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5" end of ADXT mRNA 5 AQXT priming site

1 r
811 AACCTTTTTT TTTATCATCA TTATTAGCTT ACTTTCATAAR TTGCGACTGG TTCCAATTGA

871 CAAGCTTTTG ATTTTAACGA CTTTTAACGA CAACTTGAGA AGATCAAMAR ACAACTAATT

r
931 ATTCGAAACG ATG AGAR TTT CCT TCA ATT TTT ACT GCT GTT TTA TTC GCA GCA
Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu FPhe Ala Ala

983 TCC TCC GCA TTA GCT GCT CCA GTC AAC ACT ACA ACA GAA GAT GAA ACG GCA
Ser Ser Ala Leu Ala Ala Preo Val Asn Thr Thr Thr Glu Asp Glu Thr Ala

u-factor signal sequence

1034 CRA ATT CCG GCT GAA GCT GTC ATC GGT TAC TCA GAT TTA GAA GGG GAT TTC
Gln Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe

1085 GAT GTT GCT GTT TTG CCA TTT TCC AAC AGC ACA AAT AAMC GGG TTA TTG TTT
Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu Phe

Xho I*

;
1136 ATA AAT ACT ACT ATT GCC AGC ATT GCT GCT AAR GAA GAA GGG GTA TCT CTC
Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val Ser Leu

Kex2 signal cleavege Pstl EcoR1  Pmil sfil BsmB |

v i 1 | i
1187 GAG AM AGA GAG GCT GAA GC |TGCAG| GAATTCAC GTGGCCCAG CCGGCCGTC TCGGR
Glu Lys Arg Glu Ala Glu Ala

51813 signal cleavage
qu]‘;18lﬂ:llnlxml Saclll Nr'ul'l Xllbal r c-myc epitope
1243 TCGGETACCTC GAGCCOGCGGC GGCCGCCAGC TTTCTA GAA CAA AMA CTC ATC TCA GAR
Glu Gln Lys Leu Ile Ser Glu
palyhistiding tag
I I 1
1300 GAG GAT CTG AAT AGC GCC GTC GAC CAT CAT CAT CAT CAT CAT TGA GTTTGTA
Glu Asp Leu Asn Ser Ala Val Asp His His His His His Hig »"»

1352 GCCTTAGACR TGACTGTTCC TCAGTTCAAG TTGEGCACTT ACGAGAAGAC CGGTCTITGCT
3 ADX1 priming sile
1412 AGATTCTAAT CMGA{GGA‘I‘G TCAGARATGECC AT'I'TGE‘.IC'IGA GAGATGECAGE CTTCATTTTT

3’ polyadenylation site
|
1472 GATACTTTIT TATTTGTAAC CTATATAGTA TAGGATTTTT TTTGTCATTT TGTTTCITCT



