ANNEXES

Annex A - Summary of sequences and primary structure characteristics of MEG proteins analysed in this study. Molecular
weight (MW in Da), aliphatic index and gravy index have been calculated by ProtParam on the EXPASY server.

UniProt ID Gene name (WBPS) and annotated Mw pl Aliphatic | Gravy
name(s) (g/mol) index Index
C4QKES Smp_085840.1 MEG-4 Antigen 10.3 12908 4.86 89.16 -0.45
AO0A1C9A1H6 Smp 124000.1 MEG-14 isoform 3 14354 10.31 80.5 0.1
AOA1C9A1IS Smp 124000.1 MEG-14 isoform 6 13820 10.19 76.99 0.05
AO0A1C9A1J0 Smp 124000.1 MEG-14 isoform 7 14760 10.56 74.72 -0.06
Q8ITDS Smp_124000.2 MEG-14 15822 10.40 79.04 0.09
AO0A1C9A1I Smp 124000.2 MEG-14 isoform 1 14267 10.31 81.07 0.11
AO0A1C9A114 Smp 124000.2 MEG-14 isoform 2 15782 10.16 74.52 0.01
AO0AS5K4EKO08 Smp 124000.2 MEG-14 isoform 3 15509 10.03 83.47 0.1
AO0A1C9A1I3 Smp 124000.2 MEG-14 isoform 4 15447 10.25 75.33 0.01
AO0A1C9A1I0 Smp 124000.2 MEG-14 isoform 5 14179 10.31 81.65 0.12
G4VTW5 Smp_165050.1 MEG-7 13106 10.04 79.74 -0.36
AO0ASK4EUJ7 Smp_165050.2 MEG-7 iso2 16568 9.88 82.62 -0.43
AO0A3QOKTG4 Smp _176020.1 MEG-11 8635 5.36 81.52 0.03
AO0AQUSKI4S5 Smp_243780.1 MEG-30 6687 8.14 119.31 0.66
AOAOUSKFM1 Smp_243790.1 MEG-31 protein 6879 9.39 88.1 -0.21
AOAS5KA4F627 Smp 307220.1 MEG-4 Antigen 10.3 19788 6.73 83.35 -0.64
Q86D79 Smp_307220.2 MEG-4 Antigen 10.3 22739 8.43 76 -0.77
AO0AS5K4F2KS5 Smp_307220.3 MEG-4 Antigen 10.3 20828 7.74 81.37 -0.67
AO0A5K4F4Bl1 Smp 307240.1 MEG-4 Antigen 10.3 22129 9.14 94.17 -0.59
G4VCW35 Smp_171190.1 MEG-8 20959 9.86 66.86 -0.55




D7DP78 MEG-2.11is0l 9792 5.53 86.36 -0.05
D7DP76 MEG-2.1is02 5641 4.83 103.08 0.51
D7DP75 MEG-2.1is03 2818 7.98 146.15 1.14
AO0A3QOKKC4 Smp _122630.1 MEG-1 isol 18213 5.34 88.65 -0.09
D7PDS88 Smp _122630.1 MEG-1 isol0 17319 5.58 87.57 -0.07
D7PD89 Smp _122630.1 MEG-1 isoll 16526 5.58 89.15 -0.07
D7PD93 Smp_122630.1 MEG-1 isol6 17523 5.33 86.98 -0.12
D7PD9%4 Smp 122630.1 MEG-1 isol8 14425 5.28 98.28 0.06
D7PDS83 Smp _122630.1 MEG-1 iso5 18241 5.34 88.65 -0.09
D7PD84 Smp_122630.1 MEG-1 iso6 16143 5.48 91.88 -0.1
D7PD86 Smp 122630.1 MEG-1 iso8 14480 5.53 95.89 -0.02
AOASK4EKNI1 Smp_122630.2 MEG-1 iso2 18156 6.28 102.53 0.02
D7PD79 Smp 122630.2 MEG-1 isoform 1 18184 6.28 102.53 0.02
D7PD99 Smp_122630.2 MEG-1 isoform 12 16495 6.81 107.21 0.09
D7PD91 Smp_122630.2 MEG-1 isoform 14 16112 6.27 107.45 0.04
D7PD95 Smp 122630.2 MEG-1 isoform 17 15394 6.27 106.41 0.02
A0A3QOKMSO0 Smp_138060.1 MEG-3 Grail family 16404 4.81 57.55 -0.32
D7PD62 Smp_138060.1 MEG-3.3 isoform 1 16403 5.07 57.55 -0.32
D7PD63 Smp_138060.1 MEG-3.3 isoform 2 16153 4.81 55.78 -0.37
D7PD64 Smp_138060.1 MEG-3.3 isoform 3 15542 4.70 57.34 -0.35
D7PD53 Smp_138070.1 MEG-3.2 (Grail) 14811 5.60 60.72 -0.17
isoform2
D7PD52 Smp_138070.1 MEG-3.2 (Grail) 15769 5.39 57.1 -0.26
isoform2/1
D7PD54 Smp_138070.1 MEG-3.2 (Grail) 15208 5.39 57.17 -0.3

isoform3




D7PD57 Smp 138070.1 MEG-3.2 (Grail) 14794 5.62 55.88 -0.27
isoform6
D7PD60 Smp 138070.1 MEG-3.2 (Grail) 14500 5.42 54.62 -0.34
isoform9
AOASK4EPCS Smp 138070.2 MEG-3.2 (Grail) 17562 7.16 68.01 -0.22
isoforml
A0A3QOKMU6 Smp 138080.1 MEG-3 (Grail) 17152 5.44 50.99 -0.67
D7PD49 Smp 138080.1 MEG-3.1 (Grail) 16404 5.07 57.55 -0.32
isoforml
D7PD50 Smp 138080.1 MEG-3.1 (Grail) 14569 5.39 55.04 -0.44
isoform2
D7PD51 Smp 138080.1 MEG-3.1 (Grail) 16615 5.77 47.07 -0.74
isoform3
C4QG05 Smp 159800.1 MEG-2 (ESP15) family | 9095 7.53 95.06 0.03
D7PD69 Smp 159800.1 MEG-2.4 isoform 1 8971 6.52 96.3 0.05
A0A3QOKR24 Smp 159830.1 MEG-2 (ESP15) family | 7734 5.07 87.54 -0.05
C4QPR6 Smp 180310.1 MEG-2 (ESP15) 8646 7.54 50.68 -0.58
C4QPRS Smp 180320.1 MEG-2 (ESP15 isol) 11165 7.57 73.02 -0.22
AOA3QOKTV3 Smp 180320.2 MEG-2 (ESP15 iso2) 10983 6.87 73.79 -0.2
C4QPR9 Smp 180330.1 MEG-2 (ESP15 family) | 5497 10.37 103.54 -0.35
C4QPS0 Smp 180340.1 MEG-2 (ESP15) 4895 9.90 84.09 0.14
AOAS5K4F8B3 Smp 326790.1 MEG-1 22040 5.12 79.09 -0.3
AOASK4F8US Smp 326790.2 MEG-1 21198 5.24 80.56 -0.34
AO0AS5K4FAB4 Smp 326790.3 Uncharacterized 19957 5.23 65.33 -0.67
AO0AS5K4FDBY Smp 336990.1 Uncharacterized 9393 6.68 82.17 -0.07
AOASK4FFX0 Smp 345100.1 MEG-2.2 isoforml 13413 9.64 96.52 -0.37
D7PD77 Smp 345100.1 MEG-2.2 isoform2 9336 7.50 87.37 0.02
AO0A3QOKQX7 Smp 158890.1 MEG-16 isol 12759 10.12 78.68 -0.18
AO0ASK4EU45 Smp 158890.2 MEG-16 iso2 11802 9.91 72.21 -0.32




G4LYDI1 Smp 152580.1 MEG-5 8884 9.36 112.28 0.05
A0A3Q0KQ39 Smp 152590.1 MEG-10 6127 7.74 59.29 0.04
G4LYDO Smp 152590.2 MEG-10 iso2 6056 7.74 58.55 0.01
A0Q3Q0KQ41 Smp 152630.1 MEG-12 5050 8.10 60.24 -0.18
AOAOUSKIN7 Smp 243730.1 MEG-10.2 protein 7428 5.96 88.44 0.36
AO0AOUSKIVY9 Smp 243750.1 MEG-27 isol 6701 5.99 95.64 0.26
AO0ASKA4F014 Smp 243750.1 MEG-27 iso2 6800 6.38 95.64 0.18
AOAOUSKEW2 Smp 123100.1 MEG-32.1 8861 9.30 118.72 0.61
AO0AOUSKI28 Smp 123200.1 MEG-32.2 9879 6.63 102.81 0.26
AO0A3QOKLA7 Smp 127990.1 MEG 13 isol 14352 4.19 58.46 -0.41
AO0ASK4ELO02 Smp 127990.2 MEG 13 iso2 13790 4.27 60.8 -0.39
G4VLP3 Smp 172180.1 MEG-8 15839 9.07 58.5 -0.47
AO0AOUSFZ31 Smp 243740.1 MEG-26 protein 8252 7.75 129.45 0.25
AOAOUSKKP6 Smp 243760.1 MEG-28 7864 10.01 110.76 0.44
AOAOUSKLL2 Smp 243770.1 MEG-29 protein 7636 6.70 129.86 0.94
AO0A3QOKCI1 Smp 010550.1 Uncharacterized MEG- | 16111 9.94 86.31 -0.44
15 iso4
AOASK4EOM7 Smp 010550.2 Uncharacterized MEG- | 18948 10.26 81.08 -0.52
151is02
G4VMN2 Smp 010550.3 Uncharacterized MEG- | 19569 10.33 78.72 -0.59
151iso0l
AO0AS5SK4E9GS8 Smp 010550.4 Uncharacterized MEG- | 16045 9.94 87.73 -0.37
15 iso3
AO0A3QOKKW2 Smp 125320.1 MEG-9 6818 5.31 86.61 0.36
G4VTX1 Smp 163710.1 MEG-6 7549 12.14 98.77 -0.66




Annex B - Sequences of MEG proteins analyzed in this study.

