
(a)

*
*

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
TEN TRBD RT CT

*

*

*
*H

U
M

A
N ∆2

∆2-8
∆2-13

∆7-8 ∆β

hTERT

∆2(136-end) ∆2p

*
*

TRBD RT CTTEN
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

*

*

C
H

IC
K

E
N

chTERT

∆8 G

∆2(566-end)∆3 A3
∆3 V3

∆2(289-end) A2
∆2(566-end) A*

TRBD RT CTTEN
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

*
*

*
*

*

*

*

* OanTERT

∆2(482-end) A

∆2(482-end)∆3 A3
∆2(1329-end) A2
∆2(1329-end)∆3 A4
∆3 B
∆7-8∆9(1-78) C
ins. intron 1 D

PL
AT

YP
U

S

(b)
Oan LSSQKEIVARIVQRICEKGKKNVLAFGYTLLDENSRSEPVVFTSNVCNYLPNISTESVRTSILWEMLFSRVGDDVIMYLLEHCALFMLVPPNCSYQICGQPIYELPPTDSSPPRPSSPRFFRQ
Gga LSSQSEVITRIVQRLCEKKKKNILAYGYSLLDENSCHFRVLPSSCIYSYLSNTVTETIRISGLWEILLSRIGDDVMMYLLEHCALFMLVPPSNCYQVCGQPIYELISRNVGPSPGFVRRRYSR
Cja LSSQNEVITRIIQRLCEKKKKNILAYGYSLLDENSCHFRVLPSSCIYSYLSNTVTETIRISGLWEILLSRIGDDVMMYLLEHCALFMLVPPSNCYQVCGQPVYELISRNIGPSPGFVRRRYSR
Hsa VSCLKELVARVLQRLCERGAKNVLAFGFALLDGARGGPPEAFTTSVRSYLPNTVTDALRGSGAWGLLLRRVGDDVLVHLLARCALFVLVAPSCAYQVCGPPLYQLGAATQA-RPPPHASGPRR
Mmu VSSLKELVARVVQRLCERNERNVLAFGFELLNEARGGPPMAFTSSVRSYLPNTVIETLRVSGAWMLLLSRVGDDLLVYLLAHCALYLLVPPSCAYQVCGSPLYQICATTDIWPSVSASYRPTR

* * * ** ** * ** * ** ** * * * * * * *** ** *** ** * ** ** * *

Oan RASNRRRDVLS-EYVREKIRLHGRRGEQSDRKRRKRRVGERESGAGGRRETRLPSRRTNPGGRE----------------RDRPVTDGPRKRPDPGLAPRAAKRYLEKDERGTSGKRRKGAVL
Gga FKHNSLLDYVRKR--------LVFHRHYLSKSQWWKCRPRRRGRVSSRRKRRSHRIQSLRSGYQPSAKVNFQAGRQISTVTARLEKQSCSSLCLPARAPSLKRKRDGEQVEITAKRVKVMEKE
Cja FKHNSLLDYVRKR--------LVFHRHYLSKSQWWKCKPRHQGHVSSRRKR-SQRIQSLRPGYQSSEKVDFQAGRHISIVNAHMEKQSCSSLCLPNRAPSLKRKRDGEQVEIAAKRVKVMEKE
Hsa ----------------------RLGCERAWNHSVREAGVPLGLPAPGARRRGGSASRSLP----------------------------LPKRPRRGAAPEPERTPVGQGSWAHPGRTR-----
Mmu PVGRNFT--------------NLRFLQQIKSSSRQEAPKPLALPSRGTKRHLSLTSTSVP----------------------------SAKKARCYPVPRVEEGPHRQVLPTPSGKSW-----

