Start crop Point End crop Point

1 MSA length = 5658

CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACABGESTATAT---TTTTHE--------- TARTTAA
CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACAERTT-------- TTTEAT - ------- THERTTAA
T T

---------- TAITATTGTTI e e e e e e e e e e e e e e e e e e e et e et e e e e i e e e -------CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTAC TAA

TARA TT
AN~ A TT
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TATTGTT
TACCCAACAATTIRTTTTGTT
R R N L Y Y 1 CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA
------------------------------------------------------------------------------- CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA
------------------------------------------------------------------------------- CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA

TT----- AA-TTTT

----------------------------------------------------------------------------------------------- CTTCATCAAAACGACCCTCAAAATTTicCCCTGTTACA TTARA-cTATTTTTATARTCRTAT
----------------------------------------------------------------------------------------------- CTTCATCAAAACGACCCTCAAAATTTICCCCTGTTACA TTAIA—CTATTTTTATAITCITAT
-------------------------------------------------------------------------------------------------------- CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA TTHTA- -AAfrTTTRTGATTTAT

TACCC- - - - - TT CATAAAR - - - - - - - o oo CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA TTATAT = - mm s mmmmm e e e - - T

TACCC- - - - - TT TTABMATAATT - - - - = - - - - - ICATAAAI ------------------------------------------------------------ CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA TTATAT = - c s s mmmmm e e e o -

---------- TT TTHAGTEAT - - - - - - - - oo oo e ------CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA TTATA-CAB-TTT-ATAA- - - - -

---------- TT TT AGTIAT———————————————————————————————————————————————————————————————————————————————CTTCATCAAAACGACCCTCAAAATTTCCCCCTGTTACA TTATA—CAI—TTT—ATAA—————

TACCCAACAATT TTAAATAATTAGTCTTAAGGCCATAAATTGTGTGAGCTATATAGT TATAGCACATATAT TAACTAT TTGT TAAAT T TA © = = = = - = = = & o & oo & o & o & e o e o o o o o o f o e o e o o e o oo f o m o o o o o o o o o m ot o e b o oo m o e o e o e oo m e oo o o

TACCCAACAATTETTTTGT TRT TAAATAATTAGTCTTAAGGCCATAAATTGTGTGAGCTATATAGT TATAGCACATATAT TAACTAT TTGT TAAAT TTA - - 5 & 5 & o s m ot m e m e & e &t e &t ot &t ot &t ot &t e @ f e @@ e &t e ff e &t ot @@t m ot e &t ot f ot e &t e m ot e @ ot m ot ot m ot e f ot e mf e e m e mmdm i e o mmeamameamao s

CTTCATCAAAACGACCCTCAAAATTTICCCCTGTTACA TTATAT - - o o e oo e -

---------- TTABATAAT CTTCATCAAAACGACCCTCAAAATTTECCCCTGTTACA TTATAT - = - s e e e e e e -
-------------- TEAAATRAT -Bl TR TAAlG CTTCATCAAACCGACCCTCAAAATTTCCCCTGTTACA -TABA- - TTTTT
TACCCAACAATTETTTTGTTRT TAAATAATTAGTCTTAAGGCCATAAATTGTGTGAGCTATATAGT TATAGCACATATAT TAACTAT T TG T TAAAT T T A - - - & & o & o o o o o o o o b o b o b b b b ot b o o o b b b o b b ot b o b b oo i oo

TACBC- - - - - TTTTATIRBE T TA - - - - - - - o o o o o o o o b e o ot e e e e e e e e e e e e e e e e e e e e e b e e e e e e e e ke 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 e e e e oo
TACCCAACAARTET TRTGT TIRTTTAAATAATTAGTCTTAAGGCCATAAATTGTGTGAGCTATATAGTTATAGCACATTAT TAACTAT T TATTAAAT TTA - <« - o« ot o m oo oo f oo oo
TACCCAACAAMT AITATT TTAGABAAT - - - - oo L e e CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA TATAT - = - s e s e e e e me e o - T AAAA
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA TA-CAA-TCTT-TGATCTTT - AAAA
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA TA-CAA-TCTT-TGATCTTT - AAAA
TACCCAACAAITrAliATT -------------- R e CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA TATAT - - - s e s e e mm e e e o - T AAAA
---------- TARTTTHGTT © e e e e e e e e e e et ettt e et e et e e e e e e -------CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA ~TATA----TTTTTATA----TAT AAAA
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA ~TATA----TTTTTATA----TAT AAAA TT
------------------------------------------ CCATAAATTGTGTGAGCTATATAGTTATAGCACATATATTAACTAT TTAT TAAAT TT A - « o & & o o o o oo o o oo f o b o o o f o e o e oo o et e o e o et e o e o e o e f et e o e oo o e ottt ot ot ot ot ot e e e oo oo oo eo oo mo oo e s
------------------------------------------ CCATAAATTGTGTGAGCTATATAT TATAGCACATATAT TAACTAT TTAT TAAAT TT A - « - & & o & o o oo oo oo f oo oo o e o d ot o et et e o e o e o et et e o et et o e o e e e ottt ottt ot o et o e e b i oo oo eo oo oo oo s
------------------------------------------ CCATAAATTGTGTGAGCTATATAITTATAGCACATATATTAACTATTTATTAAATTTA——————————————————————————————————————————————————————————————————————————————————————————————————————————————
------------------------------------------ CCATAAATTGTGTGAGCTATATAGTTATAGCACATATATTAACTAT TTAT TAAAT TT A - « o & o & o o o oo oo o o o e o o o e o et e o et et e o e o e ot o e o e o e o e f et e o e o et ettt ettt ot ottt o e e e i oo oo eomo o ma oo s
--------- AETEABRE: TRRA TEAAATHATT - - - CTEBAFACCATAAATTGTG T IRTIBT TATATAGT TATAGCACATATATTBACTAT T TATTAAAT T TA« -« -« - o - oottt ot __._.....
-------------------------------------------------------------------------------------------------------------- CTTCATCABACCGACCCTCAAAATTTCCCCCTGTTACA TTeceoe e e s TTT-AT === -

