Supplementary Figure 1: Sequence of WAP-Her2 transgene
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Mouse WAP promoter
CTGGGGATCCTCTAGAGTCGACCTGCAGGCATGCAAGCTTGAATTCTTTCACTGCTAAAACAGGGCGGGAGGAGTCCAGAGCCCTGCCACTGGGTGCAGA

ACATGAAGACCCCTTGAGTGGAAAGGGGTTATACAGCTGGACAGTGGTGGCGCACACCTTTAATCCCAGCACTCGGGAGGCAGAGGCAGACGGATCTCTG
AGTTCGAGGCCAGCCTGGTCTACAGAATGAGTTCCGGGACAGCCAGGGCCACACAGAGAAACTCTTGTCTCGAAAAACCAAAAAAAAACAAAAAAGGAAA
GGGGTTACACAACAGAGACTCAGGTCACAGCTACCCATCACACACAGGATACACATACAAAGGTGTTCACAGGCAGATGAGGAACGAGGAGAAGGGGCTC
AAGCAAGGGCCTAAAGTTTCTTTTTTTTTTTTTCTTCTTTTTTTTTTTCCCTGTGGCCTAGAGTTTCAAGAGGCTGAGGACCTAGGCATGAACCAAGAGG
GGCCAAACCACTTCAAGAAGCAGGGGGTAGCAGCAGAATCTCACTATCAGCCTTGAGCACAGCTGGGAAGGAGATCCATGGAAACAACCAAGAAAGAGCT
GAAAGGGGCTGGAGAGATGGCTCAGCAGTTAAGAGCACTGAGTGCTCTTCCGAAGTCCTAGATTCAAATCCCAGCAACCATATGGTGGGTCACAACCATC
TGTAATGAGATCTGATGCCCTCTTCTGGTGTGTCTGAAGACAGCTACAGTGTACTTATGTATAATAAATAAATAAATCTTTAGAAAGGGAGGGGGGGAGA
GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTGGAAGAGGGAGATCTGGGAAGTCTGCTGGCTTTATATGCTGACCA
TATATAGTCACCTGTGTTTACACACTGTGCTCATCACTTTGAAATCTCAGTGGTTTCTTCTTTGAGCCTGTGTCTGTAAGTTCACCAGGAGAGTGGTACA
TAGGCAAGAATAACAGCCAGTGGGCATAGGACACAGAGTGCATGGGCCCCAGCAAGACTGTAGAGAGAACAGAGCTCTGGCTCCTAAGACATAGGGCCTT
CTGGGAAACTCAAGCAGCCAAGCAACCCTAGCCAGCCCTTTCCTGGTGGCCCTCCTTCTGTTCCAGCAAAGGCGGAAATGGGAACAGGGGTGGAAGCAGA
GCATTGGCAGAGCATAGGTATGACTTAGTCTTGACTAACACAAGCATGGCAGTAGCCTGACAGTGGCCTAAATGTGGGGATGACTGCCTTAGATGGGGAT
GACTGCCTTAGATGGGCATGACTGCCTTAGATGGGGATGACTGCCTTAGATGGGGATGACTGCCTTAGATGGAACAACAAACATCTATGGGCATGCTGTG
GAACACTGGCCCACACACGGAACTGAAGGCACTGGCAATTTCCATAGGGCAGTTAAACCTAAAAGCATGCTCACACTCAACAGGCTGCCGGAATCTCATG
AGACACCTGGAATAGACGAATGTAGAAACAGAGCAGAGAGTTGGTTGCCAAGGTCTGGGGGCTCAGAGGACAAGCAAGAGGCGCGGCTTTCCTTTGGGGC
TGGCATGAAAGGAAATATCGAGGTTACAGCCTGAGAGGGCTTCCCCTGACACTTCGTATTCAAAGAGGCCATGGGCACCAGTGAAGACAAAGGAGTATGG
CCTGCACCACAGGCTGGCNCTGACAGTCAGTAAGCACACAGTCACTCTGGGTCATCCCATCCCCTTCCTTGCAAGAGAAATCAAGGAAATGTCCCGAGAA
CAATGGGGCACAGTGCCAGCAGGACATCTCTTCCTGCCCATGGCACCCTTTGGCACGGTATGGGCCCTTCTGGGAAGGTGGCCTTCCAAATTGCTCTGCA

