Supplementary Table 2: Sequence alignment of myosin Il heavy chains

Entry Entry name Myosin HC Acronym Protein Organism Length Gene
P35579 MYH9_HUMAN Nonmuscle A NMII-A Myosin-9 Homo sapiens (Human) 1,960 MYH9
P35580 MYH10_HUMAN Nonmuscle B NMII-B Myosin-10 Homo sapiens (Human) 1,976 MYH10
P35749 MYH11_ _HUMAN Smooth Myosin-2 Homo sapiens (Human) 1,972 MYH11
P10587 MYH11_CHICK* Smooth Myosin-2 Gallus gallus (Chicken) 1,979 MYH11
008638 MYH11_MOUSE Smooth Myosin-2 Mus musculus (Mouse) 1,972 MYH11
Q77406 MYH14_HUMAN Nonmuscle C NMII-C Myosin-14 Homo sapiens (Human) 1,995 MYH14
AO0A125S9Y7 AO0A125S9Y7_9ARAC | Skeletal Myosin-2 Aphonopelma (Tarantula) | 1,953

The table shows the sequence alignment of the human myosin Il heavy chains analyzed in this work. There are three isoforms of nonmuscle
myosin: A, B and C, corresponding to genes MYH9, MYH10 and MYH14, respectively. These and the smooth muscle gene (MYH11) were
compared with the chicken smooth muscle sequence, which has close identity to the turkey sequence constituting the 10S structure analyzed in
this paper. Sequences were obtained from UniProtKB (https://www.uniprot.org) and the multiple sequence alignment was done using CLUSTAL
0(1.2.4). The sequence for the turkey (Meleagris gallopavo) gizzard myosin was obtained from GenBank XP_010717783.1,
https://www.ncbi.nlm.nih.gov/protein/XP_010717783.1). The turkey sequence differs at only 18 sites from chicken, highlighted in green below:
12 residues with strong similarity [*:”] and 4 residues with weak similarity [“.”]) to the chicken sequence (P10587). Loops (P-loop, C-loop, CM loop,
H-loop, loops 2 and 3), SH3, switches 1 and 2, relay, strut, SH1 and SH2 helices, converter, invariant proline, lever arm, segments 1, 2 and 3,
rings 1, 2 and 3, skips, hinges 1 and 2, and tail piece are highlighted in yellow and labelled according to the nomenclature of Ref. 21 for
AOA1258S9Y7. Symbols in last row: “*” perfect alignment, “:” a site belonging to a group exhibiting strong similarity and “.” a site belonging to a
group exhibiting weak similarity. The location of disease-causing mutations in smooth and nonmuscle myosin |l (Extended Data Table 2) are

highlighted in the alignment in blue (deletions: blue, duplications: blue) in their equivalent residues in the chicken (MYH11) sequence.

CLUSTAL 0(1.2.4) multiple sequence alignment

€C— SH3--—————————————————~
SP|P35579|MYHOSHUMAN  ———mmmmmmm M-AQQAADKYLYVDKNEF-——-——- INNPLAQADWAAKKLVWVPS 36
SP|P35580|MYH10 HUMAN —————-————-—- MAQRT-GLEDPERYLFVDRAV-————-— IYNPATQADWTAKKLVWIPS 40
SP|P35749|MYHI1 HUMAN = —————————-——=- MAQKG-QLSDDEKFLFVDKNE-——-——- INSPVAQADWAAKRLVWVPS 40
SP|P10587|MYH11 CHICK  —————————————- MSQK-PLSDDEKFLEVDKNF-———-— VNNPLAQADWSAKKLVWVPS 39
SP|008638|MYH1I1 MOUSE ——————————-—- MAQKG-QLSDDEKFLFVDKNE-——-——- MNSPMAQADWVAKKLVWVPS 40

SP[Q7Z2406|MYH14 HUMAN MAAVTMSVPGRKAPPRPGPVPEAAQPFLEFTPRGPSAGGGPGSGTSPQVEWTARRLVWVPS 60
TR|AOA125S9Y7|AOAL12559Y7 9ARAC -—-—-——--——-——-——--—- MAEDPDPTEYLYISMEQ--—-—--—— KRKDQTKPYDGKKMVWVAD 36
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https://www.uniprot.org/
https://www.ncbi.nlm.nih.gov/protein/XP_010717783.1

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP|P35579|MYHY9 HUMAN

SP[P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

TRIAOA125S9Y7|AOAL12589Y7 9ARAC

DKSGFEPASLKEEVGEEAIVELVENGKKVKVNKDDIQKMNPPKESKVEDMAELTCLNEAS
ERHGFEAASIKEERGDEVMVELAENGKKAMVNKDDIQKMNPPKFSKVEDMAELTCLNEAS
EKOGFEAASIKEEKGDEVVVELVENGKKVTVGKDDIQKMNPPKFSKVEDMAELTCLNEAS
EKHGFEAASIKEEKGDEVTVELQENGKKVTLSKDDIQKMNPPKEFSKVEDMAELTCLNEAS
EKQGFEAASIKEEKGDEVVVELVENGKKVTVGKDDIQKMNPPKFSKVEDMAELTCLNEAS
ELHGFEAAALRDEGEEEAEVELAESGRRLRLPRDQIQRMNPPKFSKAEDMAELTCLNEAS
EKEGYLLGLIKSTQGDICTVDIEGQO-ESROVKKDLLOQVNPPKYEKCEDMSNLTYLNDAS

