CLUSTAL 0(1.2.4)

SP|P14679|TYRO HUMAN
SP|Q9BDEO | TYRO_GORGO
SP|P54834 | TYRO CANLF
SP|Q8MIUO|TYRO BOVIN
SP|P11344 | TYRO MOUSE
SP|P55024 | TYRO CHICK

SP|P14679|TYRO HUMAN
SP|Q9BDEO | TYRO_GORGO
SP|P54834 | TYRO CANLF
SP|Q8MIUO|TYRO BOVIN
SP|P11344|TYRO MOUSE
SP|P55024 | TYRO CHICK

SP|P14679|TYRO HUMAN
SP|Q9BDEO | TYRO_GORGO
SP|P54834 | TYRO CANLF
SP|Q8MIUO|TYRO BOVIN
SP|P11344|TYRO MOUSE
SP|P55024 | TYRO CHICK

SP|P14679|TYRO HUMAN
SP|Q9BDEO | TYRO GORGO
SP|P54834 | TYRO CANLF
SP|Q8MIUO|TYRO BOVIN
SP|P11344|TYRO MOUSE
SP|P55024 | TYRO CHICK

SP|P14679|TYRO HUMAN
SP|Q9BDEQ | TYRO_GORGO
SP|P54834 | TYRO CANLF
SP|Q8MIUO | TYRO BOVIN
SP|P11344|TYRO MOUSE
SP|P55024 | TYRO CHICK

SP|P14679|TYRO HUMAN
SP|Q9BDEQ | TYRO_GORGO
SP|P54834 | TYRO CANLF
SP|Q8MIUO|TYRO BOVIN
SP|P11344|TYRO MOUSE
SP|P55024 | TYRO CHICK

SP|P14679|TYRO HUMAN
SP|Q9BDEO | TYRO GORGO
SP|P54834| TYRO CANLF
SP|Q8MIUO | TYRO BOVIN
SP|P11344|TYRO_MOUSE
SP|P55024 | TYRO_CHICK

SP|P14679|TYRO HUMAN
SP|Q9BDEO | TYRO_GORGO
SP|P54834 | TYRO_CANLF
SP|Q8MIUO|TYRO BOVIN
SP|P11344|TYRO MOUSE
SP|P55024 | TYRO CHICK

SP|P14679|TYRO HUMAN
SP|Q9BDEO | TYRO GORGO
SP|P54834 | TYRO CANLF
SP|Q8MIUO | TYRO BOVIN
SP|P11344|TYRO MOUSE
SP|P55024 | TYRO CHICK

multiple sequence alignment

MLLAVLYCLLWSFQTSAGHFPRACVSSKNLMEKECCPPWSGDRSPCGQLSGRGSCONILL 60
MLLAVLYCLLWSFQTSAGHFPRACVSSKNLMEKECCPPWSGDRSPCGQLSGRGSCONILL 60
MLLAALCCLLWSFRTSTGHFPRACASSKSLMEKECCPPWSGDGSPCGQLSGRGACQDIIL 60
MLLAALYCLLWSFRTSAGHFPRACASSKSLTEKECCPPWAGDGSPCGRLSGRGSCQDVIL 60
MFLAVLYCLLWSFQISDGHFPRACASSKNLLAKECCPPWMGDGSPCGQLSGRGSCQDILL 60
MFLFAMGLLLVILQPSTGQFPRVCANTQSLLRKECCPPWDGDGTPCGERSNRGTCQRILL 60

* .k * x * kekkk Kk .. * khkkkkkkKk kK ok kK Kk kK ekk .ok

SNAPLGPQFPFTGVDDRESWPSVEFYNRTCQCSGNFMGFNCGNCKFGFWGPNCTERRLLVR 120
SNAPLGPQFPFTGVDDRESWPSVEFYNRTCQCSGNFMGFNCGNCKFGFWGPNCTERRLLVR 120
SNAPFGPQFPFTGVDDRESWPSVEFYNRTCQCFGNFMGFNCGNCKEFGFWGONCTEKRLLVR 120
STAPLGPQFPFTGVDDRESWPSIFYNRTCQCFSNFMGFNCGSCKFGFRGPRCTERRLLVR 120
SSAPSGPQFPFKGVDDRESWPSVEFYNRTCQCSGNEFMGEFNCGNCKFGFGGPNCTEKRVLIR 120
SOAPLGPQFPEFSGVDDREDWPSVEFYNRTCRCRGNEFMGENCGECKFGFSGONCTERRLRTR 120

