAAAAGGAAATATAGTTATAATGCTTTTAAAAGCA

25 TGAGAAGTTGTATAGAGACAGAAAA
TGCAAAAGAATACCTTGGTATAACCAGATGGTGTGGAGCAGA

436G

29 TTTATTCCATTTGTCTCACCTCAGCCTTA

ATTTGTATTAAAACAAAAATGACCTTCTTGGTTAGCAGCGAA
GGGAAAAAAATCAATAGTATAATTTTCAATAATTCATAAAGC
GAACGCCATTATGGTAAATTTAACTATTAATCTTATCCTTTAC
AAAGTCTCGATTGATTTGTTAATAAAGTATCTTCCCGTGTGTG
GCAACAGCGGGCATAACTCTTTAAAAACCTTCAGAAGCAAGA
AAATTACCAAGTAGCCCAAGAATGTAGATGAGAATTTTATTG
ATCGCCCTGATTCTTCTTAATATGTATTAATAAATTCCACAAC
CTTTTGTACCTTGCACTTGTCAGAAACCAGTGCTTTTACAAAA
TCCATAAAAGGAAAACATTTTTCTTTGCAGAAGAACCAAAAT

387 GACAC

GTCGCTGTTGTCCGTGCTTACCCGGCCGGCCGGCCAGGCTCT
GGAGCACGTGACCCGAGAGGAGGCTGCGGCTCAAGGCCATTT
TCAAATCTCATTGGCTTGGTTGTCATGTGGTCGGCAGAGGCAT
CCACAATTACACGGGGAATGTTTTCCTAGAGATGTCAGCCTA

178 CAAAGGACA

33 TGCATGTTCTGGTCGCATGTATAATGCAATAAA

TTTTATTAGGGACACATTAATCTATAATCAAATACACCTCATA
46 AAA

AGCGGACTGATTTACTCCCGGTATTGGTAAATATGATCACGT
GGGCCGCGCGACCAATGGTGGAGGCTGCAGCCTGCGAACTA
GTCGGTGGCTCGGGCGCCGGCGGGGAGCTGCTCGGCGGCGG

133 ACAGTGTAA



HsaDg 24

HsaD¢25
HsaDg,26
HsaDg27
HsaDg428
HsaDy, 30
HsaD,, 31
HsaDy, 33

HsaDy 34

HsaDy 35.pcq*
HsaD,, 36

HsaD, 37,.*
HsaDy, 39

HsaDy 40,,*
HsaD,, 41
HsaDy 42

HsaDHL46abcde*

HsaDy 47 pc*

HsaDHL48abcde

HsaDyy 49,,c*

HsaDLM56abcde*

6,120

4,591
4,157
3,022
2,631
17,402
16,788
15,895

15,588

15,223
13,285

5,380
12,554

12,419
9,512
6,519

2,614

2,005

1,314

143

14,261

23 TTTGGTGCTTGATTTCCAGAAAC

GAAGGTGCTGCGCACCCCTGCCACTGTGGCCAGCTGGGTACC
TAGGGCTCTTTGAAAACAGGAAGAGCCGAGGTGTCATAAAGC
CATCTAGCGGGCCAGACGTCTGGAGGTAATGAGTTTACGACA
GGCCCAGTGCTTTGCTTTGAAACCATCTCATTTTGATGTTTGT
GTTTGTGGGAGAAAAGGAAAAATGCAGACAAAACTGGGTCTT

228 AAAATCTAGACAATAAA

17 TAGAAACAAACAAACAA
19 CTATTAATTTCTGTGTTTG

31 AAAATCCACTCATTTATCCAGGGTTCAAACA
29 ATGTGTCAACATCCAAGCATTGAGGCAAC

34 TAATTTAAAATATTGTTTTATTCTGTAACACAGA
31 GTATTTCGGAGAGGTTGACAAGTACCTAAAA

40 AGCTGTGGGGATCGCTTCCCCAGAGCGTGAGCAGTACATT

AAATCCGCAAGGAATTGCAGTAAATTCCTTTTTGTTTGAAGAA

AATTTACAACTTGGTAATAGACCTTTTTATGACCTATTTGCGG

TCGTCATTGGCTGCGGCTGGTCATGTGCAGGCGCCGCTCGCC

TTCACGGCCTTTTTCCTGATTTCCCCGGCGAATTTCCCCCCGC
177 ATTCTG

33 AATAAGAAACTTGAGTGATTGTTATTTTATTTG

CACGTGATTCCAATAAACTTTGTTTTATGGCTTGAGAGTTGAC
60 AAGCCAAAATATAATTC

27 GAGAAAGACGAAGCTCGAAATTATAAA

GAACAAAGACAGTATTTCACCCTGGGCTGGCAGGCAGCTGTT
73 AGAGGTATTTACGGCCTTGCCGCAGTGCGGC

18 AAAAGACCCCTGGTTCAC
22 CGTTTTTACACTGTTTGGTGGC

AATAACTCGTTGGCTTTGACCTGTCTGAACAAGTCGAGCAAT
83 AAGGTGAAATGCAGGTCACAGCGTCTAACAAATATGAAAAT

TGAACTTTTGTACTCTTGTGTGCTGCTGTCGGCAAAGCAAAAA
86 TAATGAAAGTTTGTGATATGTTTGTAAATGATTTCGAATGACC

GTCTATATATACCCTGTAGAACCGAATTTGTGTGGTATCCGTA
82 TAGTCACAGATTCGATTCTAGGGGAATATATGGTCGATG

TGATAAACTTGCTCCCTCGCCATTGGCTGGCCTGGTCACATGG

CTGCCCAACTTTATTCAGTTGACAGCAAGTAGGAGGGCCCTA

TGGAAGGAGAAAAAAAGACAACACGAGAAAAATTAGTATTTT
143 CTACCTTCTGAAATTA

ATTGTTTCTATGACAAAAAGCACAGAGTTCATACATAGTCAA

GACGTCTTTTTTCTGACGCCCTCACGTTGAGAAGCTGAAAAG

GTATTTTACCGAAGTTCGGGTAAATTACAGAATCAGGTTCATC

CAGAGGACAAATTTTCTATTTGATTAGCTGTATTTCAGCCGGG
203 AGGACTGACCTCTAAACCCCTAACCTTTTGGAC



HsaD y57

HsaD, y584*
HsaD, 61"