* . . * o . ek ekeokhkkhkkhkke Kk hkhkkookk kkokk

VLHNLKERYYSGLIYTYSGLFCVVINPYKNLPIYSEEIVEMYKGKKRHEMPPHIYATITDT
VLHNLKDRYYSGLIYTYSGLFCVVINPYKNLPIYSENITEMYRGKKRHEMPPHIYAISES
VLHNLRERYFSGLIYTYSGLFCVVVNPYKHLPIYSEKIVDMYKGKKRHEMPPHIYATADT
VLHNLRERYFSGLIYTYSGLEFCVVINPYKQLPIYSEKIIDMYKGKKRHEMPPHIYATADT
VLHNLRERYFSGLIYTYSGLFCVVVNPYKYLPIYSEKIVDMYKGKKRHEMPPHIYATADT
VLHNLRERYYSGLIYTYSGLFCVVINPYKQLPIYTEAIVEMYRGKKRHEVPPHVYAVTEG
VLHNLKQRYYANLIYTYSGLFCVAINPYKRFPIYTNRTVQIYKGRRRTEVPPHLFAISDG

*****::*‘k::.‘k**********.:**** :‘k**:: -::*:‘k::‘k *:‘k**::*:::
<---25-50 kDa loop---—>
AYRSMMODREDQSILCTGESGAGKTENTKKVIQYLAYVASSHKSKKD---Q—-—————— GE
AYRCMLODREDQSILCTGESGAGKTENTKKVIQYLAHVASSHKGRKDHNIP-—-—-—--—--— GE
AYRSMLODREDQSILCTGESGAGKTENTKKVIQYLAVVASSHKGKKDTSIT--—-—-—-—— GE
AYRSMLODREDQSILCTGESGAGKTENTKKVIQYLAVVASSHKGKKDTSITQGPSEFSYGE
AYRSMLODREDQSILCTGESGAGKTENTQOKVIQYLAVVASSHKGKKDSSIT--—--—-—— GE
AYRSMLODREDQSILCTGESGAGKTENTKKVIQYLAHVASSPKGRKEPGVP-—————— GE
AYSAMLANRENQSMLITGESGAGKTENTKKVIAYYANVGAATPKPGK---EAPTKEKKAT

* K * . cekkoekk ek KAhkAhkAXkAhkAXAKkoekkk X Kk Kk oo

25/50 Junction

96
100
100
99
100
120
95
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160
160
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160
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206
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233
212



SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AOAL125S9Y7 9ARAC

SP|P35579|MYHY9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL12589Y7 O9ARAC

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

€Switch 12>
LERQLLOANPILEAFGNAKTVKNDNSSREGKFIRINFDVNGYIVGANIETYLLEKSRAIR
LERQLLOANPILESFGNAKTVKNDNSSREGKFIRINFDVTGYIVGANIETYLLEKSRAVR
LEKQLLOANPILEAFGNAKTVKNDNSSREGKFIRINFDVTGYIVGANIETYLLEKSRAIR
LEKQLLOANPILEAFGNAKTVKNDNSSREGKFIRINFDVTGYIVGANIETYLLEKSRAIR
LEKQLLOANPILEAFGNAKTVKNDNSSREGKFIRINFDVTGYIVGANIETYLLEKSRAIR
LERQLLOANPILEAFGNAKTVKNDNSSREGKFIRINFDVAGYIVGANIETYLLEKSRAIR
LEDQVVQTNPVLEAFGNAKTVRNDNSSREFGKFIRIHFGPMGKLAGADIETYLLEKARVIS

KNk ke okhkekkheoehkkehkhkhkkhkhkhkehkhkhkkhkkhkhkkhkkhhkhkhkkkheok k) o kkekkkhkhkhkkkhk ok .

QOAKEERTFHIFYYLLSGAGEHLKTDLLLE-PYNKYRFLSNGHVTIPGOODKDMFQETMEA
QAKDERTFHIFYQLLSGAGEHLKSDLLLE-GEFNNYRFLSNGYIPIPGOQODKDNFQETMEA
QARDERTFHIFYYMIAGAKEKMRSDLLLE-GENNYTFLSNGEVPIPAAQDDEMFQETVEA
QAKDERTFHIFYYLIAGASEQMRNDLLLE-GENNYTFLSNGHVPIPAQODDEMFQETLEA
QARDERTFHIFYYLLAGAKEKMKSDLLLE-SENSYTFLSNGEVPIPAAQDDEMFQETLEA
QAKDECSFHIFYQLLGGAGEQLKADLLLE-PCSHYRFLTNGPSSSPGQ-ERELFQETLES
QOTLERSYHIFYQLMSGGIENLKADLLLSDDIYDYHEFVSQGKIEIPGVDDAEELRLTDTA

* X e e kkkk e Kk K e oo Kkhkkk X ke e ok * . . .o K

MRIMGIPEEEQMGLLRVISGVLOLGNIVFKKERNTDQASMPDNTAAQKVSHLLGINVTDE
MHIMGEFSHEEILSMLKVVSSVLOFGNISFKKERNTDQASMPENTVAQKLCHLLGMNVMEF
MAIMGEFSEEEQLSILKVVSSVLOLGNIVFKKERNTDQASMPDNTAAQKVCHLMGINVTDE
MIIMGFTEEEQTSILRVVSSVLOLGNIVFKKERNTDOQASMPDNTAAQKVCHLMGINVTDFE
MSIMGFNEEEQLAILKVVSSVLOLGNIVFKKERNTDQASMPDNTAAQKVCHLVGINVTDE
LRVLGFSHEEIISMLRMVSAVLQFGNIALKRERNTDOATMPDNTAAQKLCRLLGLGVTDF

TRIAOA125S9Y7|A6A125S9Y7_9ARAC FDILGFSHEYKTDVYKITASCMHLGEMKFKORPREEQAEADGTEEGERVAHLLGVNAAD

o« K . * . ok o o o« k. - kK o o . ok o ko . .

