ATTGTGGGAA
ACCGGECTCCA
CGCAAGCCGG

CTCTTCAGIC
LeuPheSer A

CCCTGATAAA
uPr oAspLys

TCTCCCGTGG
euSer Argd

CTTGITTATA
LeuVal TyrL

TCAGGACAAT
nGd nAspAsn

TGCTGGACAA
euLeuAspLy

GCAGCCATGG
GCECTCCECCT
GGGAGECEEC

GACAAGGGAA
rgd nd yLy

GAGAGGAAGA
G uArgLysL

TCACAGGACA
yHi sArgThr

AAACGTATGC
ysArgTyrAl

GAGCTCITGA
d uLeulLeuT

ATATTTTGGA
sTyr Phed y

ATA

AP1S3 (NM 001039569. 2)

TCTAAGCCGG
CTCGCCCTCG
GGCCCAGCCA

ATTACGGCTA
sLeuArglLeu

AGATCACCCG
ysl | eThr Ar

AGCAGITTTG
Ser Ser PheV

TAGTTTATAT
aSer LeuTyr

CGCTAGAGAT
hr Leud ul |

AATGICTGIG
AsnVal CysG

GCGCCTCACC

CTTCTCCAGC

CGATGATACA
Met || eHi

CAGAAATGGT
d nLysTrpT

GGAAATTGTT
gd ul | eval

TTGACTGGAA
al AspTr pLy

TTTTGCTGIG
PheCysCysA

TGTGCATCGT
eVal H sArg

AGCTGGATAT
| uLeuAspl |

TGTCAGCCGC
GCTCCTTGCT
TTICATATTG

sPhel | eLeu

ACATCACTCT
yril eThrLe

CAGATTATTC
AnllellelL

GGAGCTAAAA
sd uLeulLys

CAATAGAAAA
| al | ed uAs

TACGTGGAGC
TyrVal d uL

TATCTTTAAT
el | ePheAsn

-83
-33

118
40

168
56

218
73

268
90

318
106
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TTTGAAAAGG
Phed uLysA

TCAGGAAACA
ed nd uThr

TGTTACAGGA
et Leud nd

GAAATCTACT
CAACGCCTCC
ATAATTTAAA
TATTTATAAT
GITATACTGT
CTAACCCAAC
AAGCTGGTTT
TTGTAATAAT
CTTTTTCTAA
TTAATAGTCGC
TAGTACTGTA
AATTCATTTA
TAGAACTTAA
GGITTTAATT
TCTATGAACT
TCTATGACTT
ATAATAATTA
GATCCTGGAA

CTTATTTCAT
| aTyr Phel |

TCCAAGAAAA
Ser LysLysl

GACAATGGAA
uThr Met G u

TGAAGACTCC
CATCCGGTTT
GGGATTCTTT
TACTATGTGT
ATAGGTACTT
AGACAATATT
AGATACATTA
CCATGATTTT
ATGITTAGIT
AGAGTTTATA

CCTGGACGAG
eLeuAspd u

TTGCTGTCAA
| eAl aval Ly

GAATACATGA
d uTyr Met A

AGCACTACAT
TTTGATGGAG
GITAACTAAC
CTGTATTATT
GTAGCTCTAA
TGTAATGTAT
GCTGCAATTT
GAATGTAAAG
TTCTAAATTG
TGTAATGCTA

ACTGCAATTC ACATACAAAA
TTTTTTTTAG AATTGCGATT
TAAGIGITTT TGATGCCTTA
TATCTTTTAA TTGAATATAA
ATATATTTAT TAAGGITTAT
CCTTTATTAT TCTAAAATAG
TTGCTACTAT TTTTTAAAAT
ATTTCATTTC AAATATGITT

