Supplementary File 7: Sequence of Vgll4l, Vgll4b, Yap, Taz, and Tead3a mutants.

Vgll4l E2 (A7)

WT open reading frame is underlined. Aminoacids coded by another coding frame after
the mutation site are in red italics.

WT TGTGCGTTGAAGATTCAGGAATGGCGGTCACTAATTTCCACTACATAACCAGGATGAGCA 120
FEEEEEEEEE e e e e e e e e e e e e e e e e e |
Vgll4l E2A7  TGTGCGTTGAAGATTCAGGAATGGCGGTCACTAATTTCCACTACATAACCAGGATGAGCA 120
C AL XK I QE W R S L I S T T * P G * A
VR * R F RNGGUH* F P L HNQDE Q
C VED S GMAV T NTFHY I TRMS s

WT GTGGTTTCAAAGTATACATCTTAGAGGGACAGCCCAATCTGAGGAGCGAAGACAGATTCC 180
Frrrrrrrrrrerrrrrrrer e e e e e e e e e e e e e
Vgll4l E2A7  GTGGTTTCAAAGTATACATCTTAGAGGGACAGCCCAATCTGAGGAGCGAAGACAGATTCC 180
vV v s$S KY T s * R DS P I * G A K T D S
W F Q S I HLRGTAOQ S EUEURI R Q I P
G F KV Y I L E G Q P N L R S E DR F R

WT GGCACATGACCAGCGACAGAGTGCGCATGCGCCCCGCACACCCCATGAAGCGCAAGCACA 240
(RN FEEEEEEr e e et e et e
Vgll4l E2A7 GGCACAT--——----— GACAGAGTGCGCATGCGCCCCGCACACCCCATGAAGCGCAAGCACA 233
G T ~* A H A P R T P H E A Q A Q A 0
A H R V R M R P A H P M KR K H S
H M T K C A C A P H T P * S A S T
peptide
WT MAVTNFHY ITRMSSGFKVYILEGQPNLRSEDRFRHMTSDRVRMRPAHPMKRKHSSDRGRT 60

FEEEEEEEEr e e e e e e e
Vgll4l E2A7  MAVTNFHYITRMSSGFKVYILEGQPNLRSEDRFRHMTECACAPHTP

WT LEERRERALSKCVANSARRSSGFSIPESPTSTWSPTASPTHLIPSPVFSSPVMDEPLALI 120
WT KKPRPEPEKTESQNKATTQIQMRPSVITCVSSASRSTKQDCCNHSTAVSKHSYDHVEEHF 180
WT ORSLGINYHRATSISVSVDDHFAKALGDKWLQLKASSSSCHSSSSSSSSSPPSSPTEFIHS 240

WT PGYSPKRARKDSSSPTTTTPNEFWSDK 266



Vgll4b E3 (A4+6)

WT open reading frame is underlined. Aminoacids coded by another coding frame after
the mutation site are in red italics.

WT CTTTCTGCGATTAAAAGTCCATAAATGCTTTTTACCAAAATGGACCTGTTGAACTACCAG 180
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e e
Vglldb E3A4+6  CTTTCTGCGATTAAAAGTCCATAAATGCTTTTTACCAAAATGGACCTGTTGAACTACCAG 180
L S A I K S P * M L F T K MD L L N Y Q
F L R L K V H K C F L P K W T C * T T 8
F CD * K S I NATF Y QNGPV EL P V

WT TACTTGGACAAAATGAACAACAACATCGGCATCCTGTGCTACGAAGGAGATGCGGCTCTG 240
Frerrrrrrrrrrrrrrrrr e e e e e e e e e e e e e e
Vglldb E3A4+6  TACTTGGACAAAATGAACAACAACATCGGCATCCTGTGCTACGAAGGAGATGCGGCTCTG 240
Yy L D KMNNNTIGTITILCVYEGUDA AN ATL
T w T K » T T T s A S C A T K E M R L *
L G QNE Q Q HRHUPV LRI RI RTCG S E

WT AGAGGCGAGTCCAGAATGCAGTCTCTGTCGTCTGCAGTCAGCAACCACCGGACCGGCCCT 300
FEEEEEEEEE et e e e e e e e e e e e e e e e e e
Vgll4b E3A4+6  AGAGGCGAGTCCAGAATGCAGTCTCTGTCGTCTGCAGTCAGCAACCACCGGACCGGCCCT 300
R G E S R M Q S L S S A V S N HR T G P
E A S PECSLCRULIOQSATTG P A L
R RV QN AV SV V C S Q Q P P DR P S

