
#1__identity=0.092_homology=0.222_________|_______...:6767.:*7*6:*.*7: 
1=Q00646__________________________________|_______MENYQKIEKIGEGTYGVVYK1
2=Q6IRQ7__________________________________|_______MENFQKVEKIGEGTYGVVYK2
3=P43450__________________________________|_______MESFQKVEKIGEGTYGVVYK3
4=Q3U6X7__________________________________|_______MENFQKVEKIGEGTYGVVYK4
5=P29618__________________________________|_______MEQYEKEEKIGEGTYGVVYR5
6=Q8L6T8__________________________________|_______MDQYEKVEKIGEGTYGVVYK6
7=Q8GVD8__________________________________|_______MEQYEKVEKIGEGTYGVVYK7
8=Q40482__________________________________|_______MDQYEKVEKIGEGTYGVVYK8
9=PKR_____________________________________|HTVDKRFGMDFKEIELIGSGGFGQVFK9
10=GCN2___________________________________|___SLRYASDFEEIAVLGQGAFGQVVK10
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ARELTHPNRIVALKKIRLEAEDEGVPSTAIREISLLKEMNDPNIVR________LLNIVHADGHKLYLVF1
ARNRDT_GEIVALKKIRLDTETEGVPSTAIREISLLKELNHPNIVK________LLDVIHTENK_LYLVF2
AKNKVT_GETVALKKIRLDTETEGVPSTAIREISLLKELNHPNIVK________LHDVIHTENK_LYLVF3
AKNKLT_GEVVALKKIRLDTETEGVPSTAIREISLLKELNHPNIVK________LLDVIHTENK_LYLVF4
ARDKVT_NETIALKKIRLEQEDEGVPSTAIREISLLKEMHHGNIVR________LHDVIHSEKR_IYLVF5
ARDRVT_NETIALKKIRLEQEDEGVPSTAIREISLLKEMQHENIVR________LQDVVHSEKR_LYLVF6
ARDKVT_NETIALKKIRLEQEDEGVPSTAIREISLLKEMQHGNIVR________LQDVVHSDKR_LYLVF7
ARDRVT_NETIALKKIRLEQEDEGVPSTAIREISLLKEMQHANIVR________LQDVVHSEKR_LYLVF8
AKHRID_GKTYVIKRVKYNNEK______AEREVKALAKLDHVNIVHYNGCWDGFDYDPETSKTKCLFIQM9
ARNALD_SRYYAIKKIRHTEEK___LSTILSEVMLLASLNHQYVVRYYAAW___LERRNFVKKSTLFIQM10
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EFLDLDLKKYMEALPVSEGGRGRALPDGSTLSRNLGLGDAMVKKFMAQLIEGIRFCHSHRVLHRDLKPQN1
EFLNQDLKKFMDASN__________________ISGISLALVKSYLFQLLQGLAFCHSHRVLHRDLKPQN2
EFLHQDLKRFMDSST__________________VTGISLPLVKSYLFQLLQGLAFCHSHRVLHRDLKPQN3
EFLHQDLKKFMDASA__________________LTGIPLPLIKSYLFQLLQGLAFCHSHRVLHRDLKPQN4
EYLDLDLKKFMDSCP__________________EFAKNPTLIKSYLYQILRGVAYCHSHRVLHRDLKPQN5
EYLDLDLKKHMDSCP__________________EFAKDPRLIKMFLYQILRGIAYCHSHRVLHRDLKPQN6
EYLDLDLKKHMDSCP__________________EFSKDPRLVKTFLYQILRGIAYCHSHRVLHRDLKPQN7