CAGGCAGCTCCTTTTCAATGTATGCCCGACACTCTCTACATGGAGCAAGCGCCTCCACACTCTTAGAAGAATTTTAGAAAACTCCAGAAAAGCACCAGGA
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GAAGTCACCCTCAGATGTAGCCCGGACTCGAGCCTTGCTCAAAACCTCCTGTCTTGTTTTCTATGTGACCTGTACAAATTTGGAGCTCAGAATTGCCTTT
GTCTGTGATGGGTTCCAACCCAACCACTCAAAGTGACACTTGTCACATTTGTCACTGATCCTATTTCTTCTTTTTCTGCTCCTTCATTTTCTCCGCTTTC
ATAATAAACAAGTATTACTTTTTAAGTGGGGGAAAAAATGACCACCCTTACAAAGGACTTTTTAAAAATGGCCTCCATTGTGGCCCTTGTTCCTGGCAGC
CTGGGCCTGCTCTCTCTGTGTGGCCAAGAAGGAAGTGTTGTAGCCCATCTAGAGCTGTGCCAGCCTCTTCCCCCACCCCACCCCCAAAGTCTTCCTCCTG

AGE1l HINDIII HUMAN ERBB2 CDNA 5’ UTR
TGGGTCCTTTAAATGCATCCCAGACACTCAGACAGCCATCAGTCACTTGCCTGACACCGGTACCCAGCTTGGGGCAGCCGCGCGCCCCTTCCCACGGGGL

CCTTTACTGCGCCGCGCGCCCGGCCCCCACCCCTCGCAGCACCCCGCGLCCCCGCGLCCCTCCCAGCCGGGTCCAGCCGGAGCCATGGGGCCGGAGCCGCAG
ORF

TGAGCACCATGGAGCTGGCGGCCTTGTGCCGCTGGGGGCTCCTCCTCGCCCTCTTGCCCCCCGGAGCCGCGAGCACCCAAGTGTGCACCGGCACAGACAT
M E L A AL C R WG L L L AL L P P G A A ST Q V C T G T D M

GAAGCTGCGGCTCCCTGCCAGTCCCGAGACCCACCTGGACATGCTCCGCCACCTCTACCAGGGCTGCCAGGTGGTGCAGGGAAACCTGGAACTCACCTAC
K L R L P A S P E T H UL DML R HUIL Y Q G C O V V 0 G N L E L T Y

CTGCCCACCAATGCCAGCCTGTCCTTCCTGCAGGATATCCAGGAGGTGCAGGGCTACGTGCTCATCGCTCACAACCAAGTGAGGCAGGTCCCACTGCAGA
L P T N A S L S F L 0 DI 0 E V 0 G Y VL I A HNO VU R OV P L QO R

GGCTGCGGATTGTGCGAGGCACCCAGCTCTTTGAGGACAACTATGCCCTGGCCGTGCTAGACAATGGAGACCCGCTGAACAATACCACCCCTGTCACAGG
L R I v R 6 T 0 L ¥ E D N Y AL AV L DNGD P L NDNT T P V T G

GGCCTCCCCAGGAGGCCTGCGGGAGCTGCAGCTTCGAAGCCTCACAGAGATCTTGAAAGGAGGGGTCTTGATCCAGCGGAACCCCCAGCTCTGCTACCAG
A S P G G L R EL 0L R S L TE I L K G G VL I 0 RN P O 1L C Y O