266
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SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP|P35579|MYHY9 HUMAN

SP[P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL12589Y7 O9ARAC

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TR|AOA125S9Y7 |A0A125S9Y7 9ARAC

€---CM-loop---=>
TRGILTPRIKVGRDYVOKAQTKEQADFATEALAKATYERMFRWLVLRINKALDKTKRQOGA
TRAILTPRIKVGRDYVQKAQTKEQADFAVEALAKATYERLFRWLVHRINKALDRTKRQGA
TRSILTPRIKVGRDVVOKAQTKEQADFAVEALAKATYERLFRWILTRVNKALDKTHRQGA
TRSILTPRIKVGRDVVOKAQTKEQADFATIEALAKAKFERLFRWILTRVNKALDKTKRQOGA
TRAILTPRIKVGRDVVQKAQTKEQADFATIEALAKATYERLFRWILSRVNKALDKTHRQGA
SRALLTPRIKVGRDYVOKAQTKEQADFALEALAKATYERLFRWLVLRLNRALDRSPRQGA
YKNLVKPKIKVGNEMVTQGRNATQVSYSVGGLAKAMFDRTFKWLVKRLNETLDTK QKRQ

* **** e Kk . . * LY **** . * * . * e K. * **

<switch 2> - Relay----------

SFIGILDIAGFEIFDLNSFEQLCINYTNEKLOQLFNHTMFILEQEEYQREGIEWNEIDEG
SFIGILDIAGFEIFELNSFEQLCINYTNEKLOQLFNHTMFILEQEEYQREGIEWNEIDEG
SFLGILDIAGFEIFEVNSFEQLCINYTNEKLOQLFNHTMFILEQEEYQREGIEWNEIDEG
SFLGILDIAGFEIFEINSFEQLCINYTNEKLOQLFNHTMFILEQEEYQREGIEWNEIDEG
SFLGILDIAGFEIFEVNSFEQLCINYTNEKLOQLFNHTMFILEQEEYQREGIEWNEIDEG
SFLGILDIAGFEIFQLNSFEQLCINYTNEKLOQLFNHTMEVLEQEEYQREGIPWTFLDEG
YFIGVLDIAGFEIFDYNGFEQLCINFTNEKLOQOFEFNHHMEVLEQEEYKREGIDWVEIDEG

Kekekkhkhkk Ak Ak ke K K Ak kAkkhkAkhkeoekhkhAhkhhkAkeoehkhk *hkekhkhkhAhkhkoekkhkhk | *eoekk%k

-> €C——— H-loop------—--————--—- > <-Loop 3
LDLOQPCIDLIEKPAGPPGILALLDEECWEPKATDKSEFVEKVMQOE-QGTHPKFQKPKQL—-—
LDLOQPCIDLIERPANPPGVLALLDEECWEFPKATDKTEFVEKLVQE-QGSHSKFQKPRQOL——
LDLOQPCIELIERPNNPPGVLALLDEECWEFPKATDKSEFVEKLCTE-QGSHPKFQKPKQL——
LDLOQPCIELIERPTNPPGVLALLDEECWEPKATDTSEFVEKLIQE-QGNHAKFQOKSKQL--
LDLOPSIELIERPNNPPGVLALLDEECWEFPKATDKSEFVEKLCSE-QGNHPKFQKPKQL——
LDLOQPCIDLIERPANPPGLLALLDEECWEPKATDKSEFVEKVAQE-OQGGHPKFQRPRHL-—
ILDLAACIELIERKP---MGILSILEEESMFPKATDKSFODKLNANHLGKSPNEVKPKPPKP

* k * * o kkk ok K ek e ok o kK khkkhkkhKhkk ok ok . * .k
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SP|P35579|MYHY9 HUMAN

SP|[P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

TRIAOA125S9Y7|AOAL12589Y7 9ARAC

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP[P35579|MYHS HUMAN

SP|P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

SH2 Helix<-->

50-20 Junction
H-L-H <-> €---Strut---->
-KDKADFCIIHYAGKVDYKADEWLMKNMDPLNDNIATLLHQSSDKFVSELWKDVDRIIGL
-KDKADFCIIHYAGKVDYKADEWLMKNMDPLNDNVATLLHQSSDRFVAELWKDVDRIVGL
-KDKTEFSIIHYAGKVDYNASAWLTKNMDPLNDNVTSLLNASSDKFVADLWKDVDRIVGL
-KDKTEFCILHYAGKVIYNASAWLTKNMDPLNDNVTSLLNQSSDKFVADLWKDVDRIVGL
-KDKTEFSIIHYAGKVDYNASAWLTKNMDPLNDNVTSLLNASSDKFVADLWKDVDRIVGL
-RDQADFSVLHYAGKVDYKANEWLMKNMDPLNDNVAALLHQSTDRLTAE IWKDVEGIVGL
GQQEAHFSIAHYAGTVPYNITGWLEKNKDPVNDTVVDQFKKGSNKLVQEIFEDHPGLGAE