TTTATAATAG
Phell el | eG

AGCCATTGAA
sAlalledu

ACAAGCCTAC
snLysProTh

GITATGAAGC
CCTCAGCGCAC
AAAGTTAAAG
AAAAAAAATT
ATGTTTAAAG
TAACTCCATG
TTTTTGCATT
TATATATGAT
TATAATAATT
GACATTTTTC
TGTCTGATTT
ATGAAAATAA
GAAGCTCCTA
GGGACATTCC
AGAGACCTAG
TATGATAAGA
TCACGITCCA
TAATGTATCT

GTGGGGAAAT
lyd yd ul |

GACTCTGATA
AspSer AspM

ATTTTAACTG
r PheSt op

TGTAAATAAG
CATGCCAAAA
TTGTTTAACA
ATGIGICTGT
TAACTACCAC
TTATGITTTT
TGACACAATA
GICATTAATA
CAAAATTATG
ATACACTTAA
TAATGIGCTG
CCAAAGAGTA
TCTTGACTGA
AATAAGGTTT
AGATACAGCA
ATTAATAGCA
AGCACTCTTA
CTAATGCATT

368
123

418
140

*53

*103
*153
*203
*253
*303
*353
*403
*453
*503
*553
*603
*653
*703
*753
*803
*853
*903



TGAAGACTTA
ATATGGTAGA
AAAGAAAAGA
TGCTTCCTGG
CATATTACAG
AATCCCAGCA
GITCGAGAGC
ACAAAAATTA
GCGAGCCAGA
GCCAACAAGG
AGIGGTGGTG
GAATCGCTTG
ACTGCACTCC
AAAAATTAGC
GGCCTGAGEC
GCCAAGGTCA
CTCAAGAAAA
TCTTGCTGCC
TTGAGGTCTG
TCCTAGAAGA
AGATTTTTAG
AGACATATTT
TTCACCAATT
GCATATAAAA
CCATGTAATT
ACCACTGTIGT
ATGITGITAGA
CTTTCTTTCT

TTACATGGECT
TTCCTTTCCT
TTTGCTGCTG
AATGAAAATT
GGAAATAGCT
CTTTGGGAGG
AGCCTGGCCA
GGCCGGGTAC
GGTGECCEEA
TGAAACCCCA
CGTGCCTGTA
AACCTGGEGAG
AGCCTGGEECG
CGGGCATGGT
AGGGGAATGG
TACCAGTGCA
AAAAAAAAAA
TGCTATTTGA
GTATCATTCA
GIGIGITTCC
AGAACTCGAT
AGGGAAAACA
CCTCAATATA
TAATCATTAG
ACAATTATGCG
TTACTTTAGC
ATTTTTTCTT
TTTCCTTCCT

TACTTAGACC
TCTTTTTTCT
ACCATTATTA
CTGTATAACC
TGTAGGCCGG
CCGAGGCAGG
ATATGATGAA
AGTGCCTCAT
TCACAAGGTC
CCTCTATTAA
GICCCAGCTA
GCAGAAGT TG
ACAGAGCGAG
GGCAGGTGCC
CTTGAACCCA
CTCCAGCCGG
AAAGAAAAAG
TGITTTACCT
TATTAGAGTIG
TGTITGGATTC
GGAAAAATGT
GCAAAGCAAG
ACCATTGITC
GCTTTTACTA
CATCACCTTG
TAACCTTCAG
TCTTTTTTTC
TTCTTCCTTC

ATTTAAGATT
TTTCTTACCC
CTGTAAGTAT
AGGTCCTAAC
GAGTGGTGEC
TGGATCACTT
ACCCCATCTC
GCCTATAATT
AAGAGATCAA
AAATACAAAA
CTTGGGAGEC
CAGTGACCTG
ACTTCGTCTC
TGTAATCCCA
GGAGGCAGAG
GIGACAGAGC
TAAAACCTTG
GIGCATTTTC
GITTGGGACC
TTTAGGAGAT
TCTCTTTAGT
CAGGAGAACA
AAAGGAAATA
TCCAATATTT
AAGTTTATCA
TTTTGIGGIT
TTTCTTTCTT
CTTCTTCTCT

