Table S1

Mutants
ADE-25

A3T-4E

#4861

AB2-TE

A3T-E5

AT4-EE

AAZ-EE

#3801
A102-108

= 2527 (AnxAl)
=23.30 (AnxAl)
>31-33 {AnxAl}
= 34-36 (AnxAl)
= 37-32 (AnxAl)
= 4042 (AnxAl)
43 45 (AnxAl)
> 4848 (AnxAl}
= 49-75 (AnxAl)
= 40-81 (AnxAl)
= B2-75 [AnxAl)

K2E85+D34N+E305
R3TS+E43H+K4TM

WBEL

Sense

L —CCARGTGECATATCGGEATSCTTTSARCATTGAARC -3 "
5 - GATGCTEAGARMCGETETEEATGAGETCAC-3 "

5 —CATCAAGACCARCCGECRAGCARTGECAC-3"

L —CRAACATTTTGACCAGARGGACCARARACGGAACTTG -3

B —GATGCTGAGCAGAGACRAGGATATTECCTTC-3"

5 —GCCTTCTCAGCCTTATCTGECCAC-3!

S -GRAGGACCAARARGTCAGCCTTATCTGECCAC-3 "
5 -CRGCACTGAAGCTATTGARGACACCTGCTCAG-3"
L - GATTTTGEECTATSACGCTTCTGAGCTARRRG-3 "
B ' —-CTACACCCCCARGTGCATATAGCGCTGETC-3!

5 —GEETCTGTCAGTCCCTATACTAACTTTG- 3

S —GTCAAARGCCTATCCTACCTTTGATGCTGAG-3"

L' -CTATACTARCTTTRAATCCTAGTCGEEATGCTTTG-3!"
L - CTTTEATECTEAGRAGCOGATETTTTEAACATTG-3 "
B —CGEEGATGCTGCGECCCTTGARACAGCCATC-3"

L —CTTTGAACATTCACARRGCCATCAAGACC-3!

S -GRARCAGCCATCATGETCAARGETETGE-3"

5 -RARCAATGCACAGRGACAGCARATTARAGCCGCCTACCAGAGRAGGACCARARARGEARCTTG-3"
B —GGECCACCATTATCGACATTTTGACCARACCECAGCARATGCACAGRAG-3"

B -ARACECAACAATGCACAGRGACAGCAGATTARGECCGCCTACCAGAGARGERACC-3 !

L - TCAGCCTATACTARCTTTAATGCTTCGCGEEATGCTTTGARCATTG- 3"

S —CGEEATGCTT TGAACATTCACACAGCCATCATGACCARAGETGTGEATGAG-3 "

5 -GERAGACGCTGATTTTGEECCTATTG-3"

. Oligonucleotides used for site-directed mutagenesis of AnxAZ2.

Antisense

S —CATCCCGATATGCACTTGEEGETET-3 !

&' —CCRCACCTTTC TCAGCATCARRGTTAGTATAGG -3
S —CTECEETTEET CTTEATGECTETTTCARTG -3

S —EETCCTTCTEE TCARARTCETTEACARATGETE-3 "

S —CCTETCTCTEC TCAGCATCARAGTTAGTATASG -3
S —CCRGATARGGC TEGAGAAGECARTATCCTETCTC-3
S —GATARGGCTEACTTTTTGETCCTTCTCTEE TRGE-3
& —GETCTTCAATAGCTTCAGTECTEATECARGTTC-3"

S —GARGCOTCATAGCCCARRATCACCETOTC- 3

S —GACAGCECTATATECACTTGEESGETETAG- 3"

S —CARAGTTRACTATAGECGACTGACRSACCC-3 "

L —CTCAGCATCARRGETAGGATAGGCTTTGAC -3

S —CARAGCATCCCGACTAGGATTARAGSTTAGTATAG-3"
S —CAATGTTCARRRCATCSCTCTCAGCATCARAS-3"

5 —GATGECTETTT CARGEECCECAGCATCCCGE -3

S —GETCTTEATGECTTTETEGAATSTTCARRG -3

L —CCRCACCTTTGACCATGATGECTETTTC-3 "

S =CTGEETAGGCGECTTTARTTTGC TG TCTC TG TECAT TS TTGCGTTTGETCAARATGTCG-3 "
L - CARARTGTCGATAATESTEECCTCATCCACACCTTTEETC- 3!

L —GGECCTTAATCTGCTETCTCTGTGCATTSTT GCGTT TEETCARRATGTTEGACARTGGTG-3 "
L —CEAAGCATTARRAGTTAGTATAGGCTEAGACAGRCCCATATGCACTTG-3 "

L —CATGATGGCTETETEARTET TCARRGCATCCGACT CAGCATCAARGTTAGTATAGGC-3"

' -CRATRGECCCAARATCRGCETCTCC-3!
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