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Figure S8: Sarlak, S et al.
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MDAMB231

Clone Nucleotide/protein sequence

VEGFC WT
CAGTTACGGTCTGTGTCCAGTGTAGATGAACTCATGACTGTA

Q  L  R  S  V  S  S V  D  E  L  M  T  V 

VEGFC Ctl1
CAGTTACGGTCTGTGTCCAGTGTAGATGAACTCATGACTGTA

Q  L  R  S  V  S  S V  D  E  L  M  T  V 

VEGFC Ctl2
CAGTTACGGTCTGTGTCCAGTGTAGATGAACTCATGACTGTA

Q  L  R  S  V  S  S V  D  E  L  M  T  V

VEGFC KO1
CAGTTACGGTCTGTGTCCAGA—AGATGACCTCATGGCTGTCCT

Q  L  R  S  V  S  R   R  * 

VEGFC KO2
CAGTTACGGTCTGTGTCCAGTGAA-A-GAACTCCTGGATGGAC

Q  L  R  S  V  S  S E   R   T  P  G  W  

BT549

Clone Nucleotide/protein sequence

VEGFC WT
CAGTTACGGTCTGTGTCCAGTGTAGATGAACTCATGACTGTA

Q  L  R  S  V  S  S  V  D  E  L  M  T  V 

VEGFC Ctl1
CAGTTACGGTCTGTGTCCAGTGTAGATGAACTCATGACTGTA

Q  L  R  S  V  S  S V  D  E  L  M  T  V 

VEGFC Ctl2
CAGTTACGGTCTGTGTCCAGTGTAGATGAACTCATGACTGTA

Q  L  R  S  V  S  S V  D  E  L  M  T  V 

VEGFC KO1
CAGTTACGGTCTGTGTCCAG--------------TGACTGTA

Q  L  R  S  V  S                  *

VEGFC KO1
CAGTTACGGTCTGTGTCCAG--------------TGACTGTA

Q  L  R  S  V  S                  *

Table S1: Sarlak, S et al.
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