GACACGATTTTGTGGAAGGACATCTTCCACAAGAACAACCAGCTGGCTCTCACACTGATAGACACCAACCGCTCTCGGGCCTGCCACCCCTGTTCTCCGA
p T I L w K D I F H K NN OUL AL T L I DT N R S R A C H P C S P M

TGTGTAAGGGCTCCCGCTGCTGGGGAGAGAGTTCTGAGGATTGTCAGAGCCTGACGCGCACTGTCTGTGCCGGTGGCTGTGCCCGCTGCAAGGGGCCACT
c K 6 s R € W G E S s EDCOQ S L T R TV CA GG C A R C K G P L

GCCCACTGACTGCTGCCATGAGCAGTGTGCTGCCGGCTGCACGGGCCCCAAGCACTCTGACTGCCTGGCCTGCCTCCACTTCAACCACAGTGGCATCTGT
p T D C C H E Q C A A G CTG?P K H S D CL A CULHVFNH S G I C

GAGCTGCACTGCCCAGCCCTGGTCACCTACAACACAGACACGTTTGAGTCCATGCCCAATCCCGAGGGCCGGTATACATTCGGCGCCAGCTGTGTGACTG
E L #H C P A L V T Y N T D T F E S M P NP E G R Y T F G A S C V T A
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CCTGTCCCTACAACTACCTTTCTACGGACGTGGGATCCTGCACCCTCGTCTGCCCCCTGCACAACCAAGAGGTGACAGCAGAGGATGGAACACAGCGGTG
c P Y N YL S TDV G s CTJUL V C P L HDNOQOE V TAUEDGT Q R C

TGAGAAGTGCAGCAAGCCCTGTGCCCGAGTGTGCTATGGTCTGGGCATGGAGCACTTGCGAGAGGTGAGGGCAGTTACCAGTGCCAATATCCAGGAGTTT
E K ¢C s K p C A RV CY G L G M E HLRE V R AV T S A NTI Q E F

GCTGGCTGCAAGAAGATCTTTGGGAGCCTGGCATTTCTGCCGGAGAGCTTTGATGGGGACCCAGCCTCCAACACTGCCCCGCTCCAGCCAGAGCAGCTCC
A G C K K I F 6 s L A F L P E S F D G D P A S N T A P L Q P E O L O

AAGTGTTTGAGACTCTGGAAGAGATCACAGGTTACCTATACATCTCAGCATGGCCGGACAGCCTGCCTGACCTCAGCGTCTTCCAGAACCTGCAAGTAAT
v ¥F E T L £E E I T G ¥ L ¥ I s A w P D S L P DL S V F O N L QO V I

CCGGGGACGAATTCTGCACAATGGCGCCTACTCGCTGACCCTGCAAGGGCTGGGCATCAGCTGGCTGGGGCTGCGCTCACTGAGGGAACTGGGCAGTGGA
R 6 R I L #H N G A Y S L TUL 0 G L G I S W L G L R S L R E L G S G

CTGGCCCTCATCCACCATAACACCCACCTCTGCTTCGTGCACACGGTGCCCTGGGACCAGCTCTTTCGGAACCCGCACCAAGCTCTGCTCCACACTGCCA
L AL I H H N T H L C F V H T V P W D O L F R N P H Q A L L H T A N

ACCGGCCAGAGGACGAGTGTGTGGGCGAGGGCCTGGCCTGCCACCAGCTGTGCGCCCGAGGGCACTGCTGGGGTCCAGGGCCCACCCAGTGTGTCAACTG
R p E D E C V. 6 E G L A CHOULTCA AIRGUHTCWSG P G P T Q C V N C

CAGCCAGTTCCTTCGGGGCCAGGAGTGCGTGGAGGAATGCCGAGTACTGCAGGGGCTCCCCAGGGAGTATGTGAATGCCAGGCACTGTTTGCCGTGCCAC
Ss 0 F L R G Q E C V E E C R VL Q0 G L P R E Y V NAURHTCTUL P C H