ATCACAGCCT
TTTCCTCCCC
ATCACATTTG
AGTGATCAGA
TTACACCTGT
GAGGTCAGEA
TACTAAAAAT
CCAGCACTTT
GACCATCCTC
ATTAGCCGGEG
TGAGGCAGGA
AGATTGTCGCC
AAACAAACAA
GCTACTCAGG
GITGCAGTGA
AAGACTGCGT
TAGTATTCTG
AATGITAGCT
TCCAGIGATT
CCCATCTGGT
TCATCTCAGC
AAGGGAAAAA
ACTCAGATTA
CTTCAGGTTA
TGTATGATTG
TAACTTTTTA
TCTTTTCTTT
CTCTCTCCTT

*953

*1003
*1053
*1103
*1153
*1203
*1253
*1303
*1353
*1403
*1453
*1503
*1553
*1603
*1653
*1703
*1753
*1803
*1853
*1903
*1953
*2003
*2053
*2103
*2153
*2203
*2253
*2303



CCCTCCCTTC

CTTCCTTCCC

TTCTCTTTTC
AGGCCCAGAGT
GGGITCAAAC
GCATGCGCCA
TTCTCCATGT
CCCCCTTGEC
CGGCCAAATT
TAAATCCATC
GATAAAGGTA
TAATTCCATA
TCAGTGICAC
ACGCCTGTAA
GICAGGAGTT
TAAAAATTCA
CTACTCAGGA
TTGCAGTGAG
GAGACCCTGT
TCTATATGCEC
TGGGECCTAGG
TATAAAACTA
CCAAAATAAA

[TTTCTTTTC
GCAATGGTGT
GATTCTCCTG
CCACGCCTGG
TGGTCAGGECT
CTTCCAAAGT
CTTTATTTTT
ATAGITTTTC
TCTCTTGAAC
TTAGACACTT
ACATAGAAAG
TCCCAGCACT
CGAGACCAGC
AAAATTAGCC
GCCTGAGGCA
CTGAGATCAC
CTCAAAAAAA
ACAGTGEEGT
CTAAAATAGT
CCAAGAGAAA
ATGITTTAAC

TTCCTCCCTC
TTTCTTTTCT
GATCTCAGGT
CCTCAGCCTC

CCTCCTTTCT
TTCCTCGCTT
CACTGCAGCC
CCGAGTAGCT

CTAATTTTGT
GGTCTTGAAC
GCTGGAATTA
CAATACAATT
CCGITCTTTT
CTCATTCAAA
TAGITATGGA
TAAATATATC
TTGGGAGGTIC
CTGGCCAACA
AAGTGTGGTG
GGAGAATCGC
GCCACTGTAC
AAAAAAAAAA
AAATTTGAGG
CATTGIGITT
GACAGTAAAT
ATGITTTAAT

AP1S3 (NM_001039569.

ATTTTTGGTA
GCCGACCTCA
CAGGCATGAG
TTGTAAAGAT
GAAATTTGTC
TATACTACAC
CAGGCECTTCT
TCTTCTGEEC
AAGGCGGCAG
TGGTGAAACC
GCACATCCTT
TTGAACCCGG
TCCAGCCCCG
AATGAAAGTA
GATTTTAGGG
TCTTTATATT
GITAAATTTC
GAGGAA

TTCTTTCTTT
CTTGICACCC
TCCGTCTCCT
GGCGATTATAG
GAGT TGGGAT
GGTGATCCGC
CCCGCTGCACC
GGACCTCATG
ACCATATTTG
ATGITCTGGA
CAGACTTCAA
AAGGTGECTC
ATCACCTGAG
CTGICTCTAC
GTAGTGCCAG
GAGGCAGAGG
GI'GACAGAGT
AGTAAACATA
ACATCTTCCA
ATATAATTAC
TATAAAACTT

*2353
*2403
*2453
*2503
*2553
*2603
*2653
*2703
*2753
*2803
*2853
*2903
*2953
*3003
*3053
*3103
*3153
*3203
*3253
*3303
*3353
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