WT CCTCCCATCAGCCCCAGCAAGAGGAAACACAGCGCGGAGCAAGCAGACGACGACATCGAC 360
FEEEEEEEEr e e e e e e e e e e e e e e e e e e e
Vgll4b E3A4+6  CCTCCCATCAGCCCCAGCAAGAGGAAACACAGCGCGGAGCAAGCAGACGACGACATCGAC 360
P P I S P S KR KH S A EQADUDTDID
L PSAPARGNTA ARSI KOQTTT S T
S H Q P Q Q E E T Q R G A S R R R HR L

WT TGCAACAGTGAGCATGTGGCCAAGATGAGCCGCCTGTTCGCCGCACAGCTAGGAAAGCCT 420
FEErrrrrr ettt e e e
Vglldb E3A4+6 TGCAACAGTGAGCATGTGGCCAAGATGAGCCGCCTGTTCGCCGCACAGCTAGGAAAGCCT 420
C N S E H V A KM S R L F A A QL G K P
AT VvV S M W P R * A A C sS P H S * E S L
¢ * A C G Q D E P P V R R T AR K A C

WT GCCAACGGGGACTACCGCAAGGACCCCCGGGAGCGCAGCCGCAGCCCCATCGAGC--GCA 478
FErrrrrrrrrrrr e et et e et e e e e [N
Vglldb E3A4+6 GCCAACGGGGACTACCGCAAGGACCTCCGGGAGCGCAGCCGCAGCCCCATCATCCCAGCA 480
A N G D Y R K DL R ER S R S P I I P A
p T G T T A R T S G S A A A A P S S Q H
Q R G L P Q G P P G A Q P Q P H H P S M

WT TGGCGGCCCCCAGCATGAGTCTGGT TGGTGGGCATCATCTCTACATGCCCAGCCTGGCCC 538
Frerrrrrrrrrerrrrrrr e e e e e e e e e e e e e e
Vglldb E3A4+6  TGGCGGCCCCCAGCATGAGTCTGGTTGGTGGGCATCATCTCTACATGCCCAGCCTGGCCC 540
w R P P A *V WL V G I I S T CP A WP
G G P Q HE S GWWAS S L HA QP G P
A A P S M S LV GGHUHULUYMZPS L A L

Peptide

WT MLFTKMDLLNYQYLDKMNNNIGILCYEGDAALRGE SRMQSLSSAVSNHRTGPPPISPSKR 60
FEEEEEEEEE et e r e e e e e e e e e e e e e e e e

Vglldb E3A4+6  MLFTKMDLLNYQYLDKMNNNIGILCYEGDAALRGESRMQSLSSAVSNHRTGPPPISPSKR 60

WT KHSAEQADDDIDCNSEHVAKMSRLFAAQLGKPANGDYRKDPRERSRSPIERMAAPSMSLV 120
FEEEEEEEEEr et e et e e e e e e e e e e e e

Vglldb E3A4+6  KHSAEQADDDIDCNSEHVAKMSRLFAAQLGKPANGDYRKDLRERSRSPI IPAWRPPA

WT GGHHLYMPSLALDQPLALTKNMDSSRSMGISPTASPVERQQNRPSVITCAPANNRNCNLS 180

WT HCTGSHNGCSPGLNASYRRASNSNTACDPVIEEHFRRSLGKNYKEPEPVTNSVSITGSVD 240

WT DHFAKALGETWLQIKAKGGSSSPDASPNTHMVNHNHSPSLVS 282






Yap

Yap

WT

Yap

Yap

Yap

Yap

Yap E3 (A8)

WT open reading frame is underlined. Aminoacids coded by another coding frame after
the mutation site are in red italics.

E3A8

E3A8

E3A8

E3A8

E3A8

E3A8

TTCAGTTGGATAGAAAGAAGAGTTTTACTTTTATCTGGAGTCATGGATCCGAACCAGCACAACCCTCCAGCCGGCCACCA 440
FErrrrrrrrrrrrrerrrrrrrrrrrrrrrrr e e e e e e e et e e e e e e e e
TTCAGTTGGATAGAAAGAAGAGTTTTACTTTTATCTGGAGTCATGGATCCGAACCAGCACAACCCTCCAGCCGGCCACCA 440
F S W I&EW®RWI RVILILILS GV MDUPNOQHNUZPZPA AGUHQ