CCTGAGTGTCAGCCCCAGAATGGCTCAGTGACCTGTTTTGGACCGGAGGCTGACCAGTGTGTGGCCTGTGCCCACTATAAGGACCCTCCCTTCTGCGTGG
P E C 0 P O NG S VT CU F G P E AD O C VA CAH Y K D P P F C V A

CCCGCTGCCCCAGCGGTGTGAAACCTGACCTCTCCTACATGCCCATCTGGAAGTTTCCAGATGAGGAGGGCGCATGCCAGCCTTGCCCCATCAACTGCAC
R ¢ p s GV K p DL s ¥ M P I W K VF P D EE GATCOU®PCUPTINCT

CCACTCCTGTGTGGACCTGGATGACAAGGGCTGCCCCGCCGAGCAGAGAGCCAGCCCTCTGACGTCCATCATCTCTGCGGTGGTTGGCATTCTGCTGGTC
H s ¢ v p L D DX G CU?PAE O R AS?PL TS I I S A V V G I L L V

GTGGTCTTGGGGGTGGTCTTTGGGATCCTCATCAAGCGACGGCAGCAGAAGATCCGGAAGTACACGATGCGGAGACTGCTGCAGGAAACGGAGCTGGTGG
v v L G v v F 6 I L I K R R Q 0 K I R K Y TMR R L L Q E T E L V E

AGCCGCTGACACCTAGCGGAGCGATGCCCAACCAGGCGCAGATGCGGATCCTGAAAGAGACGGAGCTGAGGAAGGTGAAGGTGCTTGGATCTGGCGCTTT
P L T P S G A M P N O A QO MR I L K ETE L R KV K V L G S G A F

TGGCACAGTCTACAAGGGCATCTGGATCCCTGATGGGGAGAATGTGAAAATTCCAGTGGCCATCAAAGTGTTGAGGGAAAACACATCCCCCAAAGCCAAC
G T v Yy K 6 I w I P D G E NV K I P V A I K V L R E N T S P K A N
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AAAGAAATCTTAGACGAAGCATACGTGATGGCTGGTGTGGGCTCCCCATATGTCTCCCGCCTTCTGGGCATCTGCCTGACATCCACGGTGCAGCTGGTGA
XK £ I L. D E A Y VM A GV G S P YV S R L L G I C L T™ S TV Q L V T

CACAGCTTATGCCCTATGGCTGCCTCTTAGACCATGTCCGGGAAAACCGCGGACGCCTGGGCTCCCAGGACCTGCTGAACTGGTGTATGCAGATTGCCAA
o L. M P Y G C L L D HV RENWIRGIRULG S (O DL LN W CMO I A K

GGGGATGAGCTACCTGGAGGATGTGCGGCTCGTACACAGGGACTTGGCCGCTCGGAACGTGCTGGTCAAGAGTCCCAACCATGTCAAAATTACAGACTTC
G M S ¥y L £ DV R L V HR DI LA AU RN VL V K S P N H V K I T D F

GGGCTGGCTCGGCTGCTGGACATTGACGAGACAGAGTACCATGCAGATGGGGGCAAGGTGCCCATCAAGTGGATGGCGCTGGAGTCCATTCTCCGCCGGC
G L A R L L DI DETE Y HADGGI K V P I K WM ATLE S I L R R R

GGTTCACCCACCAGAGTGATGTGTGGAGTTATGGTGTGACTGTGTGGGAGCTGATGACTTTTGGGGCCAAACCTTACGATGGGATCCCAGCCCGGGAGAT
F T H 9 S D VvV w S ¥ G vT VvVw EL M T F G A K P Y D G I P A R E I

CCCTGACCTGCTGGAAAAGGGGGAGCGGCTGCCCCAGCCCCCCATCTGCACCATTGATGTCTACATGATCATGGTCAAATGTTGGATGATTGACTCTGAA
P DL L E K G E R L P QP P I CTTI DV Y M I MV K CWMTI D S E

