Exon 21 sequence for your use (wild type):
ggcatgaactacttggaggaccgtcgcttggtgcaccgecgacctggecagecaggaacgtactggtgaaaa
caccgcagcatgtcaagatcacagattttgggctggccaaactgetgggtgcggaagagaaagaatacca
tgcagaaggaggcaaa

Exon 21 sequence for your use (L858R point mutant):
ggcatgaactacttggaggaccgtcgcttggtgcaccgcgacctggcagecaggaacgtactggtgaaaa
caccgcagcatgtcaagatcacagattttgggogggccaaactgetgggtgcggaagagaaagaatacca
tgcagaaggaggcaaa

5'3' Frame 1 Wild-type EGFR

ggcatgaactacttggaggaccgtcgcttggtgcaccgecgacctggcagccaggaacgta
¢ M N Y L E DR RILUV HERUDIULW AWM AU RNDNUWUV
ctggtgaaaacaccgcagcatgtcaagatcacagattttgggetggccaaactgectgggt
L v XK TP Q BE V XK I TDVFGULAIKIULTUL G
gcggaagagaaagaataccatgcagaaggaggcaaa
A E E K E Y H A E G G K

5'3' Frame 1 L858R Mutant

ggcatgaactacttggaggaccgtcgcttggtgcaccgecgacctggcageccaggaacgta
¢G M N Y L E D RIRUILV HRDULW AWM AU RNDNUWUV
ctggtgaaaacaccgcagcatgtcaagatcacagattttgggegggccaaactgectgggt
L vV X TP Q B V X I TDVFGIRM AIKIULUL G
gcggaagagaaagaataccatgcagaaggaggcaaa
A E E K E Y BH A E G G K



Exon 19 for your use: (wild type)
ggactctggatcccagaaggtgagaaagttaaaattcccgtegetatcaaggaattaagagaagcaacatctccgaaagccaacaaggaaat
cctcgat

Exon 19 for your use: (deletion)
Ggactctggatcccagaaggtgagaaagttaaaattceegtegetatcaaaacatetccgaaagecaacaaggaaatectegat

Wild-type
5'3' Frame 1

ggactctggatcccagaaggtgagaaagttaaaattcececgtecgectatcaaggaattaaga
¢ L W I P E G E K V K I P V A I K E L R

gaagcaacatctccgaaagccaacaaggaaatcctcgat
E A T S P K A N K E I L D

Mutant:

53' Frame 1

ggactctggatcccagaaggtgagaaagttaaaattccecgtecgetatcaaaacatcteceg
¢ L W I P E G E K V K I P V A I K T S P
aaagccaacaaggaaatcctcgat
K A N K E I L D



Negative control sequences for exon 21 (from MDA-MB231 cells):