s v G * K EEVF Y F Y LE S WIRTSTTTL Q P A T R

Q L DR XK S FTVFTI WS H G S EUPA AU QP S S R P P

GATCGTCCATGTTCGGGGAGACTCCGAGACCGATCTGGAGGCTCTTTTTAACGCTGTGATGAACCCGAAAAACACCATCG 520
FErrrrrrrrerrrrererrrrrrrerrrrrerrrreererrrrrerrrre et e et e
GATCGTCCATGTTCGGGGAGACTCCGAGACCGATCTGGAGGCTCTTTTTAACGCTGTGATGAACCCGAAAAACACCATCG 520
I vV H vV R G D S E T D L E A L F NA V MNUZPIKNT I V

s s M ¥ G E T P R P I WU R L ¥ L T L * * T R K T P S
b R P CsSs G RUL RDU RS G G S F * R CDE P E K H H R

TCCCCCCTTCCGTGCCGATGAGGTTGAGAAAGCTGCCAGACTCATTCTTCACGCCGCCAGAGCCAAAGTCCCACTCCAGA 600

FErrrrrrrrrrrrrererrrrrrrrrrrerrr et rrr e e e e e e e e e e e e

TCCCCCCTTCCGTGCCGATGAGGTTGAGAAAGCTGCCAGACTCATTCTTCACGCCGCCAGAGCCARAAGTCCCACTCCAGA 600
P P S VvV P MR LRI KL P D S F F T P P E P K S H S R

s p L P CR * G * E S C Q T H S S R R Q S O S p T P D

P P F R A D EV E KA AR L I L HAAIRA AI KV P L QT

CAAGCCAGTACAGATGCAGGTACTGCTGGTACCGTCACGCCCCATCACGTCCGGGCACACTCCTCACCTGCCTCCCTGCA 680
LErrrrrrrrrrrrrerrrrrrrrrrrrrrrrr e e e e e e e e e e e e e e e e
CAAGCCAGTACAGATGCAGGTACTGCTGGTACCGTCACGCCCCATCACGTCCGGGCACACTCCTCACCTGCCTCCCTGCA 680
Q A S T DA GT A G T V T P H HV RAH S S P A S L ©Q
K PV QM QV L LV P S RPIT S GHT?PHTILP P C S
S Q9 Y R CRYCWYRUHAPJSI RU®PSGTTLTULTT CTIL P A

GCTGGGCGCAGTTTCTCCTGGTGCACTGACCAGCATGGGTCCAGCAAACGCCCCACCTCAGCACCTCCGCCAGTCCTCTT 760

FEErrrrrrrrrrr e e e e e e e e e e e e e e e e e e e e e e e e e e

GCTGGGCGCAGTTTCTCCTGGTGCACTGACCAGCATGGGTCCAGCAAACGCCCCACCTCAGCACCTCCGCCAGTCCTCTT 760
L G A V S P GA L T S M G P AN AUZPZPOQOHTULT® RIOQOS s ¥
WA Q F L L VH * P A WV Q Q TP HTIL S T S A S P L

A G R S F s wCTDQHG S S XK UR®PT S APUP PV L L

ACGAGATACCTGATGACATGCCGCTGCCCCCAGGCTGGGAGATGGCCAAGACCCCTTCGGGACAGAGATACTTCCTAAACCATAA
FEEEEErrrrrrd Frrrrrrrrrrrerrrr e rrr e e e e e e e e e e e e e

ACGAGATACCTGA----———- CGCTGCCCCCAGGCTGGGAGATGGCCAAGACCCCTTCGGGACAGAGATACTTCCTAAACCATAA
E I P D A A P R L G D G Q D P F G T E I L P K P *

T R Y L T L P P G W EMAI KT P S G Q R Y F L N H N

T * R ¢C P QO A G RW PR P L RDRD T S * T I M

Peptide

WT MDPNQHNPPAGHQIVHVRGDSETDLEALFNAVMNPKNTIVPPSVPMRLRKLPDSFFTPPE 60
FEEErrrrrr e ettt et e et ettt el

Yap E3A8 MDPNQHNPPAGHQIVHVRGDSETDLEALFNAVMNPKNTIVPPSVPMRLRKLPDSFFTPPE 60

WT PKSHSRQASTDAGTAGTVTPHHVRAHSSPASLQLGAVSPGALTSMGPANAPPQHLRQSSY 120
FEEErrrrrrrrrr et et e et ettt e