BGCCT AT AATTAAT TG TIEIMBT TA- - - - - c o m o m e e TATAGCACATATATTAACTATTTATTAAATTTA- - - ----- - - CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA. ------ GrABT TT T BT TTA e
------------------------------------------ CCATAAATTGTGTGAGCTATATAGTTATAGCACATATATTAACTAT TTAT TAAAT TT A - « o & & o oo o oo oo o o e o o o e o f o e o e oo o e o e o e o e ot o e o e o et et et e o e e ot ettt ot ottt oo e e e i oo oo mo oo oo oo s
GACHT- - --- CET ARG T TR T BAAATAAR - T T T GG - - - - - - - - - - o - CTTCATCAAACCGACCCTCAAAATTTCICCCTGTTACA -----------------------------------------------
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCHICCCTGTTACA e e e
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCTGTTACA - TARBA- - - TTTTT TTTGTHAAAA
---------- TEBA TG TR T - - - - - - - LL..........-.-.-.-.-.CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA TTATA-----TEBBTETGA- - - - - TTHGTRAAAAC
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA -TATAJJCA- - TTTTATAATTTTA

------- TAAGTETATET T TR TT e e e e e e e e e e e e e e ettt e e et e e e e e e e e e e -----CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA TTATATCAATETTEATEA- - - - -
-------------------------------------------------------------------------------------------------------- CTTCATCAACCGACCCTCAAAATTTCCCCCTGTTACA TTecooee e s TTT-AT === - -
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTlACA TTARRT - - -BTCcTR----TTTTAT
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTIACA TTA T———ITCTI————TTTTAT

TACCCAACAATTIIT TTTGT T T TAAATAATTAGTCTTAAGGCCATAAATTGTGTGAGCTATATAGT TATAGCACATATAT TAACTAT T TAT TAAAT TTA - = & = & o & o & o o o o o o o o o o o o o o o o o oot et m o f o e o m o f o e o e o e f e o e f e o e f e m e o e f e m e e e e oo oo i o e em oo eo e oo o
TACCCAACAATTITTTTGTTITTAAATAATTAGTCTTAAGGCCATAAATTGTGTGAGCTATATAGTTATAGCACATATATTAACTATTTATTAAATTTA --------------------------------------------------------------------------------------------------------------
TARICC - - - - - - o oo e e e e e CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA - TATA-CAATTTTTATAATTTTT -

TAICC --------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA - TATA-CAATTTTTATAATTTTT-
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA -TATAJJCA- - TTTTATAATTTTA

TACCCAACAATTIIT TTTGT T T TAAATAATTAGTCTTAAGGCCATAAATTGTGTGAGCTATATAGT TATAGCACATATAT TAACTAT T TAT TAAAT TTA - = & = & o & o & o o o o o o o o o o o o o o o o o o oo et o o f o m ot e o et e o e o e o et et e e e o e f e e ettt m e m e e oo oo i e e oo oo e oo
---------- TTRTTTG Towoooo---AGTITAAGA - - - - oo oo e eeeiaa-a-a--------CTTCATCAAACCGACCCTCAAAATTTCllCcCCTGTTACA -TETA--AA-TCTTABAATTTTATHA AGARA -----Baaac TT
---------- TTRETTTG Toeoeme - —AGTITAAGA— e e e e e e e e e e e —CTTCATCAAACCGACCCTCAAAATTTCICCCTGTTACA.—TITA— —AA—TCTTAIAATTTTATIA-AIAIA-— - —IAAAC.TT
TACCCAACAATTETTTTGT T T TAAATAATTAGTCTTAAGGCCATAAATTGTGTGAGCTATATAGT TATAGCACATATAT TAACTAT T TAT TAAAT TTA - =« = & o & o & o o o o o o o o o o o o o o o o o o e b oot d oo o et et e o e o et e o et e o e m et e ot ot et e e m e e oo oo e o e o oo e oo eo oo

AAAC
AAAC

-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA
-------------------------------------------------------------------------------------------------------------- CTTCATCAAACCGACCCTCAAAATTTCCCCCTGTTACA

-lA -CAA-ECHET AT TAA TARG TT
-lA -CAA-ECHET AT TAA TARG TT
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After TEtrimmer ORF and PFAM domain plot
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