UniProt ID Gene name (WBPS) and Protein Sequence
annotated name(s)
C4QKES8 Smp 085840.1 MEG-4 | MNFLTLYVTLVYTILSVYSDIEPRIQKEYYYNLHENNSQANHNKFHEMPEYDD
Al/ll‘lg en 10.3 QLPDFPHKQLEEEQNPFHKLSEVLNSGSVVPLWLVNPIYYVLELFPRAISYYFN
AOA1C9A1HG6 Smp_124000.1 MEG- MNRFFWTVTQCTILLVIICNLNTMKATSANSRTHGATSTSTHGATSTAKPAASTP
14 is_oform 3 PKAAATSTIKPTVTTPKAAATSTIKPTVTTSKPSPAKPAASNTAKPAASTPKKPH
DERAVLAAAAVPIVLGVIGEVIGFILQYIAS
AOA1C9AT1IS Smp_124000.1 MEG- MNRFFWTVTQCTILLVIICNLNTMKATSANSRTHGATSTTHGATSTAKPAASTPP
14 is_oform 6 KAAATSTIKPTVTTPKAAATSTTEPTVTTSKPSPAKPAASNTAKPAASTPKKPHD
ERAVLAAAAVPIVLGVIGEVIGFILQ
AOA1C9A1J0 Smp_124000.1 MEG- MNRFFWTVTQRTILLVIICNLNTMKATSANSRTHGATSTRTHGATSTAKPAASTP
14 is_oform 7 IKPTVTTPKAAATSTTEPTVTTPKAAATSTTEPTVTTSKPSPAKPAASNTAKPAA
STPKKPHDERAVLAAAAVPIVLGVIGEVIGFILQ
Q8ITD5 Smp_124000.2 MEG- MNRFFWTVTQCTILLVIICNLNTMKATSANSRTHGATSTSTHGATSTAKPAASTP
14 - PKAAATSTIKPTVTTPKAAATSTIKPTVTTPKAAATSTIKPTVTTSKPSPAKPAAS
NTAKPAASTPKKPHDERAVLAAAAVPIVLGVIGEVIGFILQYIAS
AOA1C9AI1T1 Smp_124000.2 MEG- MNRFFWTVTQCTILLVIICNLNTMKATSANSRTHGATSTSTHGATSTAKPAASTP
14 is_oform ] PKAAATSTIKPTVTTPKAAATSTIKPTVTTKPSPAKPAASNTAKPAASTPKKPHD
ERAVLAAAAVPIVLGVIGEVIGFILQYIAS
AOA1C9A114 Smp_124000.2 MEG- MNRFFWTVTQCTILLVIICNLNTMKATSANSRTHGATSTRTHGATSTAKP
14 is_oform 2 AASTPPKAAATSTIKPTVTTPKAAATSTTEPTVTTPKAAATSTTEPTVT-
TKPSPAKPAA
SNTAKPAASTPKKPHDERAVLAAAAVPIVLGVIGEVIGFILQYIAS
AOA5K4EK08 Smp_124000.2 MEG- YLLCKKEYSIMNRFFWTVTQCTILLVIICNLNTMKATSANSRTHGATSTSTHGA
14 isoform 3 TSTAKP
AASTPPKAAATSTIKPTVTTPKAAATSTIKPTVTTKPSPAKPAASNTAKPAASTP
KKPHDERAVLAAAAVPIVLGVIGEVIGFILQYIAS
AOA1C9A1I3 Smp_124000.2 MEG- MNRFFWTVIQCTILLVIICNLNTMKATSANSRTHGATSTRTHGATSTAKP
14 is_oform 4 AASTPPKAAATSTIKPTVTTPKAAATSTTEPTVTTPKAAATSTTEPTVTTSKPSPA
KPAA SNTAKPAASTPKKPHDERAVLAAAAVPIVLGVIGEVIGFILQ
AOA1C9A1I0 Smp_124000.2 MEG- MNRFFWTVTQCTILLVIICNLNTMKATSANSRTHGATSTTHGATSTAKPAASTPP
14 is_oform 3 KAAATSTIKPTVTTPKAAATSTIKPTVTTKPSPAKPAASNTAKPAASTPKKPHDE
RAVLAAAAVPIVLGVIGEVIGFILQYIAS
G4VTIW5 Smp 165050.1 MEG-7 | MNTLFRSIFVVVVVYAYFDMANGVPEPPRVPDEDAVPVRAKPATPIKISTDKIPV
- NKTMKIQTTPSKEKKQKPDPKRYKRSSYQKDKKAKSSSSTLTIGYPILFITTPFVI
SKFLL
AO0A5K4EUJ7 Smp 165050.2 MEG-7 | MSVPIRNLLRNNEYAICKFQYCKHIDNGNYNILQRSIFVVVVVYAYFDMANGV
iso 2_ PEPPRVPDEDAVPVRAKPATPIKISTDKIPVNKTMKIQTTPSKEKKQKPDPKRYK
RSSYQKDKKAKSSSSTLTIGYPILFITTPFVISKFLL
A0A3QOKTG4 Smp 176020.1 MEG- MKLTHILLICFISFLFFTYVQCDGEEEENEEEEK PPQPDVPHGKHPLLRKAFLTA
11 - PSWLHMPFSIAGAVAAYVFYHFYG
A0AOUSKI45 Smp 243780.1 MEG- MQVDKFITYTIVIIAIAIFVSMPEIHAFGIKFFTTTPVPNKGLLDKLLDGLY QFFNR
30 H
AOAOUSKFMI1 Smp 243790.1 MEG- MHCVLLLLSLFAVCSVIMPTVKSGGSASGGSTEVDLMHKRGKDREDKRRKDY
37 p; otein IKELVKNATGT
AOA5K4F627 Smp 307220.1 MEG-4 | MNIYLIGILCIVGLIISQGSTANGSPLDDRFNDVNTINKKQF TEEEFSRLINSMLK
Anti_ en 10.3 EYIEDNKKDKHPTQKTTPKPTTPKQINDGTSDKTSDTHTIKRTTPKPTTPKQIND
& ’ GTSDKPKSIADIFLINKPKVPLWIVNPLYYMVEKFVQIMGYLLEDDDTLELNLP
KYYYDKSI
Q86D79 Smp 307220.2 MEG-4 | MNIYLIGILCIVGLIISQGSTANGSPLDDRFNDVNTINKKQFTEEEFSRLINSMLK
Anti_en 10.3 EYIEDNKKDKHPTQKTTPKPTTPKQINDGTSDKTSDTHTIKRTTPKPTTPKQIND
& ’ GTSDKTSDTHTIKRTTPKPTTPKQINDGTSDKPKSIADIFLINKPKVPLWIVNPLY
YMVEKFVQIMGYLLEDDDTLELNLPKYYYDKSI
AO0AS5K4F2K5 Smp 307220.3 MEG-4 | MNIYLIGILCIVGLIISQGSTANGSPLDDRFNDVNTINKKQF TEEEFSRLINSMLK
Anti_en 10.3 EYIEDNKKDKHPTQKTSDTHTIKRTTPKPTTPKQINDGTSDKTSDTHTIKRTTPK
& ’ PTTPKQINDGTSDKPKSIADIFLINKPKVPLWIVNPLYYMVEKFVQIMGYLLED
DDTLELNLPKYYYDKSI
AOA5K4F4B1 Smp 307240.1 MEG-4 | MKLVSISLIGIFSLLISQEYGYLIDIKHINSPNQKQY VRDKMNLLNEYLTSRNIKK

Antigen 10.3

QFTEEEFSRLINSMLKKHIEDKNVDIRIIENKKDKHPTQKTSDTHTIKRTTPKPTT
PKQINDGTSDKPKSIADFFLINKPKVPLWIVNPLY YMVEKFVQIMGYLLEDDDT
LELNLPKYYYDKSI




GAVCWS5 Smp_171190.1 MEG-8 | MFTIILIYVLYFIANAKFEHTTSGIRNPSKLSDSNASKTLSLKNLTDHYIHTPQKS
- NNGTSCNGKDTCKLPNPSQKGFTNTTSLPHTQSHNSTVAPSVPKPTRQEIPRSG
TIVNGTKPTPGKPVVNGTKPTPGKPESFLKRYVGDGFFDLFSEQEFHPINHKSYLF
NFWYLFRTSFLNLKNMKNLLLGS
D7DP78 MEG-2.1 isol MKLSGANCLVVFSLLQLLVAFSHCDINDITCNKTVCCASEDGKKGSLCCEKDG
CPIPSTPDLLLGNYQRHQRMKNYLEEVCENFIYTP
D7DP76 MEG-2 1 iso2 MKLSGANCLVVFSLLQLLVAFSHCDINDITCNKTVCCASEDGKIGENFIY TP
D7DP75 MEG-2 1 is03 MKLSGANCLVVFSLLQLLVALSHYTP
AOA3QOKKC4 Smp_122630.1 MEG-1 | MANKDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
0l RTWFVENETKEICSCLTDFIKCIFREINIDKDYLCTYPTNFSHGLITYCTKSNDER
DLLSYEEDHIALY VIQPTNHCQRYEGSSSLVSQKPEKECPFCFD
D7PDS8 Smp_122630.1 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
15010 RTWFVENETKEICSCLTDSIKCIFREICTYPTNFSHGLITYCTKSNDERDLLSYEE
DHIALY VIQPTNHCQRYEGSSSLVSQKPEKECPFCFD
D7PDS9 Smp_122630.1 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
isoll RTWFVENETKEICSCLTDFIKCIFREISHGLITYCTKSNDERDLLSYEEDHIALY VI
QPTNHCQRYEGSSSSVSQKPEKECPFCFD
D7PD93 Smp_122630.1 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
15016 RTWFVENETKEICSCCIFREINIDKDYLCTYPTNFSHGLITY CTKSNDERDLLSY
EEDHIALYVIQPTNHCQRYEGSSSLVSQKPEKECPFCFD
D7PD9% Smp_122630.1 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
1018 RTWFVENETKEICSCCIFREINIDKDYLCTYPTNFSHGLITY CTKSNDERDLLSY
EEDHIALYVIQPTNHCQRYEGSSSLVSQKPEKECPFCFD
D7PDS3 Smp_122630.1 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
05 RTWFVENETKEICSCLTDFIKCIFREINIDKDYLCTYPTNFSHGLITYCTKSNDER
DLLSYEEDHIALY VIQPTNHCQRYEGSSSLVSQKPEKECPFCFD
D7PD34 Smp_122630.1 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLT
i06 DFIKCIFREINIDKDHLCTYPTNFSHGLITY CTKSNDERDLLSYEEDHIALY VIQP
TNHCQRYEGSSSLVSQKPEKECPFCFD
D7PDS6 Smp_122630.1 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLT
i08 DFIKCIFREISHGLITY CTKSNDERDLLSYEEDHIALY VIQPTNHCQRYEGSSSLY
SQKPEKECPFCFD
AOASKAEKN1 Smp_122630.2 MEG-1 | MANKDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
02 RTWFVENETKEICSCLTDFIKCIFREINIDKDYLCTYPTNFSHGLITYCTKSNDER
DLLSYEEDHIALY VIQPTNHCQRYEGSSIKKRLLESYLITTPI
D7PD79 Smp_122630.2 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
isoform 1 RTWFVENETKEICSCLTDFIKCIFREINIDKDYLCTYPTNESHGLITYCTKSNDER
DLLSYEEDHIALY VIQPTNHCQRYEGSSIKKRLLESYLITTPI
D7PD99 Smp_122630.2 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLN
isoform 12 RTWFVENETKEICSCLTDFIKCIFREISHGLITYCTKSNDERDLLSYEEDHIALY VI
QPTNHCQRYEGSSIKKRLLESYLIITPI
D7PDI1 Smp_122630.2 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKLT
isoform 14 DFIKCIFREINIDKDYLCTYPTNFSHGLITY CTKSNDERDLLSYEEDHIALY VIQP
TNHCQRYEGSSIKKRLLESYLITTPIT
D7PD95 Smp_122630.2 MEG-1 | MANRDLILTPYQVFILPCFILIFWSLFLIVFKSDGSGTWRKDIDWLILTKGGKCIF
isoform 17 REINIDKDYLCTYPTNFSHGLITYCTKSNDERDLLSYEEDHIALY VIQPTNHCQR
YEGSSIKKRLLESYLITTPI
AOA3QOKMS0 Smp_138060.1 MEG-3 | MLFFALILISLHSFDCAFTAQQECEKNCKGDNEY VSPNCGILCSGTIGPQTFYC
Grail famil YLGCSHNATKQSEFDNCK TKCDGGVQLTKEACLSNCGLITTHPELCDAVCGGN
Y DGGSFPICLYNCDQEHTDPRKDGADGSEDFDKCKTKCYKMAGQ
D7PD62 Smp_138060.1 MEG- | MLFFALILISLHSFDCAFTAQQECEKNCKGDNEY VSPNCGILCSGTIGPQTFYC
3.3 isoform | YLGCSHNATKQSEFDNCK TKCDGGVQLTKEACLSNCGLITTHPELCDAVCGGN
: DGGSFPICLYNCDQKHTDPRKDGADGSEDFDKCKTKCYKMAGQ
D7PD63 Smp_138060.1 MEG- | MLFFALILISLHSFDCAFTAQQECEKNCKGDNEY VSPNCGILCSGTIGPQTFY Y
3.3 isoform 2 HYFSTKQSEFDNCK TKCDGGVQLTKEACLSNCGLITTHPELCDAVCGGNDGGS
: FPICLYNCDQEHTDPRKDGADGSEDFDKCKTKCYKMAGQ
D7PD64 Smp_138060.1 MEG- | MLFFALILISLHSFDCAFTAQQECEKNCKGDNEY VSPNCGILCSGTIGPQTFYST
3.3 isoform 3 KQSEFDNCK TKCDGGVQLTKEACLSNCGLITTHPELCDAVCGGNDGGSFPICL
‘ YNCDQEHTDPRKDGADGSEDFDKCKTKCYKMAGQ
D7PD53 Smp_138070.1 MEG- | MLFVALILISLHSFDCVFTARETQQECVRHCGGHSGGLCSGSTGPQTFYCYLG
T CSHNASNQNDFDKCLPKCNGSPQLTESSCQNDCGRVTTHPELCGIVCGGNVGD
3.2 (Grail) isoform2 SFPLCLYNCDQGNGSGNFDECKTKCYLMAGR
D7PD52 Smp_138070.1 MEG- | MLFVALILIISLHSFDCVFTARETQQECVRHCGGHNEY VTRY CGGLCSGSTGPQ