Yap E3A8 PKSHSRQASTDAGTAGTVTPHHVRAHSSPASLQLGAVSPGALTSMGPANAPPQHLRQSSY 120

WT EIPDDMPLPPGWEMAKTPSGQRYFLNHNDQTTTWQDPRKALLQOMNQAAPASPVPVQQONI 180
[T

Yap E3A8 ETIPDAAPRLGDGQDPFGTEILPKP

WT MNPASGPLPDGWEQAITSEGEIYYINHKNKTTSWLDPRLDPRFAMNQQRISQSAPVKQGS 240

WT QLPSSPQSGVMSGNNPIRLQQIHIEKERLRIKQELLRQRPQELALRNQLPTSMEQDGGTQ 300

WT NPVSSPGMGQDARNMTTNS SDPFLNSGTYHSRDESTDSGLSMSSYSVPRTPDDFLNSVDE 360

WT METGDTLGPGSMATQPSRFPDYLDAIPGTDVDLGTLEGESMAVEGEELMPSLQEALSSDI 420

WT LNDMESVLAATKIDKENFLTWL 442

847






TAZ E1(A4)

WT open reading frame is underlined. Aminoacids coded by another
the mutation site are in red italics.

WT

Taz

WT

Taz

WT

Taz

WT

Taz

WT

Taz

WT

Taz

WT

Taz

ElA4

E1lA4

ElA4

ElA4

E1lA4

ElAr4

E1lA4

Peptide

WT

TAZ

WT

TAZ

WT

WT

WT

WT

WT

ElAr4

Elnr4

CAAACACTTTTCAACTCGGCTGAAACTACTTAAGGACGAAAAACAGGAAAAGTTCCTACA
FEEErrrrrrrr e e e e e e e e e e e e e e e e e e e e e e
CAAACACTTTTCAACTCGGCTGAAACTACTTAAGGACGAAAAACAGGAAAAGTTCCTACA
Q T L F NS AE T T * G RZK TG K V P T
K HF S T R L K L L K D E K Q E K F L Q
N T F QL G * N Y L R TKN R K S S Y R

GGAAtttttttttCCATCGGCCATTTTAATCGAAGTTTGT TTTGACCATGAGCGGTAATC
FEErrrrrrrrrrrrrrrrrr e e e e e e e e e e e e e
GGAATTTTTTTTTCCATCGGCCATTTTAATCGAAGTTTGT TTTGACCATGAGCGGTAATC
G I F F $ I GHU FNU RSLF * P * A V I
E F F F P S A I LI EV CF DHER * S
N F F FHRPF * S KF VL TMS GNP

CTCTCCAGCCGATACCGGGCCACCAGGTGATCCATGTCGCCAAAGACCTGGACACGGATC
FEEErrrrrrrrrtrrrr e et e e e e e e e e
CTCTCCAGCCGATACCGGGCCACCAGGTGATCCATGTCGCCAAAGACCTGGACACGGATC
L s S R Y R A TR * s M S P K T W T R I
s p A DT G P P G D P C R Q R P G H G S
L Q P I P G H Q Vv I HV A KD UL D T D L

TGGAGGCTCTTTTTAACTCGGTCATGAACCCGAAACCGAGCTCCTGGAGGAACAAGGATA
FEErrrrrrrrrrrrrrrrrr e et e et et e e e e e e e
TGGAGGCTCTTTTTAACTCGGTCATGAACCCGAAACCGAGCTCCTGGAGGAACAAGGATA
W R L F L T R s * T R N R A P G G T R I
G 6 S F * L G H E P E T E L L E E Q G Y
E A L F NS VMNUPIKUPS S WRNIKUDM

TGCCGCAGTCTTTCTTCCAGGAGCCGGACTCGGGCTCCCACTCCCGGCAGTCCAGCGCGG
FEErrrrrrrrrrrrrrrrrr e e e e e e e e e e e e e
TGCCGCAGTCTTTCTTCCAGGAGCCGGACTCGGGCTCCCACTCCCGGCAGTCCAGCGCGG
CcC R SL S S R SURTIRAPTP G S P AR
A AV F L P GAGTULGTLPULPAV Q R G
P Q S F F Q E P D S G S H S R Q S S A D

ATTCCGGTTCTCTCCCGCCGAGGGTCCACTTTCGCTCGCGCTCATCTCCGGCGTCCCTAC
FEErrrrrrrrrrrrrrr e e et e et e e e e e e e e e
ATTCCGGTTCTCTCCCGCCGAGGGTCCACTTTCGCTCGCGCTCATCTCCGGCGTCCCTAC
I p VL S R R G S T F A R A HL R R P Y
F R F s P A E G P L s L A L I s G V P T
S G S L P P RV HF R S R S S P A S L Q