EYLDLDLKKHMDSSP__________________EFSKDPRLVKMFLYQILRGIAYCHSHRVLHRDLKPQN8
EFCD________________________________KGTLLALELFEQITKGVDYIHSKKLINRDLKPSN9
EYCENGTLYDLIHSE__________________NLNQQRDEYWRLFRQILEALSYIHSQGIIHRDLKPMN10
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LLID_RDGNLKLADFGLARAFGVPLRTYTHEVVTLWYRSPEILLGGRQYSTGVDMWSCGAIFAEMCTRKP1
LLIN_SDGAIKLADFGLARAFGVPVRTYTHEVVTLWYTAPEILLGCKFYSTAVDIWSLGCIFAEMITRRA2
LLIN_AQGEIKLADFGLARAFGVPVRTYTHEVVTLWYRAPEILLGCKYYSTAVDIWSLGCIFAEMITRKA3
LLIN_AEGSIKLADFGLARAFGVPVRTYTHEVVTLWYRAPEILLGCKYYSTAVDIWSLGCIFAEMVTRRA4
LLIDRRTNALKLADFGLARAFGIPVRTFTHEVVTLWYRAPEILLGSRQYSTPVDMWSVGCIFAEMVNQKP5
LLIDRRTNALKLADFGLARAFGIPVRTFTHEVVTLWYRAPEILLGSRHYSTPVDVWSVGCIFAEMVNQQP6
LLIDRRTNALKLADFGLARAFGIPVRTFTHEVVTLWYRAPEILLGSRHYSTPVDVWSVGCIFAEMVNQRP7
LLIDRRTNALKLADFGLARAFGIPVRTFTHEVVTLWYRAPEILLGTRHYSTPVDVWSVGCIFAEMVTQRP8
IFLV_DTKQVKIGDFGLV_______________________________GKEVDLYALGLILAEL_____9
IFID_ESRNVKIGDFGLGTAM_______________YVATEVL____HYNEKIDMYSLGIIFFEMI____10
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LFPGDSEIDEIFKIFRILGTPDETIWPGVTSFPDFKPTFPKWKREDIQNVVPGLEEDGLDLLEALLEYDP1
LFPGDSEIDQLFRIFRTLGTPDEVSWPGVTTMPDYKSTFPKWIRQDFSKVVPPLDEDGRDLLAQMLQYDS2
LFPGDSEIDQLFRIFRTLGTPDESIWPGVTSMPDYKPSFPKWARQDLSKVVPPLDEDGRDLLGQMLIYDP3
LFPGDSEIDQLFRIFRTLGTPDEVVWPGVTSMPDYKPSFPKWARQDFSKVVPPLDEDGRSLLSQMLHYDP4
LFPGDSEIDELFKIFRVLGTPNEQSWPGVSSLPDYKSAFPKWQAQDLATIVPTLDPAGLDLLSKMLRYEP5
LFPGDSEIDELFKIFRIVGTPNEDTWPGVTALPDFKSAFPKWPSKELGNVVPNLDVAGLNLLKKMLCLDP6
LFPGDSEIDELFKIFRIMGTPNEETWPGVTSLPDFKSAFPKWSSKDLATVVPNLEKAGLDLLCKMLWLDP7
LFPGDSEIDELFKIFRVMGTPNEDTWPGVTTLPDFKSAFPKWPSKDLATIVPNLDGAGLDLLDKTSRLDP8
_________________LGIISDI_____________________________FDKKEKTLLQKLLSKKP9
_YPFSTGMER_______VNILKKLRSVSIEFPPDFDD_______________NKMKVEKKIIRLLIDHDP10

.6*..7..::.__..:.................. 
ARRISAKQACM__HPYFQHGSSYYSGRARRNGFH1
NKRISAKAALT__HPFFRD_____VSRPTPHLI_2
NKRISAKNALV__HRFFRD_____VTMPVPPLRL3
NKRISAKAALA__HPFFQD_____VTKPVPHLRL4
NKRITARQALE__HEYFKD_____LEM_VQ____5
SRRITARSALE__HEYFKD_____IGI_VP____6
SKRITARTALE__HEYFKD_____IGF_VP____7
SKRITARNALE__HEYFKD_____IGY_VP____8
EDRPNTSEILRTLTVWKK________________9
NKRPGARTLLN__SGWLPV_______________10