* . ****** Kk kk kk o ** . o« e e ok

DOVAGMSETALPGAFKTRKGMEFRTVGQLYKEQLAKLMATLRNTNPNEVRCIIPNHEKKAG
DOVTGMTETAFGSAYKTKKGMEFRTVGQLYKESLTKLMATLRNTNPNEVRCIIPNHEKRAG
DOMAKMTESSLPSASKTKKGMEFRTVGQLYKEQLGKLMTTLRNTTPNEVRCIIPNHEKRSG
DOMAKMTESSLPSASKTKKGMEFRTVGOLYKEQLTKLMTTLRNTNPNEVRCIIPNHEKRAG
DOMAKMTESSLPSASKTKKGMEFRTVGQLYKEQLGKLMATLRNTTANEFVRCIIPNHEKRSG
EQVSSLGDG--PPGGRPRRGMFRTVGOLYKESLSRLMATLSNTNPSEFVRCIVPNHEKRAG
EK————GGGGKGGGGRKKGASFQTVSALYREQLNRLMASLHSTQPHFVRCIIPNELKQPG

* ** ** ~k * ** .k * ***** ** * o Kk

<SH1 helix>------=-===-———-- Converter----------
KLDPHLVLDQLRCNGVLEGIRICRQGFPNRVVFQEFRQRYEILTPNSIPKGFMDGKQACV
KLDPHLVLDQLRCNGVLEGIRICRQGFPNRIVFQEFROQRYEILTPNATIPKGFMDGKQACE
KLDAFLVLEQLRCNGVLEGIRICRQGFPNRIVFQEFRQRYEILAANATPKGFMDGKQACT
KLDAHLVLEQLRCNGVLEGIRICROGFPNRIVFQEFRORYEILAANATIPKGFMDGKQACTI
KLDAFLVLEQLRCNGVLEGIRICRQGFPNRIVFQEFRQRYEILAANATPKGFMDGKQACT
KLEPRLVLDQLRCNGVLEGIRICRQGFPNRILFQEFROQRYEILTPNAIPKGFMDGKQACE

TRIAOA125S9Y7|AQ0A12559Y7 SARAC VIDSGLVMHQLTCNGVLEGIRICRKGEFPNRMVYPDEFKQRYTILAASAVPKGEVDAKKVTE

Kke Kk KAAkAkAAAAkAAAkhkKoekkhkAhk oo ek ekkk KKk o e e kkhkk ek Ko

€<Loop-2 ----
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SP|P35579|MYHY9 HUMAN

SP|[P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

Pliant |
ILMIKALELDSNLYRIGQSKVFFRAGVLAHLEEERDLKITDVIIGFQACCRGYLARKAFAK
RMIRALELDPNLYRIGQOSKIFFRAGVLAHLEEERDLKITDITIIFFQAVCRGYLARKAFAK
ILMIKALELDPNLYRIGQSKIFFRTGVLAHLEEERDLKITDVIMAFQAMCRGYLARKAFAK
ILMIKALELDPNLYRIGQSKIFFRTGVLAHLEEERDLKITDVITIAFQAQCRGYLARKAFAK
ILMIKALELDPNLYRIGQSKIFFRTGVLAHLEEERDLKITDVIMAFQAMCRGYLARKAFTK
KMIQALELDPNLYRVGQOSKIFFRAGVLAQLEEERDLKVTDIIVSFQAAARGYLARRAFQK

TRIAOA125S9Y7|AO0A125S9Y7 SARAC AVLGAIQLDANDYRLGNTKVFFRAGVLGRLEEMRDDRLGKIVTWLOAWIRWYLSKKEFKK

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP|P35579|MYHY9 HUMAN

SP|P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

Keokk Kk Khkhkekeokeoekhkkhkkeoekhkkhk okhkkk |,k oo .. .« Xk kX kK e oo Kk K

Invariant proline |
ROOQLTAMKVLORNCAAYLKLRNWOWWRLETKVKPLLOQVSROEEEMMAKEEELVKVREKQ
KOOQLSALKVLORNCAAYLKLRHWOWWRVETKVKPLLOQVTROEEELQAKDEELLKVKEKQ
ROQQOLTAMKVIQRNCAAYLKLRNWOWWRLEFTKVKPLLOQVTRQEEEMOQAKEDELQKTKERQ
ROQOQLTAMKVIQRNCAAYLKLRNWOWWRLETKVKPLLOVTROEEEMOAKDEELORTKERQ
ROQQOLTAMKVIQRNCAAYLKLRNWOQWWRLEFTKVKPLLOQVTRQEEEMOQAKEEEMQKITERQ
ROOQOSALRVMORNCAAYLKLRHWOWWRLETKVKPLLOQVTRODEVLQARAQELOKVQOELQ
LOEQRVALLVIQRNLRKFLTLRNWLWYKLYIKVKPLLTMAKVEDELKALEEKLKKALESL

** ~k: **** ***** * Kk ok ok ok ok [ [ . * [ . *
———————————————————————————— Segment 1---------—------—-----—-—-
—————————————————— Sl----—m—— P82 -

€-Ring 1 - <-—-

LAAENRLTEMETLQSQLMAEKLOLOEQLOAETELCAEAEELRARLTAKKQELEEICHDLE
TKVEGELEEMERKHQOLLEEKNILAEQLOQAETELFAEAEEMRARLAAKKQELEEILHDLE
OKAENELKELEQKHSQLTEEKNLLOEQLOAETELYAEAEEMRVRLAAKKQELEEILHEME
OKAEAELKELEQKHTQLCEEKNLLOEKLOQAETELYAEAEEMRVRLAAKKQELEEILHEME
OKAETELKELEQKHTQLAEEKTLLOEQLOAETELYAESEEMRVRLAAKKQELEEILHEME
OQOSAREVGELQGRVAQLEEERARLAEQLRAEAELCAEAEETRGRLAARKQELELVVSELE