>231_exon21_fp-exon21_fp_Cl12.abl
NNNNNNNNNNNTNNTGNNNGANNTNNCTTGGTGCACCGCGACCTGGCAGCCAGGAACGTACTGGTGAAAACACCGCAGCA
TGTCAAGATCACAGATTTTGGGCTGGCCAAACTGCTGGGTGCGGAAGANAAAGAATACCATGCAGAAGGAGGCAAAGTAA
GGAGGTGNTNTAGGTCAGCCAAAANCTTACTTTGCCTCTTCTGCAGGTATTCTTTCTCTTCGCCGCATTGGCGCCAAAAT
CTGTGATCTNGACNTGCTGCGTGTTTTCCNNTACTTCGGCGCGNTCCNNGCAGCNNNTCTCGTTAATTCAGCNGAAACAA
AGAAAACCNGCTTGAAGNAANNCATGAGCTCTATGGATCTATATATAAAANTGGAAAAATCCCCTAAAGTGAATGACGAT
CTACTTAATTAAAATANATAACTGGGANCGGCANGAATGGCGGAGCAGGTGTAAGTTCCTGCGCCAAACANNCNTAATGA
NNGANTCGAGNACAGCGGATANATAGAANGTTCNATTTGACAGGCAAGCATGTCTGCTATGTGGTGGATTGGNGANGANA
TGNNNTGNANACAACAGNGTTCTCATGACCAANAATATANCGGTGANNGNNCGGNAANNTNNNTNNGNGNNNNCATCGAA
CTCNNNACTANTCCAGCCAGACGCTGTNNANCTAATNNANTTAANGANNTTTGCATGTTNNNCCNCGCTCANNNANNATN
ATNNNANGTTTCANCTNNCTGANATTACGTTGAANGACTTGCCACTNTTCACTCGATACNTTTANANCAGNGCNAGACTC
ATTCTAATANNTTGNTGTTCNTCNTTTTTTTTGANGATANGCATTTTGTCNNTGATANNTNNTAAATTTCNNNATNNNGC
ANGGATGAAGTCTAGTNNAAATCNNCNNANAAGCGNTGTNTGNGTATATTANNTGTATTCTNTANCANGAGNNTNAGGNN
ACNGNGNAGNNNNAATCNACTAGNNTNNNNGAAATTTANNNANGNTTTACTNTTNNNCNNTNNNNNNNTAGGCTGGNNNN
NGNCNTNNNTTTTNNNANNNNNTNNGACTNNNGNAANANCCCNNGGNGTTTACNCCAAGNTTAGTNCCCNTNGAANNNNN
NNNNNC

>231_exon2|_rp-exon2l_rp_DIl2.abl
CNNNNNNNNCCNNNNGNNNGGGNATNNNTNNTCNNNCGCACCCAGCAGTTTGGCCAGCCCAAAATCTGTGATCTTGACAT
GCTGCGGTGTTTTCACCAGTACGTTCCTGGCTGCCAGGTCGCGGTGCACCAAGCGACGGTCCTCCAAGTAGTTCATGCCC
TGAAACAGAGAAGACNTGCTGTGAGGAAANGTCAGGCTTGCCCTGGGGGGAGAAGACTCTGCAGCGGGCCGGGGACGTGC
TAAGGCTTGATTCCGCCGGCAGATGTACTGACTCAATGGGAATGGAGGCTAACCCAGAGGGCCCACCCCTACCCTGACGT
CATCACCCTCACCTTGACCTGGTTGGAAGAATCATAGCGCACACGCTGGCAACTCTTATTCATCTTGTTCATCAACATCT
TTCCGGTGCGGAAGTCGAAGGTGCTGAGGTCCATGGATCCGCCCAGGTAACGTGCCAGTTGTGGCTTGCTGCGGAACTTC
TTNNNTCAACATCTTTCCCGTGCGNAANTGGNGGGTGCGGAGGTCCGTGGATCCGCCCAAGTCAGGTTGCAGTTGTGCAT
TGGAGGAGAAATTGNTCAGAANCAANAGGGNTCTCATGANGNANAATATCCTGTCCAGNGACCGTAAANNGGCTTANNGG
NCTCATGTGTGTCATTGTTATCCNNTCANGNCTCCGTACAAACTAAGAAACNGANGAATATNTTGTGANCCTGCGNGCCT
ANCGANNNTGCTANCACGTNTNANTTGNNCTGANATCACNGNNCNNGATCTGNTACTNTAAACTGNNNTGTCANATGANT
ACAAANNTTCNCTCAANNNCNTGGNTGNNCNGNTTGNGTATTGNGAGCNGCANNTTGTCCTCGNTNNTGACACGTTGCGC
TNTTTCGNCCNGNTGNNNNANAGTTAACTCCTCANNTCAGNGNTGNANTGNGNNNATCNNGTATNCNNGGGNANGAGATN
GANNNNNNTGGGANNNAANGTCANCTANNNCCAGAANTNAANAANNNTTATGNCTGCNTNNNACGNNGNNNNNACNNNNG
ACNNTTANNNNNNNGACTGNNNANN