*

Oan A--------------------GRDGGPDPGSPSPATPTREVRPEAPGSEASEASRGLLQMQSVPGGRRDREDSRIPSDPPFPERVRGNLVRPGPRVPKTRGL-------------EAPSQPGS
Gga IEEQACSIVPDVNQSSSQRHGTSWHVAPRAVGLIKEHYISERSNSEMSGPSVVRRSHPGKRPVADKSSFPQGVQGNKRIKTGAEKRAESNRRGIEMYINPIHKPNRRGIERRINPTHKPELNS
Cja IEKQACSIIPDVNQSSSQRHRT-WHVAPRAVGLIKERYISERSNSEMSGPSVVHRSHPGKRPVADKSSFPQGVQGNKRVKTGAEKRVESNRRGTEMCINPTHKPNRRGVERRINPSHKPGLNS
Hsa -------------------------GPSDRGFCVVSPA-RPAEEATSLEGALSGT-------------------------------------------------------------RHSHPSV
Mmu -------------------------VPSPARSPEVPT----AEKDLSSKGKVSDL-------------------------------------------------------------SLS--GS

Oan TGSAPPGWSSPARSPREEESPRSGAGEQTPGRGPPGSVPESSRAACRPGVFIDRKRLLYSSRDLKERLPRSFPLNRLRGDPAGGRGLVEAIFLAGSLREGRRDPAGRRLGRKKRRLPGRYWRM
Gga VQTEPMEGASSGDRKQENPPAHLAKQLPNTLSRS--------------TVYFEKKFLLYS-RSYQEYFPKSFILSRLQGCQAGGRRLIETIFLSQNPLKEQQNQSLPQQKWRKKRLPKRYWQM
Cja VQTEPMEGASSGDRKQENPPAHLAKQLPNRFLRS--------------AVYFEKKFLLYS-RNYQEYFPKSFILSRLQDCQAGGRRLIETIFLSQNPVKEKQNQSLPQQKWRKK-LPKRYWQM
Hsa GRQHHAGPPSTSRPPRPWDTPCPPVYAET-------------------------KHFLYSS-GDKEQLRPSFLLSSLRPSLTGARRLVETIFLG-------SRPWMPGTPRRLPRLPQRYWQM
Mmu VCCKHKPSSTSLLSPPRQNAFQLRPFIET-------------------------RHFLYSRGDGQERLNPSFLLSNLQPNLTGARRLVEIIFLG-------SRPRTSGPLCRTHRLSRRYWQM

*** * ** * * * * * * *** * *** *

Oan RHVFRELLQNHGRCPYGVLLRKSCPVRVGAAEPAAGTGPPGGPAGVSLRSAGRAGGRRTASPAGGSPEGSR-------RAGAVSPTASP-------------GAGWGVHDLLRQHSSSWRVYG
Gga REIFQKLVKNHEKCPYLVFLRKNCPVLLSEAC-LKKTELTLQAALP-----GEAKVHKHTEH-GKE-----STEGTAPNSFLAPPSVLACGQPERGEQHPAEGSDPLLRELLRQHSSHWQVYG
Cja RELFQKLVKNHKTCPYLVFLRKNCPVLLSEAC-LEKTELTLQVALP-----GEAKVPKHTEH-GKE-----STEGAALNSFHAPPSMPVCGQSERGEQHPAEGSDPLLGELLRQHSSHWQVYG
Hsa RPLFLELLGNHAQCPYGVLLKTHCPLRAAVT----------------------------PAAGVCAREKPQ-------GSVAAPEEED--------------TDPRRLVQLLRQHSSPWQVYG
Mmu RPLFQQLLVNHAECQYVRLLRSHCRFRTANQ--------------------------------------------------QVTDALN--------------TSPPHLMDLLRLHSSPWQVYG

* * * ** * * * * *** *** * ***

Oan FVRECLLRVVPAELWGSSHNKCRFLRNVKAFLALGKFDKFSLRELRWKMRVSDCAWLRSGRG
Gga FVRECLERVIPAELWGSSHNKCRFFKNVKAFISMGKYAKLSLQQLMWKMRVNDCVWLRLAKG
Cja FVRECLERVIPAELWGSSHNKCRFLKNVKAFISMGKYDKLSLQQLMWKMRVNDCVWLRLAKG
Hsa FVRACLRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQELTWKMSVRDCAWLRRSPG
Mmu FLRACLCKVVSASLWGTRHNERRFFKNLKKFISLGKYGKLSLQELMWKMKVEDCHWLRSSPG

* * ** *** ** ** * * * ** * ** * *** * ** *** *

hSD chSD, qSD, mSD A2

TEN

OanSD A/ A3 chSD A/ A3

OanSD A2/ A4

mSA

mSD