TRIAOA12589Y7IAOA12589Y7 9ARAC EKEEKVRKDIEVQNVKLLQEKNDLFLQLESERSGAGDVEERLTKAISMKNDLEGQVQELQ
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SP|P35579|MYHY9 HUMAN

SP|[P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

TRIAOA125S9Y7|AOAL12589Y7 9ARAC

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP[P35579|MYHS HUMAN

SP|P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

——————————————————————————— Segment 1--------—------—-——-—-——-

--Ring 2 -> &----Ring 3---
ARVEEEEERCQHLQAEKKKMOONIQELEEQLEEEESARQKLOLEKVTTEAKLKKLEEEQT
SRVEEEEERNQILONEKKKMOAHIQDLEEQLDEEEGARQKLOQLEKVTAEAKIKKMEEEIL
ARLEEEEDRGQOLQAERKKMAQOMLDLEEQLEEEEAARQKLOLEKVTAEAKIKKLEDEIL
ARIEEEEERSQQOLOQAEKKKMOQOOMLDLEEQLEEEEAARQKLOLEKVTADGKIKKMEDDIL
ARLEEEEDRRQOLQAERKKMAQOMLDLEEQLEEEEAARQKLOLEKVTAEAKIKKLEDDIL
ARVGEEEECSROMOTEKKRLOOHIQELEAHLEAEEGARQKLOQLEKVTTEAKMKKFEEDLL
ERLSREEDAHSNLSSVRKKLDGEISNLKKEIEDLQLVIQKTEQDKAAKDHQIRNLNDEIA
* . K K . . o« Kk o o . o« Kk . . . . * % . .« %

———————————————————————————— Segment 1---------—------—----—-—-

ILEDONCKLAKEKKLLEDRIAEFTTNLTEEEEKSKSLAKLKNKHEAMITDLEERLRREEK
LLEDONSKFIKEKKLMEDRIAECSSQLAEEEEKAKNLAKIRNKQEVMISDLEERLKKEEK
VMDDONNKLSKERKLLEERISDLTTNLAEEEEKAKNLTKLKNKHESMISELEVRLKKEEK
IMEDONNKLTKERKLLEERVSDLTTNLAEEEEKAKNLTKLKNKHESMISELEVRLKKEEK
VMDDONSKLSKERKLLEERVSDLTTNLAEEEEKAKNLTKLKSKHESMISELEVRLKKEEK
LLEDONSKLSKERKLLEDRLAEFSSQAAEEEEKVKSLNKLRLKYEATIADMEDRLRKEEK
HQDELINKLNREKKQMQEMGQKTGEDLQATEDKLNHMNKVKAKLEQTLDELEDSLEREKK

* . o« Kk ok o o * * . . * o . * ok . o ok * * *

QRQELEKTRRKLEGDSTDLSDQIAELQAQIAELKMOLAKKEEELQAALARVEEEAAQKNM
TROELEKAKRKLDGETTDLQDQIAELQAQIDELKLOLAKKEEELQGALARGDDETLHKNN
SRQELEKLKRKLEGDASDFHEQIADLQAQIAELKMOLAKKEEELQAALARLDDE I AQKNN
SROELEKEKRKEECESSPEHEOTARLOAQIAR L KAQLAKKEEELOAALAREEDEESORNN
SRQELEKLKRKLEGDASDFHEQIADLQAQIAELKMOLAKKEEELQAALARLDEEIAQKNN
GROELEKLKRRLDGESSELQEQMVEQQQRAEELRAQLGRKEEELQAALARAEDEGGARAQ

