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Supplementary Table 1:
Biomarker Eligibility for AZD4547 FGFR Inhibitor Sub-study D

Gene Alteration type Eligible alteration
Substitution T141R, R445W N546K, KB56E, GB18R
Fusion* FGFR1-TACC1

i . FM standard thresholds: =6 estimated copies
Amplification (or= 7 in triploid, = 8 in tetraploid+ samples)
ASTT, W156*, N2111, S252L, 5252W, P253R,
D283N, W280C, A315T, S320C, D336N,
¥375C, CI382R, V305D, E4T00Q, D4TIN,
H5440 | 1547V, N545D, N549K, N5495,
ME49Y, GG13Y, KGEOE, KE5SN, RE7TEG,
FGERD PT08S, ETTTK, TT86K

FGFR2-TACC2, FGFR2-BICC1, FGFR2-
Fusion FPPAPDC1A, FGFR2-SLC45A3, FGFR2-AFF3,
FGFR2-CASPT, FGFR2-CCDCG, FGFR2-
AHCYLA, FGFR2-KIAA196T, FGFR2-0OFDA
FM standard thresholds: =6 estimated copies
{or = 7 in triploid, = 8 in tetraploid+ samples)
S131L, R248C, 5249C, G370C, Y3T3C,
Substitution R309C, 5433C, DE41N, KGE0E, K650M, VETTI,
KT15M
Fusion FGFR3-TACC3, FGFR3-WHSC1, FGFR3-
LETM1, F}G.FRE-BAIAF’E L1

i . FM standard thresholds: = 6 estimated copies
Amplification {or = 7 in triploid, = 8 in tetraploid+ samples)
*Mote: FGFR gene introns are not targeted on current version of FM platform (T5) and
therefore FGFR gene fusions are only detected when breakpoints occur in proximity to
FGFR exons (reduced sensitivity)
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