* kk kkkkkk khkkkhkhkk kkhkkekkkkkk ok kkkkhkkkkhk*x Kkrkkkkx X Kk kk o ko *

RNIFDLSAPEKDKFFAYLTLAKHTISSDYVIPIGTYGOMKNGSTPMENDINIYDLEVWMH 180
RNIFDLSAPEKDKFFAYLTLAKHTISSDYVIPIGTYGOMKNGSTPMENDINIYDLEVWMH 180
KNIFDLSVPEKNKFLAYLTLAKHTTSPDYVIPTGTYGQOMNNGSTPMENDINIYDLEVWMH 180
RNIFDLSVPEKNKFLAYLTLAKHTTSPDYVIPTGTYGQOMNHGTTPLENDVSVYDLEVWMH 180
RNIFDLSVSEKNKFEFSYLTLAKHTISSVYVIPTGTYGQMNNGSTPMEFNDINIYDLEFVWMH 180
RNIFQLTISEKDKFLAYLNLAKNIPSKDYVIATGTYAQMNNGSNPMEFRNINVYDLEVWMH 180

ek kk o ko kKK oekk e okk KAk o * * Kk Kx kkk Kk e o ko e kk Kk kXK kK

YYVSMDALLGGSEIWRDIDFAHEAPAFLPWHRLFLLRWEQEIQKLTGDENFTIPYWDWRD 240
YYVSMDALLGGSEIWRDIDFAHEAPAFLPWHRLFLLRWEQEIQKLTGDENFTIPYWDWRD 240
YYVSRDTLLGGSEIWKDIDFAHEAPGFLPWHRLFLLLWEQEIQKLTGDENFTIPYWDWRD 240
YYVSRDTLLGDSEVWRDIDFAHEAPGFLPWHRLFLLLWEQEIQKLTGDENFTIPYWDWRD 240
YYVSRDTLLGGSEIWRDIDFAHEAPGFLPWHRLFLLLWEQEIRELTGDENFTVPYWDWRD 240
YYASRDTLLGGSNVWRDIDFAHEAPGFLPWHRAFLLLWEREIQKITGDENFTIPYWDWRD 240

khk ok kekkk ke ekehkkhkhkhkhkkk KA hkkAk kkk kkekkeookhkhhhkhk ek khkkkrk

AEKCDICTDEYMGGQHPTNPNLLSPASFFSSWQIVCSRLEEYNSHQOSLCNGTPEGPLRRN 300
AEKCDICTDEYMGGQHPTNPNLLSPASFFSSWQIVCSRLEEYNSHOSLCNGTPEGPLQRN 300
AKSCDICTDEYMGGRNPANPNLLSPASFFSSWQIVCTRLEEYNSRQALCDGTPEGPLLRN 300
AENCDVCTDEYMGGRNPANPNLLSPASFFSSWQIVCSRLEEYNSRQALCNGTSEGPLLRN 300
AENCDICTDEYLGGRHPENPNLLSPASFFSSWQIICSRSEEYNSHQVLCDGTPEGPLLRN 300
AEDCVICTDEYMGGQHPTNPNLLSPASFFSSWQVICTQSEEYNSQQALCNATSEGPILRN 300

ke Kk ehkhkhkkkoekhke ok hhkhkhkhkkhkhkhkkhkhhkkhkrkhkhkeookeoo hhkhkhkkhkek *keo Kk K*khkkeo *%