AGCTGCCGGCGGGCTCCGTGAGCGGCCCGAGCCCCGGGAGACTCCACTCCCACACCCGGC

I FEEEEErrrr e e e et e e e e e e e e e e e e

AG----CGGCGGGCTCCGTGAGCGGCCCGAGCCCCGGGAGACTCCACTCCCACACCCGGL

S G G L R E R P E P R E T P L P H P A

A A G S V. S G P S P G R L H S H T R H
R R A P * A A R A P G D S T P T P G

MSGNPLQPIPGHQVIHVAKDLDTDLEALFNSVMNPKPSSWRNKDMPQSFFQEPDSGSHSR
FEEEEErrrr et e e e e e e e e e e e b e e e e e e e

MSGNPLQPIPGHQVIHVAKDLDTDLEALFNSVMNPKPSSWRNKDMPQSFFQEPDSGSHSR
QSSADSGSLPPRVHFRSRSSPASLOLPAGSVSGPSPGRLHSHTRHQSCDVAEELPLPPGW

FEEEEEEEEE e et
QSSADSGSLPPRVHFRSRSSPASLQRRAP

EMAFTPNGOKYFLNHIEKITTWHDPRKSMTPSVAQLSLHNQVSNTASIQQRSMALSQPNL

VLNQOAHQQOQOOHLOQOQOOQVPVQVPVQAPQQQOSSQPMMNLSAQQHOOKMRLORIQMERE

RIQRRQEELMRQEVALRQLPMDSDNLPPVAPAIGS PAMSAGNMPNNSADPFLNSGPYHSR

EQSTDSGLGLGCYSIPTTPEDFLNNMEDMDTGENMVPVSMNVPPQSRFPDFLDSMPGTNV

DLGTLEGTDLMPILNDVESVLNKSEPFLTWL 391

coding frame after

60

60

120

120

240

240

300

300

420

60
60

120



Tead3a5A14593

WT open reading frame is underlined. Aminoacids coded by another coding frame after
the mutation site are in red italics.

WT CCAGCGAGAGCCCGGAGGAGGGCCAGGAGGATGAGGTGGACGGGATGGACAARACCGGAA 360
Frrrrrrrrrrerrrerrrrrr e e e e e e e e e e e e e e e
Tead3a SA14593  CCAGCGAGAGCCCGGAGGAGGGCCAGGAGGATGAGGTGGACGGGATGGACAAAACCGGAA 360
P A RARU RIRARIRMPRMWTG W T K P E
Q R E P GG G P GG * G G R DG Q N R N
S ESsS P EE G Q E DE V DGMUD KT G M

WT TGGACGGGGATGCGGAGGGCGTCT GGAGT CCTGACATTGAACAAAGCTTCCAGGAGGCTC 420
FEEEEEr e e e e e e e e e e e e e e e e e e e e
Tead3a SA14593 TGGACGGGGATGCGGAGGGCGTCTGGAGTCCTGACATTGAACAAAGCTTCCAGGAGGCTC 420
W T G MR RAS GV L T L N KA S R R L
G R GCGG RULE S * H * T KL P G G S
D G DA E G V W S P DI E Q S F Q E A L

WT TGGCCATTTATCCACCCTGTGGCCGCAGAAAGATCATCCTCTCAGATGAAGGARAGATGT 480
FEEEEEE e e e e e e e e e e e e e e e e e e e e
Tead3a SA14593  TGGCCATTTATCCACCCTGTGGCCGCAGAAAGATCATCCTCTCAGATGAAGGAAAGATGT 480
W P F I HPV AAEU RS S S QM KE R C
G HL S T L WP Q K DH P L R * R K D V
A I Y P P CGRIRIKTI I L S DZEGKMZY

WT ATGGTCGTAATGAATTGATAGCAAGATATATAAAGCTGCGAACTGGAAAAACACGCACAC 540
FEEEEEE e e e e e e e e e e e e e e e e e e e e e
Tead3a SA14593  ATGGTCGTAATGAATTGATAGCAAGATATATAAAGCTGCGAACTGGAAAAACACGCACAC 540
M V VMN * * 0 D I * S CE L E K H A H
W s * * I DS K I Y KA AN WK N T H T
G RN E L I A R Y I KL R T G K T R TR