3.2 (Grail) isoform2/1

TFYCYLGCSHNASNQNDFDKCLPKCNGSPQLTESSCQNDCGRVTTHPELCGIV
CGGNVGDSFPLCLYNCDQGNGSGNFDECKTKCYEMAGR




D7PD54 Smp_138070.1 MEG- | MLFVALILIISLHSFDCVFTARETQQECVRHCGGHNEY VTRYCTGPQTFYCYLG
T CSHNASNQNDFDKCLPKCNGSPQLTESSCQNDCGRVTTHPELCGIVCGGNVGD
3.2 (Grail) isoforms3 SFPLCLYNCDQGNGSGNFDECKTKCYEMAGR
D7PD57 Smp_138070.1 MEG- | MLFVALILIISLHSFDCVFTARETQQECVRHCGGHNEY VTRY CGGLCSGSTGPQ
e TFYCYLGCSHNASNQNDFDKCLPKCNGQNDCGRVTTHPELCGIVCGGNDGGS
3.2 (Grail) isoform6 FPICLYNCDQGNGSGNFDECKTKCYEMAGR
D7PD60 Smp_138070.1 MEG- | MLFVALILIISLHSFDCVFTARETQQECVRHCGGHNEY VTRY CGGLCSGSTGPQ
PR TFYCYLGCSHNASNQNDFDKCLPKCNGQNDCGRVTTHPELCGIVCGGNDGGS
3.2 (Grail) isoform9 FPICLYNCDQGNGSGNFDECKTKCYEMAGR
AOASK4EPCS Smp_138070.2 MEG- | RTTTHRLVKMLFVALILIISLHSFDCVFTARETQQECVRHCGGHNEY VIRYCGG
3.2 (Grail) isoforml LCSGSTGPQTFYCYLGCSHNASNQNDFDKCLPKCNGSPQLTESSCONDCGRPH
: TLNCVVSFVVEMLETHFHCVCITAIREMVRETLTNVKQSATK WRDGEFP
AOA3QOKMUG6 Smp_138080.1 MEG-3 | MLFVALILISLHSFDCVFTAQETRDAERECKKHCEGNNEY VTRY CGGLCSSNT
(Grail) GPQTFYCYLGCSHNASTQDDFDKCLPKCNDRYVQLTEENCRDDCGRVTSHHEL
CGDVCGGNHGGSFPLCLYNCDQEHPREYERGYDKCK TKCYAMEGR
D7PD49 Smp._138080.1 MEG- | MLFVALILISLHSFDCVFTAQETRDAERECKKHCEGNNEY VIRY CGGLCSSNT
3.1 (Grail) isoforml GPQTFYCYLGCSHNASTQDDFDKCLPKCNDRYVQILTEENCRDDCGRVTSHHEL
: CGDVCGGNHGGSFPLCLYNCDQEHPREYERGYDKCK TKCYAMEGR
D7PD50 Smp._138080.1 MEG- | MLFVALILISLHSFDCVFTAQETRDAERECKKHCEGNNEY VIRY CGGLCSSNT
N GPQTFYCYLGCSHNASTQDDFDKCLPKCNDRYVQI TEENCRNDCGRVTSHHEL
3.1 (Grail) isoform2 CGDVCGGNHGGSFPLCFFQSSSSDK
D7PD51 Smp_138080.1 MEG- | MLEVALILISLHSFDCVFTAQETRDAERECKKHCEGNNEY VTRYCGGLCSSNT
3.1 (Grail) isoform3 GPQTFYCYLGCSHNASTQDDFDKCLPKCNDRYVQL TEENCRNDCGRVTSHHES
: CGDVCGGNHGGSFPLCSYNCDQEHPREYERGKTKRYAMEGR
C4QG05 Smp_159800.1 MEG-2 | MCLTIFY VIHLLAIFSDSTEWVITCNKTTCCDEDGNSKICCVGNDCKDVIKPRSS
(ESP15) family GADDLNLFLRKRGMAYKLGEILKKLN
D7PD69 Smp_159800.1 MEG- | MCLTIFY VIHLLAIFSDSTEWVITCNK TTCCDEDGNSKICCVGNDCKDVIKPRSS
2.4 isoform 1 GADDLNLFLRKRGMAYKLGEILKKLN
AOA3QOKR24 Smp_159830.1 MEG-2 | MCLTIFY VIHLLAIFSDSNEWVITCNKTTCCDEDKNSKICCVGNDCKDVIKPRSS
(ESP15) family GADDFDLLKKLNSP
C4QPR6 Smp_180310.1 MEG-2 | MERFKSSYFYFEIYLLCFTETVCCESEDGKAGSLCCEKNGCSVPSGTHDLLSEN
(ESP15) YRRHQRMKNYLKEVCKYFK
C4QPRS Smp_180320.1 MEG-2 | MHGIWCKVPVSVVIWIHSTLFQFTFKVFYELKQNNTFPLPGDGW TITCNETYC
(ESPI5 isol) CENTDNGKLCCDGEYCSASISKLDPPFSNCFQYVFVS
AOA3QOKTV3 Smp._180320.2 MEG-2 | MHGIWCKVPVSVVIWIHSTLFQFTFKVFYELKQNNTFPLPGDGWTITCNETYC
(ESPI5 is02) CENTDNGKLCCDGEYCSASISNHQDLTKHQQNLLMSKKFKII
C4QPR9 Smp._180330.1 MEG-2 | QKAISQRPFAVIKMVVTVDNPELTLKNYLRKAQMIDKLREAVQKLGGR
(ESP15 family)
C4QPS0 Smp_180340.1 MEG-2 | MTAKGSVAMASFVLYYDPSVAVKNYRQQVLMATKIKEVCQKFRG
(ESP13)
AOASK4FSB3 Smp._326790.1 MEG-1 | MAKSDLILTPYQVFILPCIILIFWSLFLIVFKSDGSGTWRRDIDWFILTQGKQIQRI
- WFVFNETEEVCSCVTGFEKCNIREIIAANY SPITHNEEKKNISNREKDYLCTCPT
YENHGVITYCTKSNYEKDSLQYEDDFMDLFVKKHNKDDCQHYGGYSSLEYR
NPEKVCPFCYEEITQCSIWETLS
AOASKAFSUS Smp_326790.2 MEG-1 | MAKSDLILTPYQVFILPCILIFWSLFLIVFKSDGSGTWRRDIDWFILTQGKQIQRI
- WFVFNETEEVCSCVTGFEKCNIREIIAANY SPITHNEEKKNISNREKDYLCTCPT
YENHGVITYCTKSNYEKDSLQYEDDFMDLFVKKHNKDDCQHYGGYSSLEYR
NPEKEITQCSIWETLS
AOASKAFAB4 Smp_326790.3 MY YPYFLVSIFDSLQNQSYIKQGSGTWRRDIDWFILTQGKQIQRIWFVFNETEE
Uncharacterized VCSCVTGFEKCNIREITAANY SPITHNEEKKNISNREKDYLCTCPTYFNHGVITY
CTKSNYEKDSLQYEDDFMDLFVKKHNKDDCQHYGGYSSLEYRNPEKEITQCS
IWETLS
AOASKAFDBO Smp_336990.1 MKLSGANCLVVFSLLQLLVAFSHCDISDITCNKTVCCASEDGKTGSLCCEKDGC
Uncharacterized PSTPDLFLENYRRHRRMKNYLEEVCKYYI
AOASKAFFX0 Smp_345100.1 MEG- | MYCQSFTLLNRDYISNVTKQSKHRLYNTMKLSGANCLVVFSLLQLLVAFSHCK
2.2 isoforml LMSHNMQQDSLLRQKTVKK VRTEERWLSNTPDLLLGNYQRHQRMKNYLEEV
: QILHIYYI
D7PD77 Smp_345100.1 MEG- | MKLSGATCLVVFSLLQLLVAFSHCDISAITCNKTVCCASEDGKTGSLCCEKDGC

