Table S1. Details of Ft constructs

Construct

Amino acid sequence

FtAECD

MERLLLLFFLLLAGRESLCQTGDTKLELLAPRGRSYATTYEQYAAFPRR
RSSSSSPSGEMQSRAVDTS

partial cadherin domain:
ADFEVLEGQPRGTTVGFIPTKPKFSYRFNEPPREFTLDPVTGEVKTNVVL
DREGMRDHYDLVVLSSQPT"’-

C*“RGD...EEYV’*_.YPYDVPDYA*

FtAECD2

MERLLLLFFLLLAGRESLCQTGDTKLELLAPRGRSYATT”-C**RGD...E
EYV'Y-YPYDVPDYA*

FtICD

M-F*"RGKQ...EEYV"""-YPYDVPDYA*

AFtICD

FGF receptor 1:
MVTWRCLILWAVLVTATLSAARPAPTLPDQALPKANIEVESHSAHPGDL
LQL-

cl dimerization domain:

SLRSEYEYPVFSFRGKHVQAGMFSPELRTFTKGDAERWVSTTKKASDS
AFWLEVEGNSMTAPTGSKPSFPDGMLILVDPEQAVEPGDFCIARLGGD
EFTFKKLIRDSGQVFLQPLNPQYPMIPCNESCSVVGKVIASQWPEETFG-

FGF receptor 1:
QYTCLAANSIGISHHSAWLTVLKVEDNKPALLASPLQ-

Breathless transmembrane:
LEIYALLHAHPLGFTLAAITIVALFLLGSAFIT-

F''RGK...EEYV . YPYDVPDYA*

AN-1

RFRG™"-R*"'PQR...EEYV""-YPYDVPDYA*

AN-2

RFRG""-A">*SSV...EEYV"'"-YPYDVPDYA*

AN-4

RFRG™"-L"""RKY...EEYV"'"-YPYDVPDYA*

AN-5

RFRG™"°-L**ARL...EEYV"*-YPYDVPDYA*

AN-6

RFRG™"-Q"”"AQQ...EEYV"*-YPYDVPDYA*

A9-C

GPSQ '“-YPYDVPDYA*




A8-C ASPS**_YPYDVPDYA*

A7-C PTTV>"-YPYDVPDYA*

A6-C QQTS™*-YPYDVPDYA*

AS-C LARL4838-*

A4-C ASVP*"*.YPYDVPDYA*

A2-C PLEH"*-YPYDVPDYA*

A1-C QRPD"™-YPYDVPDYA*

AICD EKIG*"”-YPYDVPDYA*

A5-6 LARL™*-AAA-M™*'GLT...EEYV>'"-YPYDVPDYA*
Al1-3 QQQQ"™-AA-A""*SSI...EEYV’'*-YPYDVPDYA*
A3-4 LENA*”*-AA-L*”RKY...EEYV’'*-YPYDVPDYA*
A3-5 LENA*"”*-A-A"°RLS...EEYV’""-YPYDVPDYA*
Al-5 QQQQ"™-AA-A™RLS...EEYV'"-YPYDVPDYA*

-, splice sites; ..., Ft sequences that are not shown but are present in the constructs.

HA tags are underlined.
Other construct-specific domains are as indicated.