TGTCGGCCAAGATTCCGGGAGTTGGTGTCTGAATTCTCCCGCATGGCCAGGGACCCCCAGCGCTTTGTGGTCATCCAGAATGAGGACTTGGGCCCAGCCA
c R P R F R E L V S E F S R MAIZRUDU®POI RV F V VI 0N EDTIL G P A S

GTCCCTTGGACAGCACCTTCTACCGCTCACTGCTGGAGGACGATGACATGGGGGACCTGGTGGATGCTGAGGAGTATCTGGTACCCCAGCAGGGCTTCTT
P L DS TV F Y R S L. LED D D M G D L V D AEE Y L V P O QO G F F

CTGTCCAGACCCTGCCCCGGGCGCTGGGGGCATGGTCCACCACAGGCACCGCAGCTCATCTACCAGGAGTGGCGGTGGGGACCTGACACTAGGGCTGGAG
c p D P A P GAGGMVHHIRH RS S S TR S G G G DL T L G L E

CCCTCTGAAGAGGAGGCCCCCAGGTCTCCACTGGCACCCTCCGAAGGGGCTGGCTCCGATGTATTTGATGGTGACCTGGGAATGGGGGCAGCCAAGGGGC
P S E E E A P R S P L A P S E G A G S DV F D G DL G M G A A K G L

TGCAAAGCCTCCCCACACATGACCCCAGCCCTCTACAGCGGTACAGTGAGGACCCCACAGTACCCCTGCCCTCTGAGACTGATGGCTACGTTGCCCCCCT
Q s L p T H D P S P L QO R Y S E D P TV P L P S E T D G Y V A P L

GACCTGCAGCCCCCAGCCTGAATATGTGAACCAGCCAGATGTTCGGCCCCAGCCCCCTTCGCCCCGAGAGGGCCCTCTGCCTGCTGCCCGACCTGCTGGT
T ¢ s P Q P E Y V N O P D V R P Q P P S P R E G P L P A A R P A G

GCCACTCTGGAAAGGCCCAAGACTCTCTCCCCAGGGAAGAATGGGGTCGTCAAAGACGTTTTTGCCTTTGGGGGTGCCGTGGAGAACCCCGAGTACTTGA
A T L E R P K T L S P G K N GV V K DV F A F G GAV EN P E Y L T

CACCCCAGGGAGGAGCTGCCCCTCAGCCCCACCCTCCTCCTGCCTTCAGCCCAGCCTTCGACAACCTCTATTACTGGGACCAGGACCCACCAGAGCGGGG
P O G G A AP Q P H P P P A F S P A F D DNUL Y Y WD Q D P P E R G
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GGCTCCACCCAGCACCTTCAAAGGGACACCTACGGCAGAGAACCCAGAGTACCTGGGTCTGGACGTGCCAGTGTGAAzCAgngGCCAAGTCCGCAGAAG
A P P S TV F K G T P T A EN P E Y L G L D V P V STOP

CCCTGATGTGTCCTCAGGGAGCAGGGAAGGCCTGACTTCTGCTGGCATCAAGAGGTGGGAGGGCCCTCCGACCACTTCCAGGGGAACCTGCCATGCCAGG
AACCTGTCCTAAGGAACCTTCCTTCCTGCTTGAGTTCCCAGATGGCTGGAAGGGGTCCAGCCTCGTTGGAAGAGGAACAGCACTGGGGAGTCTTTGTGGA
TTCTGAGGCCCTGCCCAATGAGACTCTAGGGTCCAGTGGATGCCACAGCCCAGCTTGGCCCTTTCCTTCCAGATCCTGGGTACTGAAAGCCTTAGGGAAG

CTGGCCTGAGAGGGGAAGCGGCCCTAAGGGAGTGTCTAAGAACAAAAGCGACCCATTCAGAGACTGTCCCTGAAACCTAGTACTGCCCCCCATGAGGAAG
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