2.2 isoform2

PSTPDLFLENYRRHRRMKNYLEEVCKYYI




AOA3QOKQX7 Smp 158890.1 MEG- | MFYCRVLITSFMIFLLGTANCDIIDVLSLLFGGNGNKNIRRNRNRGGDSGGLSD
16i .S;) )i FLTSLFDWNGDGYRGSGFNFYDFLSLFFGLNKKDNRNNRRYRSGGGGGNGGL
IRLFFAR
AOA5K4EU45 Smp 158890.2 MEG- | MFYCRVLIITSFMIFLLGTANCDIDDKNIRRNRNRGGDSGGLSDFLTSLFDWNG
16 1-5;) 2 DGYRGSGFNFYDFLSLFFGLNKKDNRNNRRYRSGGGGGNGGLIRLFFAR
G4LYDI1 Smp 152580.1 MEG-5 | MRRNYLLLYICIVFILLKEINASGRQPKFVNVDTDGNLRSGGSSDISDMFGQNK
- TLGTAFKTLLHNLWDLLKQSLGLP
A()A3Q()KQ39 Smp 152590.1 MEG- MTLLLIQSCHCGSSGSTEAGSNGTNSKGWWPKFLGWANTFCTFITFSNTIQNFI
10 - YG
G4LYDO Smp 152590.2 MEG- MTLLLIQSCHCGSSGSTEGSNGTNSKGWWPKFLGWANTFCTFITFSNTIQNFIY
10 iso2 G
AOQ3QOKQ41 Smp 152630.1 MEG- GENYEQQLQQPKAYGIWSLFSYFYKTFKVFCSVSNMVNWIFG
12
AOAOUSKIN7 Smp 243730.1 MEG- | MISLLLFGLLLLQSCLY CSSDNENAGTTTEKPTSFWKRFFDFFNFICTLNQTWST
10.2 protein IRNFFGIAL
AOAQUSKIV9 Smp 243750.1 MEG- MNLIQTLLWMIFMMIMNLTNEIKWVNCSHELNEHTSETSLRGWIHTVFSFLFH
27 isol NF
AO0AS5K4F014 Smp 243750.1 MEG- MNLIQTLLWMIFMMIMNLTNEIKWVNCSHELNEHTSETSLRRWIHTVFSFLFH
. NF
27 iso2
AOAOUSKEW?2 Smp 123100.1 MEG- | MYYRHYLLAIINVIVLSTMIQY VIGGSIFGDDTSTTKNMTTTTKASSANSLEVS
32 ]_ WLAISSISMIVIGLINGHLRRFIF
AOAOUSKI28 Smp 123200.1 MEG- | MKETTVMHHYHHPHPNHRLLTVISAIVLLTIVHDVKGSGLFDDDITTRTTAPTT
32 2_ TSGSVSSFQVSWLALSSVFMIVLGLINSYTERSIF
AOA3QOKLA7 Smp 127990.1 MEG MDITYSWCIICLINLLLNGKLGQAQEDNYTEDSTTDPTTFDNTTVTSTTTEFNN
13i .S;) )i TTVTSTTTEFNNTTVTSTTTEFTNKPKVENSTTDGTTYTTTPSHFSTSTSTNDAT
NSKFQRIFYMIVGLISLMAIN
AOASKAELO2 Smp 127990.2 MEG MDITYSWCIICLINLLLNGKLGQAQEDNYTEDSTTDNTTVTSTTTEFNNTTVTS
13 1-5;) 2 TTTEFNNTTVTSTTTEFTNKPKVENSTTDGTTYTTTPSHFSTSTSTNDATNSKFQ
RIFYMIVGLISLMAIN
G4VLP3 Smp 172180.1 MEG-8 | MNTVILGLECIAICLIGINAGTVSKPTATVKPQPVNKMNTTPVHQEEPSFWRRM
- WNSFTSMFGSSDSSSGTNNKDTKSPNPNTTEAKSLSLKERIMNKFNSIFGEEEY
NPPKDSDFTERLWMLFKHCFLNFKNLAKIFST
AOAOUSFZ31 Smp 243740.1 MEG- | MDISKILLGSLFLLSVIILQEVNGQKGNRVIFNVEELILNLWKNLY ERLADTFKC
26[7?01‘617’! LLSPLPESIGGKNKSCYP
AOAOUSKKP6 Smp 243760.1 MEG- | MNTIVRYYLIILFITTIEIQNIRSAFKKRPPASFVILENMTSTDRFRKLLY HCFTSF
28 - STWMVLLG
AOAOUSKLL2 Smp 243770.1 MEG- | MLNKLLLQLFILVTIIIHDVKCGGEEETTTTTLPTTTSVAIKGTISAY TVMMGLSI
29 p;otein YVIHSFIVFKMM
AOA3QOKC91 Smp 010550.1 MLNRFIVILVEVEVGIVTFDNVQGQRDPPRTNNTITHTTNHY VGKLSHHNTVPA
7 . | KTTRKSQHPNTTPSHTDKTVQKKCLNKMTPQDLISLLFSLIPQIKTIEFSQNENL
Unc;haracterzzed MEG LKLATILEKIFEQQSRVEHSSPTKTPANKIFH
15 iso4
AOA5KAEOM7 Smp 010550.2 MLNRFIVILVFVFVGIVIFDNVQGKTNNTITHTTNHY VGKLSHHNTVPAKTTR
7 . | KSQHTTATARHHNTLKTTLSHHNTVPAKTTRKSQHPNTTPSHTDKTVQKKCLN
Unc;haracterzzed MEG KMTPQDLISLLFSLIPQIKTIEFSQNENLLKLATILEKIFEQQSRVEHSSPTKTPAN
15 iso2 KIFH
G4VMN2 Smp 010550.3 MLNRFIVILVFVFVGIVTFDNVQGQRDPPRTNNTITHTTNHYVGKLSHHNTVPA
7 . | KTTRKSQHTTATARHHNTLKTTLSHHNTVPAKTTRKSQHPNTTPSHTDKTVQK
Unc;haracterzzed MEG KCLNKMTPQDLISLLFSLIPQIKTIEFSQNENLLKLATILEKIFEQQSRVEHSSPTK
15 isol TPANKIFH
AOA5K4E9GS Smp_010550.4 MLNRFIVILVFVFVGIVTFDNVQGQRDPPRTNNTITHTTNHY VGKLSHHNTVPA
7 . | KTTRKSQHTTATASHTDKTVQKKCLNKMTPQDLISLLFSLIPQIKTIEFSQNENL
Unc;haracterzzed MEG LKLATILEKIFEQQSRVEHSSPTKTPANKIFH
15is03
AOA3QOKKW?2 Smp 125320.1 MEG-9 | MISCQFITGFVVHESSTEGQNHEELAAAAGAHFLQFLNGCFLNMDNLKKLVFP

G




G4VTX1 Smp 163710.1 MEG-6 | MVQNPKNTKKINRTIRRSTKTVIVITDRVQNIVLGHRLLHHRIPTIKRSKSHGIN
- KNETVSNLFP




Annex C - 1H, 13C and >N chemical shifts of A) MEG 2.1 isoform 1 (25-88), B) MEG 2.1 isoform 1a, C) MEG 2.1 isoform 1b,
D) MEG 2.1 isoform 1f, D) MEG 2.1 isoform 1g, E) MEG 2.1 isoform 3, F) MEG 2.1 isoform 2a and G) MEG 2.1 isoform 2b
dissolved in DMSO-d6 measured at 27 °C. For each table, the numbering refers to the synthetic peptide order (#res) and the
numbering of the full-length isoform is given in #res2.

A) Isoform 1 (25-88)