TRIAOA12589Y7IAOA12589Y7 9ARAC LRGDVEKTKRKVEGDLKLAQEAVADLEKNKKELEQALQRKEKEMASLSAKLEDEQGLVAK

*x . ** ek e o ok o . ** * ** * * . o ok

981
988
988
994
988
1005
984



———————————————————————————— Segment 1---------—------—----—-—-

SP[P35579|MYHS HUMAN ALKKIRELESQISELQEDLESERASRNKAEKQKRDLGEELEALKTELEDTLDSTAAQQEL
SP|[P35580 |MYH10 HUMAN ALKVVRELQAQIAELQEDFESEKASRNKAEKQKRDLSEELEALKTELEDTLDTTAAQQEL
SP|P35749|MYH11_HUMAN ALKKIRELEGHISDLQEDLDSERAARNKAEKQKRDLGEELEALKTELEDTLDSTATQQEL
SP|[P10587|MYHI1 CHICK
SPIOO8638|MYH11_MOUSE ALKKIRELEGHISDLQEDLDSERAARNKAEKQKRDLGEELEALKTELEDTLDSTATQQEL
SP[Q7Z2406|MYH14 HUMAN LLKSLREAQAALAEAQEDLESERVARTKAEKQRRDLGEELEALRGELEDTLDSTNAQQEL
TRIAOA125S9Y7|AOA12589Y7_9ARAC LOKQIKELQARIEELEEELEAERQARAKAEKQRADLAREIEELSERLEEAGGATSAQVEL
Kook oo rFroookr ok Kk k| kK K R
P ASEEEEE TR Segment 2--—————— - —m
Hinge 1 | Skip 1 |
SP|P35579|MYH9_HUMAN RSKREQEVNILKKTLEEEAKTHEAQIQEMRQKHSQAVEELAEQLEQTKRVKANLEKAKQT
SP[P35580 |MYH10 HUMAN RTKREQEVAELKKALEEETKNHEAQIQDMRQRHATALEELSEQLEQAKRFKANLEKNKQG
SP|P35749|MYH11_HUMAN RAKREQEVTVLKKALDEETRSHEAQVQEMROQKHAQAVEELTEQLEQFKRAKANLDKNKQT
SP|[P10587|MYHI1 CHICK RAKREQEVTVLKRALEEETRTHEAQVQEMRQKHTQAVEELTEQEESFKRAKANLDKTKQT
SPIOO8638|MYH11_MOUSE RAKREQEVTVLKKALDEETRSHEAQVQEMROQKHTQAVEELTEQLEQFKRAKANLDKSKQT
SP[Q7Z2406|MYH14 HUMAN RSKREQEVTELKKTLEEETRIHEAAVQELRQRHGQALGELAEQLEQARRGKGAWEKTRLA
TRIAOA125S9Y7|AOA12589Y7_9ARAC NKRREAEMAKLRRDLEESNIQHEQTLANLRKKHNDVVAELSEQIDQLNKHKARLEKEKAQ
RO Koo KFox, *x R R R I R S HE
———————————————————————————— Segment 2---—-—-—-—-—--—————————————-
SP[P35579|MYHS HUMAN LENERGELANEVKVLLQGKGDSEHKRKKVEAQLQELQVKENEGERVRTELADKVTKLQVE
SP|P35580|MYH10_HUMAN LETDNKELACEVKVLQQVKAESEHKRKKLDAQVQELHAKVSEGDRLRVELAEKASKLQNE
SP|P35749|MYH11 HUMAN LEKENADLAGELRVLGQAKQEVEHKKKKLEAQVQELQSKCSDGERARAELNDKVHKLQONE
SP|P10587|MYH11_CHICK LEKDNADLANEIRSLSQAKQDVEHKKKKLEVQLQDLQSKYIDGERVRTELNEKVHKLQIE
SP|008638|MYHI1 MOUSE LEKENADLAGELRVLGQAKQEVEHKKKKLEVQLODLQSKCSDGERARAELSDKVHKLQONE
SP|Q7Z406|MYH14_HUMAN LEAEVSELRAELSSLOQTARQEGEQRRRRLELQLQEVQGRAGDGERARAEAAEKLQRAQAE

TRIAOA125S9Y7|AQ0A12559Y7 SARAC MKGELDDVRSSVDHVNKEKANAEKQAKQLEMQLTELQGKMDEAHRSLGDFDAAKKRLTVE

koo . o o o e * . o o . * . . *

1221
1228
1228
1234
1228
1245
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SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP[P35579|MYHS HUMAN

SP|P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL12589Y7 O9ARAC

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

———————————————————————————— Segment 2---------—------—-—-———-

LDNVTGLLSQSDSKSSKLTKDEFSALESQLODTQELLOEENRQKLSLSTKLKQVEDEKNSE
LDNVSTLLEEAEKKGIKFAKDAASLESQLODTQELLOEETROKLNLSSRIRQLEEEKNSL
VESVTGMLNEAEGKAIKLAKDVASLSSQLODTQELLOQEETROKLNVSTKLRQLEEERNSL
VENVTSLLNEAESKNIKLTKDVATLGSQLODTQELLQEETROKLNVTTKLRQLEDDKNSL
VESVTGMLNEAEGKAIKLAKDVASLGSQLODTQELLQEETROKLNVSTKLRQLEDERNSL
LENVSGALNEAESKTIRLSKELSSTEAQLHDAQELLOEETRAKLALGSRVRAMEAEAAGL
NTELTRQLEDAESQVSQLSKLKTSLQTQLEDTKRMADEESRERATAMGKFRSVEHDLDSL

K e e . o o ok . . ***. . ***- . . %

REQLEEEEEAKHNLEKQIATLHAQVADMKKKMED-SVGCLETAEEVKRKLOKDLEGLSQR
QEQQEEEEEARKNLEKQVLALQSQLADTKKKVDD-DLGTIESLEEAKKKLLKDAEALSQR
QODOLDEEMEAKONLERHISTLNIQLSDSKKKLOD-FASTVEALEEGKKRFOKETIENLTQO
QEQLDEEVEAKQNLERHISTLTIQLSDSKKKLQE—FTATIETMEEGKKKIQREIESLTQQ
ODOLDEEMEAKONLERHVSTLNIQLSDSKKKLOD-FASTIEVMEEGKKRLOKEMEGLSQQ
REQLEEEAAARERAGRELQTAQAQLSEWRRRQEE-EAGALEAGEEARRRAAREAEALTOQOR
REQIDEEQEGKADLQRQLSKANAEVQLWRSKYESEGLARLEELEESKRKLDAKLQEAMET