PGNHDKSRTPRLPSSADVEFCLSLTQYESGSMDKAANFSFRNTLEGFASPLTGIADASQS 360
PGNHDKSRTPRLPSSADVEFCLSLTQYESGSMDKAANFSFRNTLEGFASPLTGIADASQS 360
PGNHDKARTPRLPSSADVEFCLSLTQYESDSMDKAANFSFRNTLEGFASPLTGIADASQS 360
PGNHDKARTPRLPSSADVEFCLSLTQYESGSMDKAANFSFRNTLEGFADPVTGIADASQS 360
PGNHDKAKTPRLPSSADVEFCLSLTQYESGSMDRTANFSFRNTLEGFASPLTGIADPSQS 360
PGNNDKSRTPRLPSSSEVEFCLTLTQYESGSMDKMANY SFRNTLEGFADPHTAISNISQS 360

KA Kekhkeohkkhkhhkhkhkhkoohkhhkhkkekhhkhkhh Ahkkhke Khhkeohkhkkhhkkhhkhk K * koo **k%

SMHNALHIYMNGTMSQVQGSANDPIFLLHHAFVDSIFEQWLRRHRPLOEVYPEANAPIGH 420
SMHNALHIYMNGTMSQVQGSANDPIFLLHHAFVDSIFEQWLRRHRPLOEVYPEANAPIGH 420
SMHNALHIYMNGTMSQVPGSANDPIFLLHHAFVDSIFEQWLRRHHPLREVYPEANAPIGH 420
SMHNALHIYMNGTMSQVPGSANDPIFLLHHAFVDSIFEQWLRKYHPLODVYPEANAPIGH 420
SMHNALHIFMNGTMSQVQGSANDPIFLLHHAFVDSIFEQWLRRHRPLLEVYPEANAPIGH 420
GLHNALHIYMNGSMSQVQGSANDPIFILHHAFVDSIFERWLRRHRPMLEVYPAANAPIGH 420

e hkhkKkKhkAk Kk ek ko hkhkhd AhkAhAAAAK e kA AAhkA A AT Ko kA koo oko e kkk KAk Kkkk Kk

NRESYMVPFIPLYRNGDFFISSKDLGYDYSYLQDSDPDSFQDYIKSYLEQASRIWSWLLG 480
NRESYMVPFIPLYRNGDFFISSKDLGYDYSYLQODSDPDSFQDYIKSYLEQASRIWSWLLG 480
NRESYMVPFIPLYRNGDLFISSRDLGYDYSNLQESERDIFQDYIKPYLEQASRIWPWLIG 480
NRESYMVPFIPLYRNGDFFISSKDXGYDYSYLQODSEPDIFQDYIKPYLEQAQRIWPWLIG 480
NRDSYMVPFIPLYRNGDFFITSKDLGYDYSYLQESDPGEFYRNYIEPYLEQASRIWPWLLG 480
NRENYMVPFIPLYRNGEFFISSRELGYDYEYLQEPALGSFQDFLIPYLKQAHQIWPWLVG 480

hko hhkkhkhkhkkhkhkhkhkhkhkeookhkoekeoo *khkhxk * K . *koekk o kk kk ok

AAMVGAVLTALLAGLVSLLCRHK---RKQLPEEKQPLLMEKEDYHSL-YQSHL 529
AAMVGAVLTALLAGLVSLLCRHK---RKQLPEEKQPLLMEKEDYHSL-YQSHL 529
AAVVGCVVTAVLGGLTSLLCRRN---RKQLHEEKQPLLMEKEDYHSLLYQTHL 530
AAVVGSVLTAVLGGLTSLLCRRK---RNQLPEEKQPLLMEKEDYHNLMYQSHL 530
AALVGAVIAAALSGLSSRLCLOKKKKKKQPQEERQPLLMDKDDYHSLLYQSHL 533
AAVIGGIITAVLSGLIL-ACRK---KRKGTSPEIQPLLTESEDYNNVSYQSHF 529

kk e ok e e ek Kk Kk k * . .. * Kk kkk . o kK . . Kk ke k.