5, ppm Atom |#res 5, ppm Atom |#res 3, ppm Atom [#res 3, ppm Atom | #res| |5, ppm Atom |#res
55.260 CA 58| [50.200 CA 66( [52.386 CA 73( [52.310 CA 79( [49.970 CA 83
61.981 CB 58| [37.732 CB 66| [32.592 CB 73| [27.693 CB 79| [37.712 CB 83
4.316 HA 58| [4.545 HA 66| [29.913 CG 73| [30.711 CG 79| |4.536 HA 83
3.597 HB1 58| [2.365 HB1 66| [4.349 HA 73| 14.339 HA 79| [2.313 HB1 83
3.547 HB2 58| [2.532 HB2 66| [1.940 HB1 73| [1.762 HB1 79| |2.505 HB2 83
7.989 HN 58| (7.433 HD21 66( [1.804 HB2 73( [1.923 HB2 79| [7.345 HD21 83
112.859 N 58| (8.113 HN 66( (2.432 HG1 73[ [2.218 HG1 79| [8.117 HN 83
56.996 CA 59( (117.362 |N 66( [2.482 HG2 73| [2.265 HG2 79( [117.909 |N 83
67.281 CB 59| [55.146 CA 67| [8.042 HN 73| 17.985 HN 79| |54.212 CA 84
19.687 CG2 59| [36.526 CB 67| [118.615 |N 73| [117.792 N 79| [37.580 [¢:] 84
4.454 HA 59| [4.328 HA 67| |52.714 CA 74| |57.914 CA 80| |4.510 HA 84
3.889 HB 59 (2.956 HB1 67( [31.919 CB 74| [31.062 CB 80( [3.013 HB1 84
1.100 HG2 59| (2.715 HB2 67( [39.220 CE 74| [19.657 CD1 80 [2.776 HB2 84
7.735 HN 59| [6.999 HD1 67| [22.585 CG 74( [19.660 CD2 80( [7.183 HD1 84
115.076 N 59| [7.949 HN 67| |4.205 HA 74| |4.200 HA 80| |7.986 HN 84
59.945 CA 60| [117.415 |N 67| [1.474 HB1 74| [1.965 HB 80| [116.773 |N 84
29.550 CB 60| [31.997 CG 68| [1.599 HB2 74| 10.842 HD1 80| [57.705 CA 85
47.738 CcD 60| (4.194 HA 68| [2.741 HE 74| 10.826 HD2 80| [36.917 CB 85
24.884 CG 60( (1.906 HB1 68| [1.292 HG1 74| [7.732 HN 80( [15.710 CD1 85
4.341 HA 60| (1.778 HB2 68| [1.264 HG2 74| [115.076 |N 80( [24.669 CG 85
2.042 HB1 60| (7.325 HE21 68| [7.998 HN 74| [57.549 CA 80b| |24.672 CG1 85
3.680 HD1 60| [7.293 HE22 68| |7.689 HZ 74| [31.388 CB 80b| [15.702 CG2 85
1.860 HG1 60| [2.113 HG1 68| [118.295 |N 74| [19.668 CD1 80b| [4.124 HA 85
1.840 HG2 60| |2.165 HG2 68| [49.970 CA 75| [19.671 CD2 80b| [1.696 HB 85
51.734 CA 62| (7.933 HN 68( [37.325 CB 75( [4.212 HA 80b| |0.740 HD1 85
40.785 CB 62| (116.811 |N 68| [4.535 HA 75( [1.927 HB 80b| |1.346 HG12 85
23.530 CD1 62| (29.084 CB 69| (2.374 HB1 75( [0.797 HD1 80b| |1.019 HG13 85
22.134 CD2 62| [40.906 CcD 69| [2.532 HB2 75| |0.768 HD2 80b| [0.786 HG2 85
24.552 CG 62| [7.517 H11 69| [7.419 HD21 75| |7.689 HN 80b| (7.874 HN 85
4.238 HA 62| [7.496 H21 69| [6.957 HD22 75| |114.367 [N 80b| |115.777 |N 85
1.446 HB1 62| (1.673 HB1 69| [8.075 HN 75| |55.587 CA 81| |54.137 CA 86
1.484 HB2 62| (1.524 HB2 69( [117.253 |N 75| [26.385 CB 81| [37.244 CB 86
0.875 HD1 62| (3.093 HD2 69 [54.694 CA 76| [4.403 HA 81| [4.546 HA 86
0.825 HD2 62| [7.983 HN 69| [36.930 CB 76| |2.772 HB1 81| [2.848 HB1 86
1.589 HG 62| [118.345 |N 69| [4.371 HA 76| |2.674 HB2 81| [2.717 HB2 86
7.771 HN 62| [4.601 HA 70| [2.909 HB1 76| |8.175 HN 81| [6.963 HD1 86
115.949 N 62| [3.091 HB1 70| [2.689 HB2 76| [119.353 [N 81| |7.838 HN 86
51.416 CA 63| (2.962 HB2 70( [7.000 HD1 76( [52.256 CA 81b| |119.479 |N 86
41.159 CB 63| (8.186 HN 70( [7.866 HN 76( [33.668 CB 81b| |57.077 CA 87
23.530 CD1 63| (116.808 [N 70( [116.401 |N 76| [4.247 HA 81b| |67.468 CB 87
22.134 CD2 63| [28.415 CB 71| [51.625 CA 77| [2.350 HB2 81b| [19.687 CG2 87
24.566 CG 63| [31.794 CG 71| [40.805 CB 77| |8.277 HN 81b| [4.340 HA 87
4.313 HA 63| [4.244 HA 71| [23.530 CD1 77| 119.761 [N 81b| |3.808 HB 87
1.481 HB2 63| (1.879 HB1 71| (22.134 CD2 77| [52.854 CA 82( [1.102 HG2 87
0.875 HD1 63| (1.762 HB2 71| [24.573 CG 77| [27.955 CB 82( [8.090 HN 87
0.823 HD2 63| [7.293 HE21 71| [4.283 HA 77| [30.521 CG 82| [117.287 |N 87
1.578 HG 63| [6.867 HE22 71| [1.460 HB1 77| |4.245 HA 82| |58.899 CA 88
7.903 HN 63| [2.129 HG1 71| [1.488 HB2 77| [1.695 HB1 82| [29.208 CB 88
117.869 [N 63| [2.145 HG2 71| |0.876 HD1 77| |1.844 HB2 82| [47.361 CcD 88
51.595 CA 64| [8.132 HN 71| 10.826 HD2 77| 12.199 HG1 82| |24.950 CG 88
41.154 CB 64| (118.628 |N 71| [1.580 HG 77| [2.231 HG2 82( [4.193 HA 88
23.530 CD1 64| (52.539 CA 72| [8.061 HN 77| [8.036 HN 82 [2.119 HB1 88
22.134 CD2 64| (29.395 CB 72| [118.062 |N 77( (118.010 |N 82( [1.833 HB2 88
24.536 CG 64| [40.930 CcD 72| |53.018 CA 78| |52.855 CA 82b| [3.662 HD1 88
4.288 HA 64| [27.068 CG 72| [28.001 CB 78| [28.553 CB 82b| [3.576 HD2 88
1.465 HB1 64| |7.598 H11 72| [30.383 CG 78| [30.306 CG 82b| [1.878 HG1 88
1.493 HB2 64| (7.581 H21 72| [4.192 HA 78| [4.255 HA 82b| |1.793 HG2 88
0.874 HD1 64| (4.264 HA 72| [1.769 HB1 78| [1.647 HB1 82b

0.823 HD2 64| (1.698 HB1 72| [1.907 HB2 78( [1.798 HB2 82b

1.619 HG 64| [1.547 HB2 72| [2.226 HG1 78| [2.133 HG1 82b

7.820 HN 64| [3.110 HD2 72| [2.261 HG2 78| [2.161 HG2 82b

118.625 [N 64| [1.492 HG1 72| |7.954 HN 78| [7.593 HN 82b

42.484 CA 65 (1.518 HG2 72( [117.179 |N 78( [117.217 |N 82b

8.106 H 65| (8.294 HN 72

3.762 HA2 65( (119.879 [N 72

3.630 HA3 65

8.115 HN 65

105.240 [N 65




B) Isoform la

#res2 corresponds to the numbering of the full-length isoform 1.

3, ppm Atom |#res |#res 2| |O, ppm Atom |#res |#res 2| |J, ppm Atom |#res |H#res 2
51.664 CA 1 25| [51.908 CA 7 31| (50.682 CA 14 38
37.844 CB 1 25| (4.507 HA 7 31| (20.212 CB 14 38
4.563 HA 1 25| (2.732 HB2 7 31| (4.293 HA 14 38
2.674 HB2 1 25| (8.202 HN 7 31| (1.202 HB 14 38
2.648 HB3 1 25| (119.429 |N 7 31| (8.141 HN 14 38
8.214 HN 1 25| [51.822 CA 8 32| (116.986 |N 14 38
123.395 |N 1 25| [40.944 CB 8 32( |57.089 CA 15 39
59.106 CA 2 26| (4.524 HA 8 32| (4.279 HA 15 39
39.084 CB 2 26| (2.737 HB2 8 32| (3.606 HB2 15 39
13.297 CD1 2 26| (8.084 HN 8 32| (3.540 HB3 15 39
26.258 CG 2 26| (119.269 |N 8 32| (7.980 HN 15 39
4.105 HA 2 26| (54.314 CA 9 33| (112.339 |N 15 39
1.675 HB 2 26| [33.206 CB 9 33| (54.324 CA 16 40
0.770 HD1 2 26| (24.388 CG 9 33| (29.060 CB 16 40
1.356 HG2 2 26( |4.121 HA 9 33( [31.988 CG 16 40
1.006 HG3 2 26| (1.672 HB2 9 33| (4.220 HA 16 40
7.634 HN 2 26| (1.511 HB3 9 33| (1.737 HB2 16 40
115.301 |N 2 26( [1.287 HG2 9 33( 1.911 HB3 16 40
8.085 HN 3 27| (1.246 HG3 9 33| (2.222 HG2 16 40
57.190 CA 3 27| |7.748 HN 9 33| (8.010 HN 16 40
40.944 CB 3 27| 1117.263 |N 9 33| |118.531 [N 16 40
4.373 HA 3 27| (51.833 CA 10 34| (51.963 CA 17 41
2.739 HB2 3 27| (68.738 CB 10 34| (4.472 HA 17 41
8.083 HN 3 27| |21.757 CG 10 34| |12.702 HB2 17 41
119.269 |N 3 27| (4.518 HA 10 34| (2.677 HB3 17 41
3.948 HA 4 28| (3.948 HB 10 34| (8.140 HN 17 41
2.680 HB2 4 28| (1.009 HG 10 34| (116.921 |N 17 41
2.735 HB3 4 28| (7.771 HN 10 34| (44.611 CA 18 42
8.087 HN 4 28( |113.811 (N 10 34( 13.690 HA2 18 42
117.212 |N 4 28| [59.503 CA 11 35| (7.991 HN 18 42
60.321 CA 5 29| (38.307 CB 11 35| (105.845 |N 18 42
39.084 CB 5 29( 14.169 HA 11 35( |54.314 CA 19 43
17.446 CD1 5 29| (1.772 HB 11 35| [33.206 CB 19 43
4.210 HA 5 29| (0.786 HG2 11 35| (24.406 CG 19 43
1.675 HB 5 29| |7.672 HN 11 35| |4.121 HA 19 43
0.774 HD1 5 29| (115.640 |N 11 35| (1.670 HB2 19 43
7.648 HN 5 29| (59.412 CA 12 36| (1.517 HB3 19 43
115.487 |N 5 29| (4.216 HA 12 36| (1.286 HG2 19 43
56.916 CA 6 30| (7.770 HN 12 36| (1.246 HG3 19 43
68.738 CB 6 30| (117.293 |N 12 36| (7.748 HN 19 43
21.757 CG 6 30| (59.663 CA 13 37| (117.263 |N 19 43
4411 HA 6 30| (4.360 HA 13 37

3.954 HB 6 30| (2.741 HB2 13 37

1.007 HG 6 30| (8.139 HN 13 37

7.846 HN 6 30| (116.961 |N 13 37

117.179 |N 6 30




C) Isoform 1b

#res2 corresponds to the numbering of the full-length isoform 1.