. ok ** . . % * K

HEEKVAAYDKLEKTKTRLOQELDDLLVDLDHQROSACNLEKKOKKEFDQLLAEEKTISAKY
LEEKALAYDKLEKTKNRLOQELDDLTVDLDHQROVASNLEKKOKKEFDQLLAEEKSISARY
YEEKAAAYDKLEKTKNRLOQELDDLVVDLDNQROLVSNLEKKORKEDQLLAEEKNISSKY
FEEKAASYDKLEKTKNRLQQELDDLVVDLDNQRQLVSNLEKKQKKFDOMLAEEKNISSKY
YEEKAAAYDKLEKTKNRLOQELDDLVVDLDNQROLVSNLEKKOKKEDQLLAEEKNISSKY
LAEKTETVDRLERGRRRLOQELDDATMDLEQQROLVSTLEKKORKEFDQLLAEEKAAVLRA

TRIAOA12589Y7IAOA12589Y7 9ARAC IDQLNSKTSGLEKTKSRLQGELEDMTIEVEKANALASAMEKKQKSFDRIISEWKQKVDDL

** . * kX% ** X e e e o e **** ** Y * *



SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

———————————————————————————— Segment 2-----------------—---—-——-

AEERDRAEAEAREKETKALSLARALEEAMEQKAELERLNKQFRTEMEDLMSSKDDVGKSV
AEERDRAEAEAREKETKALSLARALEEALEAKEEFERQNKQLRADMEDLMSSKDDVGKNV
ADERDRAEAEAREKETKALSLARALEEALEAKEELERTNKMLKAEMEDLVSSKDDVGKNV
ADERDRAEAEAREKETKALSLARALEEALEAKEELERTNKMLKAEMEDLVSSKDDVGKNV
ADERDRAEAEAREKETKALSLARALEEALEAKEELERTNKMLKAEMEDLVSSKDDVGKNV
VEERERAEAEGREREARALSLTRALEEEQEAREELERQNRALRAELEALLSSKDDVGKSV

TRIAOA125S9Y7|AO0A12559Y7 SARAC ALELDASQKECRNYSTEVFKLRSQYEESQEHYESVKRENKNLQDEIKDLVDQLGEGGRSV

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP[P35579|MYHS HUMAN

SP|P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

* . .. * k. . . * * x * ok ke . . o o . * . . * . *

D segment 3 --------—————————————

| Skip 2 |
HELEKSKRALEQOQVEEMKTQLEELEDELQATEDAKLRLEVNLQAMKAQFERDLQGRDEQS
HELEKSKRALEQQVEEMRTQLEELEDELQATEDAKLRLEVNMQOAMKAQFERDLQTRDEQN
HELEKSKRALETOMEEMKTQLEELEDELQATEDAKLRLEVNMQOQALKGOQFERDLQARDEQN
HELEKSKRTLEQQVEEMKTQLEELEDELQAAEDAKLRLEVNMQAMKSQFERDLQARDEQN
HELEKSKRALETOMEEMKTQLEESEDDVQATEDAKLRLEVNMQOQALKGOQFERDLQARDEQN
HELERACRVAEQAANDLRAQVTELEDELTAAEDAKLRLEVTVQALKTQHERDLQGRDEAG
HELEKARKRLELEKEELQAALEEAEAALEQEENKVLRAQLELSQVROQEIDRRLQEKEEEF

K*kkhkk oo oo . X e e e e e . *x K . * . * * . . . ek kK o ok

EEKKKQOLVRQVREMEAELEDERKQRSMAVAARKKLEMDLKDLEAHTIDSANKNRDEATIKQL
EEKKRLLIKQVRELEAELEDERKQRALAVASKKKMEIDLKDLEAQIEAANKARDEVIKQL
EEKRROLOQRQLHEYETELEDERKOQRALAAAAKKKLEGDLKDLELQADSATIKGREEATIKQL
EEKRRQLLKQLHEHETELEDERKQRALAAAAKKKLEVDVKDLESQVDSINKAREEAIKQL
EEKRROLOQROQLHEYETELEDERKORALAAAAKKKLEGDLKDLELQADSATIKGREEATIKQL
EERRROQLAKQLRDAEVERDEERKQRTLAVAARKKLEGELEELKAQMASAGQGKEEAVKQL

TRIAOA125S9Y7|AQ0A12559Y7 SARAC ENTRKNHQRAIDSMQASLEAEAKGKAEALRMKKKLESDINELEIALDHSNKANAEAQKNI

* . .. . * % . . * ek Kk ok o o o ek . . . * K oo .

1580
1587
1587
1593
1587
1604
1584



SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP[P35579|MYHS HUMAN

SP|P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL12589Y7 O9ARAC

SP[P35579|MYHS HUMAN

SP|P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP[Q7Z2406|MYH14 HUMAN

RKLOAQOMKDCMRELDDTRASREEILAQAKENEKKLKSMEAEMIQLOEELAAAERAKRQAQ
RKLOAQMKDYQRELEEARASRDETIFAQSKESEKKLKSLEAEILQLOEELASSERARRHAE
RKLOAQMKDFQRELEDARASRDEIFATAKENEKKAKSLEADLMQLOEDLAAAERARKQAD
RKLOAQOMKDYQRDLDDARAAREETFATARENEKKAKNLEAELIQLOEDLAAAERARKQAD
RKLOAQMKDFQRELDDARASRDEIFATSKENEKKAKSLEADLMQLOEDLAAAERARKQAD
RKMOAQOMKELWREVEETRTSREEIFSONRESEKRLKGLEAEVLRLOEELAASDRARRQAQ
KKYQIQLKETQQALEEEQRARDEVREQYAMSERRCNAMHGELEESRQLLEQADRARRAAD

* * * * . . ok ok o * o o . . . * . ~k~k . * .