WT GGAAACAGGTATCTAGTCACATACAGGTGTTAGCAAGGAAGAAAATGCGGGAATATCAAG 600
FEEEEEEEr e e e e e e e e e e e e e e e e e e e e e
Tead3a SA14593  GGAAACAGGTATCTAGTCACATACAGGTGTTAGCAAGGAAGAAAATGCGGGAATATCAAG 600
G N R Y L VT YR C * Q G RIZ KCGN I K
E T G I * S H T GV S K EEDNAG I S 8
K 9 vs s H I 9 Vv L A R K K MU RE Y Q A

WT CAGGCATAAAGGCCATGAATTTGGATCAGGCTTCAAAAGACAAAGCTCTTCAGAACATGG 660
FErrrrrrrrrerrrrrrrrrerrrrerrrre e et r e et r el
Tead3a SA14593 CAGGCATAAAGGCCATGAATTTGGATCAGGCTTCAAAAGACAAAGCTCTTCAGAACATGG 660
Q A * R P * I W I R L QQ K T K L F R T W
R H K G H EF G S G F K R Q S s S E H G
G I K A M N L D Q A S K DK AL Q N M A

WT CGGCTCTGTCCTCAGCTCAGATCGTGTCTGCCAGTGTGATGAAGAGTCAGCTTCCTCCTC 720
Frrrrrrrrrrerrrerrrrrrrr e e e e e e e e e e e e e e
Tead3a SA14593  CGGCTCTGTCCTCAGCTCAGATCGTGTCTGCCAGTGTGATGAAGAGTCAGCTTCCTCCTC 720
R L ¢ P QLR S CUL PV * * RV S F L L
G s v L S S DU RV CQCDETE S A S S s
A L S s A Q I VS A S V MK S QL P P L

WT TTCCTCAGCACCCATACCCTCCTCCAGCCCGGTTTTGGCCCGGCCCCATCCCAGGACAGC 780
FEEEEEr e e e e e e e e e e e e e e e e e e e e e e
Tead3a SA14593 TTCCTCAGCACCCATACCCTCCTCCAGCCCGGTTTTGGCCCGGCCCCATCCCAGGACAGC 780
F L s T H T L L Q P G F G P A P S Q D S
s s AP I P S S S PV L AR PH PR T A
P Q H P Y P P P A RF WZPG P I P G Q P

WT CTGGACCTTCTCAGGACATCAAGCCCTTTGCACCGAGCCCGTACCCTACCCTTCAGCCTC 840
FETTTEEEEErrrrd

Tead3a SA14593 CTGGACCTTCTCAGGAIqagtatttcaqacccacatttgatctaagaacagtactcctgc 840
L b L L R R EY F R P T F D L R T V L L
w T F S G G S I S D P H L I * E Q Y S C



G P S Q FE G V F QO T H I * S K N S T P

Tead3aSA14593 Peptide

WT

Tead3a SA14593

WT

Tead3a SA14593

WT

Tead3a SA14593

WT

WT

WT

WT

MDKTGMDGDAEGVWSPDIEQSFQEALAIYPPCGRRKIILSDEGKMYGRNELIARY IKLRT
FEEETEEEEE et et e e e e et e e e e e e e e e e e e e e et |
MDKTGMDGDAEGVWSPDIEQSFQEALAIYPPCGRRKIILSDEGKMYGRNELIARY IKLRT
GKTRTRKQVSSHIQVLARKKMRE YQAGIKAMNLDQASKDKALQONMAALSSAQIVSASVMK
FEEErrrrrr et e e e e e e e e e e e e e e e e e e e
GKTRTRKQVSSHIQVLARKKMREYQAGIKAMNLDQASKDKALQNMAALSSAQIVSASVMK
SQLPPLPQHPYPPPARFWPGPIPGQPGPSQDIKPFAPSPYPTLQPPPISSYEQLPAPLPP
FEEEEEEEEErr e e e e
SQLPPLPQHPYPPPARFWPGPIPGQPGPSQEGVFOTHI
SATAVPVWQDRTIASSKLRMLEYSAFMEVQRDPDTYSKHLFVHIAQTNPSYTDPLLEAVD
IRQIYDKFPEKKGGLKELYEKGPQNAFFLVKFWADLNSSNVQDGAGSFYGVSSQYSSAEN
MTITVSTKVCSFGKQVVEKVETEYARVEGGRYVYRIHRSPMCEYMINFIHKLKHLPEKYM

MNSVLENFTILQVVTNRDTQETLLCIAFVFEVSTSDHGAQYHVYRLVKD 409

60

60

120

120