5, ppm Atom [#res |#res 2| |5, ppm Atom [#res |#res 2| |5, ppm Atom |#res |#res 2
44.321 CA 1 42| 157.165 CA 7 48| |55.209 CA 13 54
3.672 HA3 1 42| 140.938 CB 7 48| 140.938 CB 13 54
8.121 HN 1 42| 14.371 HA 7 48| 14.605 HA 13 54
111.021 [N 1 42| 12.741 HB2 7 48| 12.746 HB2 13 54
54.459 CA 2 43| 12.678 HB3 7 48| 18.130 HN 13 54
33.333 CB 2 43| 18.034 HN 7 48| 1117.805 |N 13 54
28.710 CD 2 43| 1116.188 |N 7 48| 161.628 CA 14 55
24.318 CG 2 43| |157.165 CA 8 49| 131.150 CB 14 55
4.234 HA 2 43| 140.938 CB 8 49| 149.475 CD 14 55
1.649 HB2 2 43| 14.370 HA 8 49| |26.631 CG 14 55
1.509 HB3 2 43| |2.746 HB2 8 49| 14.363 HA 14 55
1.496 HD2 2 43| |2.696 HB3 8 49| |11.994 HB2 14 55
1.280 HG2 2 43| (8.101 HN 8 49( [1.832 HB3 14 55
7.974 HN 2 43| 1118.102 |N 8 49| |3.528 HD2 14 55
117.635 |N 2 43| (54.281 CA 9 50| |3.667 HD3 14 55
54.556 CA 3 44| (29.333 CB 9 50| |1.856 HG2 14 55
33.333 CB 3 44| (32.261 CG 9 50| |1.797 HG3 14 55
28.710 CD 3 44| 14.241 HA 9 50( |38.296 CB 15 56
24.318 CG 3 44| 11.848 HB2 9 50( |13.053 CD1 15 56
4,195 HA 3 44| 11.771 HB3 9 50( ]26.225 CG1 15 56
1.655 HB2 3 44| |2.228 HG2 9 50( |17.230 CG2 15 56
1.509 HB3 3 44| |8.062 HN 9 50( |4.326 HA 15 56
1.501 HD2 3 44| 1119.191 |N 9 50| (1.723 HB 15 56
1.285 HG2 3 44| 154.637 CA 10 51| (0.781 HD1 15 56
7.997 HN 3 44| 133.333 CB 10 51| (1.062 HG12 15 56
118.322 [N 3 44| 128.710 CD 10 51| (0.853 HG2 15 56
44,093 CA 4 45| 124.318 CG 10 51| (7.954 HN 15 56
3.756 HA2 4 45| 14.201 HA 10 51| (118.286 |N 15 56
3.720 HA3 4 45| 11.645 HB2 10 51| [61.893 CA 16 57
8.073 HN 4 45| 11.509 HB3 10 51| (31.150 CB 16 57
106.049 [N 4 45| 11.494 HD2 10 51| (49.475 CD 16 57
56.851 CA 5 46| |1.279 HG2 10 51| [26.652 CG 16 57
63.849 CB 5 46| |7.953 HN 10 51| (4.314 HA 16 57
4.321 HA 5 46| |117.668 |N 10 51| (1.977 HB2 16 57
3.569 HB2 5 46| |51.764 CA 11 52| (1.836 HB3 16 57
3.535 HB3 5 46| 141.478 CB 11 52| (3.527 HD2 16 57
7.919 HN 5 46| |4.491 HA 11 52( |3.646 HD3 16 57
112.991 |N 5 46| |2.686 HB2 11 52( 11.854 HG2 16 57
53.366 CA 6 47| (2.662 HB3 11 52| |1.796 HG3 16 57
42.470 CB 6 47| 18.220 HN 11 52( |57.230 CA 17 58
25.214 CD1 6 47| |117.757 |N 11 52| 163.809 CB 17 58
23.616 CD2 6 47| (44.093 CA 12 53| |4.107 HA 17 58
26.236 CG 6 47| |(3.763 HA2 12 53| |3.573 HB2 17 58
4.289 HA 6 47| |3.734 HA3 12 53( [3.525 HB3 17 58
1.475 HB3 6 47| 17.971 HN 12 53( |7.703 HN 17 58
0.850 HD1 6 47| 1104.988 |N 12 53( |112.950 |N 17 58
0.810 HD2 6 47

1.589 HG 6 47

8.072 HN 6 47

120.236 [N 6 47




D) Isoform lc

#res2 corresponds to the numbering of the full-length isoform 1.

5, ppm Atom |#res |[#res 2| |5, ppm Atom [#res |#res 2| |3, ppm Atom [#res |#res 2
57.073 CA 1 58( 118.648 [N 6 63| (7.289 HE21 12 69
63.838 CB 1 58| [53.333 CA 7 64| (54.894 CA 12 69
4.300 HA 1 58| (42.434 CB 7 64| (30.833 CB 12 69
3.519 HB 1 58| [25.227 CD1 7 64| (27.192 CG 12 69
3.521 HB2 1 58| [23.602 CD2 7 64| (4.195 HA 12 69
7.962 HN 1 58( 126.175 CG 7 64( |1.489 HB2 12 69
118.789 [N 1 58| (4.244 HA 7 64| [1.652 HB3 12 69
58.711 CA 2 59| (1.453 HB2 7 64| (3.066 HD 12 69
68.914 CB 2 59| (0.844 HD1 7 64| (3.068 HD2 12 69
21.353 CG 2 59| (0.789 HD2 7 64| (1.502 HG2 12 69
4.410 HA 2 59| (1.573 HG 7 64| (1.436 HG3 12 69
3.898 HB 2 59( |7.743 HN 7 64( 17.958 HN 12 69
1.067 HG2 2 59( |118.575 [N 7 64( 1118.439 |N 12 69
7.782 HN 2 59| (44.242 CA 8 65 |53.836 CA 13 70
115.017 |N 2 59| (3.722 HA2 8 65| (4.552 HA 13 70
61.964 CA 3 60| (3.618 HA3 8 65| (3.069 HB2 13 70
31.169 CB 3 60| (8.070 HN 8 65| (2.942 HB3 13 70
26.504 CG 3 60( |105.374 [N 8 65| (7.486 HD2 13 70
4271 HA 3 60( |51.931 CA 9 66| |7.782 HE2 13 70
2.022 HB 3 60| (4.511 HA 9 66( |8.209 HN 13 70
2.022 HB2 3 60| (2.346 HB2 9 66| (117.282 |N 13 70
3.647 HD2 3 60| (2.327 HB3 9 66| [54.726 CA 14 71
1.824 HG2 3 60| (8.080 HN 9 66| [29.858 CB 14 71
1.772 HG3 3 60| (117.490 |N 9 66| [33.526 CG 14 71
52.010 CA 4 61 |56.678 CA 10 67| 14.196 HA 14 71
37.764 CB 4 61| (38.149 CB 10 67| (1.877 HB2 14 71
4.446 HA 4 61| (132.236 |CD1 10 67| [1.753 HB3 14 71
2.686 HB2 4 61| (117.122 |CEl 10 67| (7.283 HE21 14 71
2.660 HB3 4 61| (4.297 HA 10 67| (6.830 HE22 14 71
8.106 HN 4 61| (2.928 HB2 10 67| (2.098 HG2 14 71
116.069 |N 4 61( |2.690 HB3 10 67( |8.111 HN 14 71
53.583 CA 5 62( 16.970 HD 10 67( |118.876 |N 14 71
42.827 CB 5 62| [6.971 HD1 10 67| [(109.292 |NE2 14 71
25.313 CD1 5 62| [6.970 HD2 10 67| [54.379 CA 15 72
23.651 CD2 5 62| [6.610 HE1 10 67| (31.162 CB 15 72
26.175 CG 5 62| (6.611 HE2 10 67| [27.192 CG 15 72
4.216 HA 5 62| (7.918 HN 10 67| (4.160 HA 15 72
1.419 HB2 5 62| |117.456 [N 10 67 |1.515 HB2 15 72
0.834 HD1 5 62| [54.296 CA 11 68| [1.667 HB3 15 72
0.792 HD2 5 62| [29.858 CB 11 68| [3.075 HD2 15 72
1.548 HG 5 62| (4.160 HA 11 68| (1.523 HG2 15 72
7.618 HN 5 62| (1.875 HB2 11 68| (1.448 HG3 15 72
117.898 [N 5 62| (1.751 HB3 11 68| (8.130 HN 15 72
53.336 CA 6 63( |7.295 HE21 11 68( |119.157 |N 15 72
42.434 CB 6 63 |6.829 HE22 11 68

25.124 CD1 6 63| (2.131 HG2 11 68

23.621 CD2 6 63| (2.085 HG3 11 68

26.175 CG 6 63| (7.911 HN 11 68

4.250 HA 6 63| (116.973 |N 11 68

1.449 HB2 6 63( [109.433 [NE2 11 68

0.839 HD1 6 63

0.789 HD2 6 63

1.563 HG 6 63

7.832 HN 6 63




E) Isoform 1d

3, ppm Atom |#res |#res 2| |5, ppm Atom |#res |#res 2| (5, ppm Atom |#res |#res 2
54.248 CA 1 73( |54.232 CA 6 78| |55.899 CA 12 84
33.731 CB 1 73| [29.561 CB 6 78] (39.213 CB 12 84
4.262 HA 1 73| [32.230 CG 6 78| (131.260 (CD1 12 84
1.746 HB1 1 73| (4.220 HA 6 78| (130.134 |[CE1 12 84
1.863 HB2 1 73| [1.870 HB1 6 78| [128.285 |[CZ 12 84
8.060 HN 1 73| 11.729 HB2 6 78| 14.474 HA 12 84
122.890 ([N 1 73| 12.217 HG1 6 78| 12.977 HB1 12 84
53.897 CA 2 74| [7.884 HN 6 78] [2.753 HB2 12 84
33.350 CB 2 74| (117.184 [N 6 78| [7.158 HD1 12 84
28.597 CD 2 74| [53.684 CA 7 79| (7.164 HE1 12 84
41.005 CE 2 74| [29.483 CB 7 79| (7.944 HN 12 84
24.229 CG 2 74( 132.202 CG 7 79| |7.116 HZ 12 84
4.201 HA 2 74| 14.283 HA 7 79| 1115.608 [N 12 84
1.580 HB1 2 74( 11.849 HB1 7 79| 159.334 CA 13 85
1.455 HB2 2 74| (1.707 HB2 7 79| (38.607 CB 13 85
1.469 HD# 2 74| [2.176 HG1 7 79| (17.375 CD1 13 85
2.708 HE# 2 74| [7.860 HN 7 79| [26.298 CG1 13 85
2.694 HE1 2 74| (117.836 [N 7 79| [13.124 CG2 13 85
1.249 HG# 2 74( 11.931 HB 8 80| |4.096 HA 13 85
1.251 HG1 2 74( 159.736 CA 8 80| |1.664 HB 13 85
7.966 HN 2 74| [32.660 CB 8 80| (0.705 HD1# 13 85
117.885 |N 2 74| (21.277 CG 8 80| (1.314 HG11 13 85
51.883 CA 3 75| (4.157 HA 8 80| (0.987 HG12 13 85
4.476 HA 3 75| [1.931 HB 8 80| |0.746 HG2# 13 85
2.370 HB1 3 75| 10.804 HG# 8 80| |7.834 HN 13 85
7.369 HD21 3 75| 17.839 HN 8 80| |115.881 [N 13 85
6.902 HD22 3 75| (115.881 [N 8 80| [55.903 CA 14 86
7.999 HN 3 75| [57.291 CA 9 81| (38.805 CB 14 86
116.919 |N 3 75| [27.981 CB 9 81| (132.263 |[CD1 14 86
56.517 CA 4 76| (4.372 HA 9 81| (117.003 |CE1 14 86
38.393 CB 4 76| 12.738 HB1 9 81| |4.531 HA 14 86
132.263 [CD1 4 76| |2.651 HB2 9 81| |2.820 HB1 14 86
117.003 [CE1 4 76( 12.289 HG 9 81| |2.681 HB2 14 86
4.313 HA 4 76| |(8.147 HN 9 81| (6.951 HD1 14 86
2.881 HB1 4 76| (119.685 [N 9 81| [6.582 HE1 14 86
2.680 HB2 4 76| [53.103 CA 10 82| (7.860 HN 14 86
6.958 HD1 4 76( 129.562 CB 10 82| 1119.889 [N 14 86
6.598 HE1 4 76( [32.211 CG 10 82( |58.001 CA 15 87
7.836 HN 4 76| 14.215 HA 10 82| 169.053 CB 15 87
116.665 |N 4 76| (1.831 HB1 10 82| (21.073 CG2 15 87
53.625 CA 5 77| (1.672 HB2 10 82| (4.422 HA 15 87
42.524 CB 5 77| (2.182 HG1 10 82| (3.874 HB 15 87
23.698 CD1 5 77| [7.996 HN 10 82| (1.045 HG2# 15 87
25.225 CD2 5 77( 1118.837 |N 10 82| |7.941 HN 15 87
26.236 CG 5 77| |51.753 CA 11 83| |116.823 [N 15 87
4.218 HA 5 77| (4.476 HA 11 83| [61.459 CA 16 88
1.423 HB1 5 77| [2.325 HB1 11 83| (31.400 CB 16 88
1.474 HB2 5 77| (2.314 HB2 11 83| (49.237 CD 16 88
0.804 HD1 5 77| [7.329 HD21 11 83| 126.544 CG 16 88
0.851 HD2 5 77| 16.897 HD22 11 83( 14.198 HA 16 88
1.542 HG 5 77| 18.022 HN 11 83( |1.985 HB# 16 88
7.967 HN 5 77( 1117.331 |N 11 83| |3.561 HD1 16 88
117.885 |N 5 77 3.517 HD2 16 88