HsaD, y62.,*

HsaD, 64

HsaD, 65
HsaD, 66

HsaD, 67 4pc*
HsaD, 68

HsaD, 69.pq

HsaD, ,70,*

13,480

11,855
5,973

3,899

11,225

10,461
10,176

10,138
9,398

8,541

8,233

CCACTTAGGGCAGGGAAGGAAATGGGTTTCCATCTGAGAACG
TGCTTTGGAGAAAGCTAGGTGTGGAAAAGCTCCAATGCCCAT
TTGCTATTATTTGTTTCCAGTTTGTTCCTTTAAATATGAGCCAG
AAGTGTTTGTGTTGGTGTTTTAAAAACAAAAACAAAAACCGT
GTTGGGGTCCTGACTGGGGGAGGGGGAGAGTGAAGTGTTTGC
TGAGGACATTGCTCCTCTGACTCCCATCTCACTTTGTCCATCG
CAGCCTTTTGTTGGGAGATGACACTGTCAGTCAGCCCATGAT
GTCTGTTCACACGAGATGCTTTTTTAATAGAATTGACCAATGT

372 TTTGCTGCCACTGATTAAAGTATTATTTATAC

CACGTGATTGGCGAAATAATTAATTCAGCACGTCCCTTAAGA
AACACGGAGTCGTCATTAATCTGCCACGCAAAGGGCTCTCTC
CGACTTGGAAAGTGCAGGGATCCCAAGAATATCACCCGTCCA
GGGGGGCCGCGCGGTGCCCCCGGLCCCTCCACCCeeaaeeece

198 GGCGGGCGCGGGAGCGCGGCCGCAGGTAAA

GTTCATTAAGGGGTGAGTTATTGCGGTGCGAGCCAAAGGTCA

57 CTTCAAAGGCTTATG

GTCATAAATTTTGCTACAAACCACAATGACAGGTGCATTGAT

45 ATG

GAACAATGGTCGCTGTCACGGCATCTGCCGCCTATTCTTAAA
CCGGTGAGAAAAGGCCCTGGCCCTCTTTTCAAGCGAGGGTCG
TAAATTTTTCTTTGCGTCATAATAGAAGGCTATAAAATCGAGT

149 TGAAATTTTACCCCAGGCAGGT

AAAGTTTCCCCCATTATGAATTATACATTCAAACAATAACAC
ATTAATTCAATTATTCAAAGATGACAAATGTTTATGTGCTTTG
CGAGTGACTCGGGCGCAGATTCCAGGCGCTTTCTCTGAGCTG

151 CTTGCATTTTTCTCAATGAGAATC
24 CGGCTTGGCGGGCACTGGCCCGGG

TGACAATTGCCCGGGTTGGTGTGATAAATCATCGTAAGTAATT
CCTGAAAGGGTGCGAGACTGTTGGGGGCCGGGCGAGGACTGT

119 AAATCTTTCCGGTTTATTGCTCTATGAACATATG
17 ATATTTCTAAAATATAA

CTCAATCAGTACAAGCTTCCCTCGGGGTCACGTGAACAAATA
TGCTTGCATTTGAAGGCAGCGTCTGTATTTCCCGACTATGAGG

94 GGGTTTCCG

TTTATTGGTAGTTGAACCTCAGCCTGGTTCCGTTCTACCGGGA
ATTCCGTGTGCTCGAGTATATGGCCGTGTCTGCGAGCGCGCA
AGACCAGGGTTGGGACAGTGTTGTCTGCAGACAAAGGGGGAA
GGCTAGCTCTGCCCCCCACTGGCGCCCACTCTGAGGCCGAGG

204 ACACCAGGTTTATGATAAATTGGGATCCAGGTAAG



HsaDyo71
HsaDyo72
HsaDyo73
HsaDyo74

16,143
6,777
4,912
2,912

TTAATTTATATTCTCCTTCCTGTGCCGTAAGGATTGCATCGGA
CTAAACTATCTGTATTTATTATTTGAAGCGAGTCATTTCGTTC
CCTGATTATTTATCCTTGTCTGAATGTATTTATGTGTATATTTG
TAGATTTATCCAGCCGAGCTTAGGAATTCGCTTCCAGGCCGT
GGGGGCCACATTTCACCTCCTTAGTCCCCCTGGTCTGAACTA
GTTGAGAGAGTAGTTTTGAACAGTCGTAACCGTGGCTGGTGTT
TGTAGTTGACATAAAGGATTAAGACCGCAAATTGTCCTTCAT
GGGTAGAGTCAGGAAGCCCGGTGGCGTGGCACAACACACTTT
GGTCATTTCTCAAAAACCACAGTCCTCACCACAGTTTATTGAT
TTCAAATTGTCTGGTACTATTGGAACAAATATTTAGAATAAAA
AAATTTCCCAGTCGGAACTGTATCTGTGTTAATCATGCACACT

491 TGCAAGCAGATCACTATGCCT
25 AAAAATAAAAGAAGTCGGGCACAGT
27 AAAAAAAAATTCCTGAGTCAGACTATT
18 AAAACAAAACAAAACAAA



