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5 end of AQXT mRNA 5" AOQX1T priming site
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811 AMCCTTTTTT TITATCATCA TTATTAGCTT ACTTTCATAA TTGCGACTGEE TTCCAATTGA

—
871 CAAGCTTTTG ATTTTAACGA CTTTTAACGA CAACTTGAGA AGATCAMAMAA ACAACTAATT

r
931 ATTCGAAACG ATG AGA 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 TOC TCC GCA TTA GCT GCT CCA GTC AAC ACT ACA ACA GAA GAT GAMA ACG GCA
Ser Ser Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala

a-fador signal sequence

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

183 GAT GTT GCT GTT TG CCA TTT TCC AAC AGC ACA AAT AAC GGG TTA TTG TTT
Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu Phe
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1136 ATA AAT ACT ACT ATT GCC AGC ATT GCT GCT AAM GAA GAM GGG GTA TCT CTC
Ile BRsn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val Ser Leu

Koo signal cleavage EcoR | Pmil stil BsriS | AspT18 |
1187 GAG AAA AGA GAG GCT GAA G{Zf! GMT‘I‘CAC GTGGDCI:AG CCGGCCGTC TCGGATCGGT
Glu Lys Arg Glu AlajGlu Alaj
513 signal cleavage
Km;:!_)_fﬂol Salill n:'arl x?el i c-myc apitope
1244 ACCTCGAGCC GOGGCGEGCC GUCAGCTTTC TA GAA CAA AAAR CTC ATC TCA GAAR GAG
Glu Gln Lys Leu Ile Ser Glu Glu
polyhistidine tag
— T ]
1299 GAT CTG AAT AGC GCC GTC GAC CAT CAT CAT CAT CAT CAT TGA GTTTGTAGCC
Asp Leu Asn Ser Ala Val Asp His His His His His His #*%

1351 TTAGACATGA CTGTTCCTCA GTTCAAGTTG GGCACTTACG AGAAGACCGG TCTTGCTAGA
3° ACXT priming site
1411 TTCTAATCAR GAGGATGTCA GAATGCCATT TGCCTGAGAGS ATGCAGGCTT CATTTTTGAT
3° polyadenylation site
1471 ACTTTTTTAT TTGTAACCTA TATAGTATAG GATTTTTTTT GTCATTTTST TICTTCTCGT
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