1.787 HG1 16 88

1.744 HG2 16 88

#res2 corresponds to the numbering of the full-length isoform 1.




F) Isoform 3

5, ppm Atom |#res | |3, ppm Atom |#res 5, ppm Atom [#res 3, ppm Atom | #res
33.341 CB 1(153.444 CA 9| [30.943 CB 16| |51.538 CA 20
4.307 HA 1| [42.395 CB 9| 149.143 CD 16( [19.399 CB 20
1.954 HB2 1(]25.243 CD1 9| [26.721 CG 16| |4.149 HA 20
1.898 HB3 1{[23.876 CcD2 9| [2.134 HB2 16| (1.247 HB 20
7.802 HN 1[126.305 CG 9| (1.827 HB3 16| |7.947 HN 20
118.921 |N 1| [4.255 HA 9| |3.686 HD2 16( (122.657 |N 20
54.636 CA 2| (1.434 HB2 9| |3.587 HD3 16| |53.786 CA 21
33.494 CB 2| (1.492 HB3 9| (1.894 HG2 16| |42.381 CB 21
28.868 CD 2(10.840 HD1 9| |56.069 CA 16( (23.485 CD2 21
24.373 CG 2| (0.787 HD2 9| [26.719 CB 16| |26.205 CG 21
4.311 HA 2| ]1.585 HG 9| [33.906 CG 16( (4.204 HA 21
1.647 HB2 2| [8.079 HN 9| [3.978 HA 16| |1.512 HB2 21
1.511 HB3 2(1119.986 [N 9| 1.907 HB2 16( (1.450 HB3 21
1.510 HD2 2| |60.258 CA 10| |1.826 HB3 16| |0.812 HD1 21
1.292 HG2 2| 32.379 CB 10| [2.080 HG2 16| |0.780 HD2 21
1.331 HG3 2| [20.538 CG1 10| |[2.128 HG3 16| |1.675 HG 21
8.568 HN 2| [4.090 HA 10| |7.835 HN 16| |7.826 HN 21
122.313 |N 2(11.894 HB 10 (117.310 |N 16 (116.404 |N 21
53.042 CA 3| (0.747 HG1 10| |54.618 CA 17| |57.843 CA 22
41.910 CB 3| [7.677 HN 10( [42.381 CB 17| (63.501 CB 22
24.795 CD1 3] (115.860 [N 10| |25.243 CD1 17| |4.191 HA 22
23.887 CcD2 3| [60.246 CA 11| [23.475 CD2 17| (3.632 HB2 22
26.305 CG 3] [32.585 CB 11| |26.305 CG 17| |3.567 HB3 22
4.365 HA 3] (21.322 CG1 11| |4.102 HA 17| |7.727 HN 22
1.450 HB3 3| 14.034 HA 11| |1.511 HB2 17| |112.651 |N 22
0.854 HD1 3] (1.893 HB 11| [0.839 HD1 17| |54.014 CA 23
0.810 HD2 3| 10.727 HG1 11| (0.784 HD2 17| (29.023 CB 23
1.587 HG 3] [7.651 HN 11| |1.591 HG 17| |4.499 HA 23
8.170 HN 3[]117.668 [N 11| [7.762 HN 17| (3.040 HB2 23
120.604 [N 3] |56.129 CA 12| |118.462 |N 17| |2.878 HB3 23
57.244 CA 4] 139.459 CB 12| [54.604 CA 18| (7.273 HD2 23
63.915 CB 4] 14.567 HA 12| |41.910 CB 18| |7.911 HN 23
4.236 HA 4] 13.011 HB2 12| |25.243 CD1 18| |116.331 |N 23
3.590 HB2 4112.777 HB3 12| [23.504 CD2 18 [56.255 CA 24
3.524 HB3 41 17.949 HN 12| |26.182 CG 18| |38.798 CB 24
7.907 HN 4]11117.885 [N 12| (4.133 HA 18| (4.468 HA 24
113.190 [N 4] 156.843 CA 13| |1.594 HB2 18| |2.858 HB2 24
44.305 CA 5[ 163.914 CB 13| [1.440 HB3 18| (2.684 HB3 24
3.761 HA2 5| [4.364 HA 13| |0.837 HD1 18| |6.959 HD1 24
3.685 HA3 5] [3.610 HB2 13| |0.777 HD2 18| |6.586 HD2 24
8.114 HN 5] [3.569 HB3 13| |1.663 HG 18| |9.129 HH 24
107.450 [N 5] [8.115 HN 13| |7.915 HN 18| |7.841 HN 24
50.353 CA 6[]112.976 [N 13| [(118.294 |N 18| |117.310 |N 24
20.350 CB 6| [54.599 CA 14| |61.454 CA 19| |58.960 CA 25
4.278 HA 6| [41.901 CB 14 (32.119 CB 19| (69.139 CB 25
1.182 HB 6| [24.753 CD1 14| |21.314 CG1 19| |21.488 CG 25
7.995 HN 6] |23.898 CD2 14| [20.922 CG2 19| (4.341 HA 25
120.317 [N 6| [26.282 CG 14| |3.896 HA 19| |3.805 HB 25
52.014 CA 7| (4.136 HA 14| |1.972 HB 19| |1.102 HG 25
39.026 CB 7| 11.526 HB2 14| (0.808 HG1 19( (8.177 HN 25
4.516 HA 7] (0.879 HD1 14| 10.851 HG2 19| |118.116 |N 25
2.549 HB1 7] 10.841 HD2 14| [7.695 HN 19| (4.196 HA 26
2.438 HB2 7] (1.618 HG 14| |115.385 |N 19| |2.131 HB2 26
8.211 HN 7| 18.255 HN 14 1.827 HB3 26
116.762 [N 7] (122.056 [N 14 3.689 HD2 26
57.221 CA 8| |54.975 CA 15 1.893 HG2 26
28.249 CB 8| (42.374 CB 15
4.335 HA 8| [26.305 CG 15
2.729 HB2 8| 14.077 HA 15
7.886 HN 8| [1.508 HB2 15
115.322 |N 8| |1.454 HB3 15

0.844 HD1 15

0.808 HD2 15

1.583 HG 15

7.948 HN 15

119.248 |N 15




G) Isoform 2a

#res2 corresponds to the numbering of the full-length isoform 2.

5, ppm Atom [#res |#res 2| (5, ppm Atom [#res |#res 2| (5, ppm Atom |#ires [#res 2
59.991 CA 1 19| [51.719 CA 7 25( |57.037 CA 13 31
32.416 CB 1 19| |[4.588 HA 7 25( 128.125 CB 13 31
20.343 CG1l 1 19| |12.703 HB2 7 25| (4.418 HA 13 31
4.071 HA 1 19| [8.499 HN 7 25( 12.733 HB2 13 31
1.872 HB 1 19( |120.306 (N 7 25| [7.855 HN 13 31
0.774 HG1 1 19| [59.012 CA 8 26( |117.182 [N 13 31
7.854 HN 1 19| (39.153 CB 8 26( |152.561 CA 14 32
120.273 [N 1 19| (13.225 CD1 8 26( 14.508 HA 14 32
50.369 CA 2 20| [26.347 CG1 8 26| |7.403 HD21 14 32
20.141 CB 2 20| (4.137 HA 8 26| [6.978 HD22 14 32
4.194 HA 2 20| [1.660 HB 8 26( |8.212 HN 14 32
1.112 HB 2 20| (0.771 HD1 8 26( 1119.469 |N 14 32
7.979 HN 2 20| [1.368 HG12 8 26| |54.532 CA 15 33
122.824 |N 2 20| [1.023 HG13 8 26| |[33.218 CB 15 33
55.810 CA 3 21| (7.646 HN 8 26| (24.219 CG 15 33
39.308 CB 3 21| |115.670 (N 8 26| |4.289 HA 15 33
131.333 |CD1 3 21| |52.106 CA 9 27| 11.689 HB2 15 33
130.138 |CE1 3 21| 141.081 CB 9 27| 11.496 HB3 15 33
128.403 |Cz 3 21| |4.525 HA 9 27| |1.297 HG2 15 33
4.493 HA 3 21| (2.846 HB2 9 27| (7.977 HN 15 33
2.995 HB2 3 21| |7.361 HD21 9 27| 1117.974 [N 15 33
2.766 HB3 3 21| 16.904 HD22 9 27| 17.859 HN 16 34
7.193 HD1 3 21( 18.112 HN 9 27| 160.513 CA 16 34
7.193 HE1 3 21| |119.815 (N 9 27| 168.633 CB 16 34
7.870 HN 3 21| [51.748 CA 10 28| [21.954 CG 16 34
7.143 HZ 3 21| |4.534 HA 10 28| |4.215 HA 16 34
115.333 |N 3 21| 12.640 HB2 10 28( 13.973 HB 16 34
57.240 CA 4 22( 18.119 HN 10 28( |1.011 HG2 16 34
63.658 CB 4 22| |117.499 (N 10 28| |7.858 HN 16 34
4.240 HA 4 22| [59.345 CA 11 29| (111.675 |N 16 34
3.587 HB2 4 22| |[38.499 CB 11 29| 159.960 CA 17 35
3.537 HB3 4 22| [17.456 CD1 11 29| (32.422 CB 17 35
7.996 HN 4 22| [26.959 CG1 11 29| [20.154 CG1 17 35
113.147 [N 4 22| (4.181 HA 11 29( 14.159 HA 17 35
53.793 CA 5 23| [1.759 HB 11 29| (2.007 HB 17 35
28.872 CB 5 23| |0.786 HD1 11 29| |0.834 HG1 17 35
119.112 (CD2 5 23| (1.412 HG12 11 29| (7.653 HN 17 35
4614 HA 5 23( 11.053 HG13 11 29( 1115.654 |N 17 35
2.966 HB2 5 23| |7.675 HN 11 29| 160.225 CA 18 36
3.123 HB3 5 23| [115.641 |N 11 29| [28.111 CB 18 36
7.318 HD2 5 23| 160.513 CA 12 30| |4.266 HA 18 36
8.219 HN 5 23| [68.713 CB 12 30| (2.773 HB2 18 36
117.353 [N 5 23| |21.835 CG 12 30| |2.668 HB3 18 36
57.037 CA 6 24( 14.218 HA 12 30( 17.932 HN 18 36
28.420 CB 6 24| (3.950 HB 12 30| (118.515 |N 18 36
4.406 HA 6 24| |1.006 HG2 12 30