QERDELADEIANSSGKGALALEEKRRLEARIAQLEEELEEEQGNTELINDRLKKANLQID
QERDELADEITNSASGKSALLDEKRRLEARIAQLEEELEEEQSNMELLNDRFRKTTLQVD
LEKEELAEELASSLSGRNALQDEKRRLEARTAQLEEELEEEQGNMEAMSDRVRKATQOAE
LEKEEMAEELASAISGRTSLQDIKRRLEARIAQLEEELDEEHSNIEIMSDRMRKAVQQAE
LEKEELAEELASSLSGRNTLOQDEKRRLEARTAQLEEELEEEQGNMEAMSDRVRKATLOAE
ODRDEMADEVANGNLSKAAILEEKRQLEGRLGQLEEELEEEQSNSELLNDRYRKLLLOVE
SELAELHENVNELSAQNSSLSMAKRKLEGEMQALHADLDEMLNEAKSSEEKAKKAMVDAA

* . .« o e ** ** . * ** . .. .k

Skip 3 |
QINTDLNLERSHAQKNENARQOLERONKELKVKLQEMEGTVKSKYKASITALEAKIAQLE
TLNAELAAERSAAQKSDNARQOLERONKELKAKLQELEGAVKSKFKATISALEAKIGQLE
QOLSNELATERSTAQKNESARQOLERONKELRSKLHEMEGAVKSKFKSTIAALEAKIAQLE
QLNNELATERATAQKNENARQOLERONKELRSKLOEMEGAVKSKFKSTIAALEAKIASLE
QOLSNELATERSTAQKNESARQOLERONKELRSKLOEVEGAVKAKLKSTVAALEAKIAQLE
SLTTELSAERSEFSAKAESGRQOLERQIQELRGRLGEEDAGARARHKMTIAALESKLAQAE

TRIAOA125S9Y7|AOA125S9Y7 9ARAC RLADELRAEQEHAQQQEKMRKAMEGQIKELQVRLDEAEAAALKGGKKIIQKLEQKVRELE

o« ) * . . . * . * * ** * * . * . * % * *

1820
1827
1827
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1824



SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL125S9Y7 9ARAC

SP[P35579|MYHS HUMAN

SP|P35580 |MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587 |MYHI1 CHICK
SP|008638|MYHI1 MOUSE
SP|Q7Z2406|MYH14 HUMAN

TRIAOA125S9Y7|AO0AL12589Y7 O9ARAC

SP|P35579|MYH9 HUMAN

SP|P35580|MYH10 HUMAN
SP|P35749|MYH11 HUMAN
SP|P10587|MYH11 CHICK
SP|008638|MYH11 MOUSE
SP|Q7Z406|MYH14 HUMAN

EQLDNETKERQAACKQVRRTEKKLKDVLLOVDDERRNAEQYKDQADKASTRLKQLKRQOLE
EQLEQEAKERAAANKLVRRTEKKLKEIFMOVEDERRHADQYKEQMEKANARMKOLKRQLE
EQVEQEAREKQAATKSLKQKDKKLKEILLOVEDERKMAEQYKEQAEKGNARVKQLKROLE
EQLEQEAREKQAAAKTLRQKDKKLKDALLQVEDEIKQAEQYKDQAEKGNLRLKQLKRQLE
EQVEQEAREKQAATKSLKQKDKKLKEVLLOVEDERKMAEQYKEQAEKGNTKVKQLKRQLE
EQLEQETRERILSGKLVRRAEKRLKEVVLOVEEERRVADQLRDQLEKGNLRVKQLKRQOLE
TELDNEQRRHSEAAKNVRRSERRVKELQFQAEEDRKNQERMODLVDKLOOKIKTYKRQIE

o ok . . . * o o . o o s oKk . .k LEE RN Sy . . - % o ok *k Kk ook

EAEEEAQRANASRRKLORELEDATETADAMNREVSSLKNKLRRGDLP-FVVP-RRMARKG
EAEEEATRANASRRKLORELDDATEANEGLSREVSTLKNRLRRGGPI-SEFSS-SRSGRRQO
EAEEESQRINANRRKLORELDEATESNEAMGREVNALKSKLRRGNE-TSFVPSRRSGGRR
EAEEESQRINANRRKLORELDEATESNDALGREVAALKSKLRRGNEPVSFAPPRRSGGRR
EAEEESQCINANRRKLOQRELDEATESNEAMGREVNALKSKLRRGNE-ASFVPSRRAGGRR
EAEEEASRAQAGRRRLOQRELEDVTESAESMNREVTTLRNRLRRGPLTFTTRTVRQVE--R
EAEETAALNLAKFRKVQOELEDAEERADMAENVAAKLRAKNRSSASVGRAMSPIPMGKPG

KHEREKE *ooFraEkxL L x A
—————————————————————— (Tail piece)----—=2>
-A---GDGSDEEV-D—-—-—--- GK-ADGAEAKPAE-- 1960
LH---LEGASLEL-SDDDTESKTSDVNETQPPQSE 1976
VIENA-DGSEEET-DTRDA----— DFNGTKASE-- 1972
VIENATDGGEEEI-DGRDG----— DFNGKASE--- 1979
VIENT-DGSEEEM-DARDS-——--— DFNGTKASE-- 1972

LEE--GVASDEEAEEAQPGSGPSPEPEGSPPAHPQ 1995

TRIAOA125S9Y7|A6A125S9Y7_9ARAC RPKS---KIDEE-----—-=—-—-—--———-————————— 1953
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