2.723 HB2 6 24| (7.776 HN 12 30

8.058 HN 6 24| |113.973 (N 12 30

116.333 [N 6 24




H) Isoform 2b

3, ppm Atom |#res |#res 2| |5, ppm Atom |#res |#res 2| |5, ppm Atom |#res |#res 2
42.623 CB 1 37( [58.940 CA 8 44| 12.765 HB3 13 49
4.541 HA 1 37| [38.418 CB 8 44| 158.940 CA 13 49
3.072 HB2 1 37( [12.968 CD1 8 44| |138.418 CB 13 49
2.825 HB3 1 37| [26.234 CG1 8 44| 112.856 CD1 13 49
8.225 HN 1 37| [17.173 CG2 8 44| 126.034 CG1 13 49
121.798 ([N 1 37| 4.131 HA 8 44| 117.121 CG2 13 49
50.166 CA 2 38| [1.695 HB 8 44| 14.118 HA 13 49
19.920 CB 2 38| (0.780 HD1 8 44| 11.681 HB 13 49
4.323 HA 2 38| (1.428 HG12 8 44| 10.761 HD1 13 49
1.210 HB 2 38| (1.057 HG13 8 44| 11.330 HG12 13 49
8.122 HN 2 38| (0.815 HG2 8 44| 11.000 HG13 13 49
121.648 |N 2 38| (7.859 HN 8 44| 10.723 HG2 13 49
56.824 CA 3 39| (116.752 |N 8 44| 17.860 HN 13 49
63.464 CB 3 39| (43.781 CA 9 45| 1115.900 ([N 13 49
4.281 HA 3 39| (3.770 HA2 9 45| 155.632 CA 14 50
3.626 HB2 3 39| (3.668 HA3 9 45| |38.592 CB 14 50
3.550 HB3 3 39( 18.133 HN 9 45| [132.012 ([CD2 14 50
7.996 HN 3 39( [109.009 |N 9 45| 1116.628 |[CE2 14 50
112.434 |N 3 39| (53.503 CA 10 46| |4.544 HA 14 50
54.062 CA 4 40| |129.669 CB 10 46| |12.830 HB2 14 50
28.812 CB 4 40| |14.276 HA 10 46| |12.698 HB3 14 50
31.838 CG 4 40| |1.828 HB2 10 46| 16.961 HD1 14 50
4.223 HA 4 40| |1.671 HB3 10 46| 16.963 HD2 14 50
1.927 HB2 4 40| |2.186 HG1 10 46| |16.592 HE2 14 50
1.751 HB3 4 40| |2.185 HG2 10 46| |7.887 HN 14 50
2.233 HG2 4 40| |7.936 HN 10 46| |119.972 [N 14 50
2.234 HG3 4 40| |116.836 ([N 10 46| |57.676 CA 15 51
8.041 HN 4 40| |51.508 CA 11 47| 168.711 CB 15 51
118.622 |N 4 40| [39.096 CB 11 47| 120.797 CG2 15 51
51.832 CA 5 41| [4.511 HA 11 47| 14.435 HA 15 51
4.475 HA 5 41| [2.337 HB2 11 47| 13.887 HB 15 51
8.104 HN 5 41| 12.186 HB3 11 47| 11.055 HG2 15 51
116.724 |N 5 41| |7.345 HD21 11 47| 17.958 HN 15 51
44.093 CA 6 42| 16.913 HD22 11 47| 1116.655 [N 15 51
3.757 HA2 6 42| 18.129 HN 11 47| 161.259 CA 16 52
3.628 HA3 6 42| 1117.942 [N 11 47| 131.073 CB 16 52
8.038 HN 6 42| |55.644 CA 12 48| |48.987 CD 16 52
105.697 |N 6 42| 138.947 CB 12 48| 126.227 CG 16 52
54.013 CA 7 43| [131.014 ([CD1 12 48| 14.206 HA 16 52
33.014 CB 7 43| 1129.854 |[CE1 12 48| 11.992 HB2 16 52
28.397 CD 7 43| [128.018 [CzZ 12 48| [1.782 HB3 16 52
40.496 CE 7 43| 14.488 HA 12 48| [3.571 HD2 16 52
23.962 CG 7 43| 12.984 HB2 12 48| |3.522 HD3 16 52
4.298 HA 7 43| 12.766 HB3 12 48| |11.806 HG2 16 52
1.612 HB2 7 43| 17.173 HD1 12 48| |1.748 HG3 16 52
1.532 HB3 7 43| 17.173 HD2 12 48

1.502 HD2 7 43| 17.173 HE1 12 48

1.534 HD3 7 43| 17.950 HN 12 48

2.739 HE2 7 43| 17.134 HZ 12 48

2.739 HE3 7 43| [115.608 [N 12 48

1.298 HG2 7 43

1.250 HG3 7 43

7.809 HN 7 43

116.968 |N 7 43

7.812 NH 7 43

#res2 corresponds to the numbering of the full-length isoform 2.



Annex D - Ramachandran plots for A) MEG 2.1 isola, B) MEG 2.1 isolb, C) MEG 2.1 iso 1f, D) MEG 2.1 isolg, E) MEG 2.1
iso 2a and F) MEG 2.1 iso 2b. The repartition of the angles in function of the favored, allowed, or disallowed regions is
indicated under each plot.

Validation of the reconstructed structures (best 10 models)
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Residues in additional allowed regions [a,b,],p] 46 28.8%
Residues in generously allowed regions [~a,~b,~1,~p] 0 0.0%
Residues in disallowed regions 0 0.0%
Number of non-glycine and non-proline residues 160 100.0%
Number of end-residues (excl. Gly and Pro) 20
Number of glycine residues (shown as triangles) 10
Number of proline residues 0
Total number of residues 190

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.

Model numbers shown inside each data point.




B) Isoform 1b

PROCHECK-COMP

Ensemble Ramachandran Plot
folderhst (10 models)

del_0003
[3] det_ooos
del_0007
| del_0008

| del_0009

~1 7] del_ooto
[8] dgeroont
— [9] del_oor2

1 del_0013

I
4]
B

|
[ N¢]
>
mE N

~

2] 3

[ L

(9]

= .

&’

=z i

N

. —

-9 A
N0E_ ]

A

A ~b
. 9 2 ’7 T T T
-180 —135 -90 0 45 90 135 180

Ph1 (degrees)

Plot statistics

—

NN

135" f +
b

Residues in most favoured regions [A,B,L] 79 71.8%
Residues in additional allowed regions [a,b,],p] 31 28.2%
Residues in generously allowed regions [~a,~b,~1,~p] 0 0.0%
Residues in disallowed regions 0 0.0%
Number of non-glycine and non-proline residues 110 100.0%
Number of end-residues (excl. Gly and Pro) 10
Number of glycine residues (shown as triangles) 30
Number of proline residues 20
Total number of residues 170

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.

Model numbers shown inside each data point.




C) Isoform If

PROCHECK-COMP

Ensemble Ramachandran Plot
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Residues in additional allowed regions [a,b,1,p] 48 43.6%
Residues in generously allowed regions [~a,~b,~1,~p] 0 0.0%
Residues in disallowed regions 0 0.0%
Number of non-glycine and non-proline residues 110 100.0%
Number of end-residues (excl. Gly and Pro) 20
Number of glycine residues (shown as triangles) 10
Number of proline residues 10
Total number of residues 150

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.

Model numbers shown inside each data point.
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Residues in most favoured regions [A,B,L]

Residues in additional allowed regions [a,b,1,p]
Residues in generously allowed regions [~a,~b,~1,~p]
Residues in disallowed regions

Number of non-glycine and non-proline residues
Number of end-residues (excl. Gly and Pro)

Number of glycine residues (shown as triangles)
Number of proline residues

Total number of residues

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.

Model numbers shown inside each data point.
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Plot statistics

Residues in most favoured regions [A,B,L] 84 52.5%
Residues in additional allowed regions [a,b,l,p] 76 47.5%
Residues in generously allowed regions [~a,~b,~1,~p] 0 0.0%
Residues in disallowed regions 0 0.0%
Number of non-glycine and non-proline residues 160 100.0%
Number of end-residues (excl. Gly and Pro) 20
Number of glycine residues (shown as triangles) 0
Number of proline residues 0
Total number of residues 180

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.

Model numbers shown inside each data point.
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Plot statistics

Residues in most favoured regions [A,B,L] 71 59.2%
Residues in additional allowed regions [a,b,l,p] 49 40.8%
Residues in generously allowed regions [~a,~b,~1,~p] 0 0.0%
Residues in disallowed regions 0 0.0%
Number of non-glycine and non-proline residues 120 100.0%
Number of end-residues (excl. Gly and Pro) 10
Number of glycine residues (shown as triangles) 20
Number of proline residues 10
Total number of residues 160

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.

Model numbers shown inside each data point.




