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At_Hsp15.7   : MADRGIFLYPFR---------RFQEWSRSTALIDWMESN (30)...(108) VENGVLTVVVPKDTSSKSSKVRNVNITSKL*: 137 
Bg_Hsp16.0   : MGES-IFGHPFRRLFWG-PP-IFREWSGSTALMDWFESP (36)...(112) VESGVLTIVVPKDTSPKSSKVRNINVASRL*: 141 
Bp_Hsp15.6   : MADG-VFGYPFRRFFLT-PS-IFREWSGSTALMDWLESP (36)...(112) VENGVLTIVVPKDATQKSSKVRNINISSKL*: 141 
Cs_Hsp14.6   : ---------------MS-PP-VFREWSGSTALMDWLESP (22)...(101) VDNGVLTVIVPKDANHKKSSVRNINITSKL*: 130 
Gm_Hsp16.2   : MAGT-IFGYPFRHFIWGHPP-IFKEWSGSTALLDWLESP (37)...(115) VENGVLTIVVPKDATPKTPKVRNINITSRL*: 144 
In_Hsp16.1   : --MAAFFGDPFRRFLWSPTF-YHRAPPGSAALLDWIESP (36)...(116) VDNGVLTVTVPKDTSPKQSKIRNINITSKL*: 145 
Le_Hsp16.1   : ---MAIFGDPFRRFLLSPT--IHRSFSGSPALLDWIESP (34)...(116) CENGVLTIVVPKDATPKTSKVTNINITSKL*: 145 
Lj_Hsp15.9   : MAES-IFGYPFGRFLWGHPP-IYREWSGSTPLLDWLESP (37)...(115) VENGVLTVLVPKEAAPKSPKVRNVNITSRL*: 144 
Ls_Hsp15.6   : ---MALLGDPFRRFFFN-PP-IYRTGSVATGLMDWFETP (34)...(112) VENGVLTVVLPKDLSPKASKVRNIHVSSKL*: 141 
Mt_Hsp16.0   : MAET-ILGYPFKRFFLDHTP-IFRGYSGSTALLDWIESP (37)...(113) VENGVLTVLVPKDASPKSHKVRNINITSKL*: 142 
Os_Hsp16.0   : MADLFFGG-PFRRILYGRPFPPDWASASATAAMDWVETP (38)...(117) VDNGVLTVVVPKEPAPARPRTRPIAVSSKL*: 146 
Pv_Hsp16.2   : MADT-IFGYPLRRFFWNHPP-VFREWSGSTALLDWLESP (37)...(115) VENGVLTILLPKDTTPKSPKVRNINITSRL*: 144 
Qr_Hsp16.1   : MADA-FFGYPFRRFFLS-PT-IFREWSGSTALMDWLESP (36)...(113) VENGVLTITVPKDTTQKSSKVRNINITSKL*: 142 
Ta_Hsp15.1   : MADLFFGGSPFRRLLYARPF------ASATAAMDWVETP (33)...(109) VDNGVLTVVVPKEPAPARPRTRPIAVSSKL*: 138 
Vv_Hsp15.8   : MSES-IRGFPFRRIFWG-AP-VFRDLSGSTAPMDWLESP (36)...(113) VENGVLTIVVPKDTSPKASKVKTINISSKL*: 142 
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At_Acd31.2   : MEHESITARRRLAAFAAHFPA-----TSYDSASTA (30)...(256) VSWPLPSNVNKDNVSAEFMDGILRIVIPKL*----------- : 285  
Amaj_Acd30.7 : --MESGVVRRRTNIIAAHLAS---CEDISAT--AT (28)...(237) IVWPIPTNADKEKISAEIQDGLLRITVPKLSGLRWLRKAHM* : 277 
Gm_Acd28.7   : --MESESVKRRIHMIAAHFAP---NDDIST----T (26)...(232) VVWPLPAGVNKDRISAEFLDGFLQIIVPKV*----------- : 261  
Mt_Acd28.6   : --MENEFVKRRLDTIAAHFAS---NEDISS----T (26)...(230) VCWPLPHGVNKDNVSAEFLDGFLQI*---------------- : 254  
Gr_Acd28.3   : --MESETARRRISNIAPFFPC---DDTLSVS---- (26)...(232) VVWPLPANVNRDSVSAEFLDGFLRIVIPKL*----------- : 254 
Vv_Acd28.6   : --MEKQAARRRINLIAGHFAP---TDDLSAS---- (26)...(230) VAWTLPFNANKDRVSAQFVDGFLQITIPKL*----------- : 259 
Le_Acd26.5   : --MESQIVRRRVNMITAHLTA---HDDISASA--T (28)...(209) VFWPLPSNANKNRVSAEFVDGLLQITIPKL*----------- : 238 
Mc_Acd30.7   : --MESQAARRRITTISGHFGTGIVTEDVTAAN--P (31)...(247) VVWPLPAGANKDAVYAEFVEGILHITIPKL*----------- : 276 
Ds_N-EST     : MDLESITARRRLAAVAAHFPA-----TTYDPAS-- (28)........ ------------------------------------------ :  
Ah_N-EST     : --MESELVRRRVNLIASHFAS---TDDISA----T (26)........ ------------------------------------------ :    
Amar_N-EST   : --MESQVVRRRVNVIAAHFAS---REDISAT--AT (28)........ ------------------------------------------ :    
Bm_N-EST     : --MESEVVRRRMNMLAAHFAG---CDDNLSP---T (27)........ ------------------------------------------ :  
Bv_N-EST     : --MESQVVKRRINTISGHLAARIVTEDVNAPN--T (31)........ ------------------------------------------ :    
Hp_N-EST     : --MASEIARRRVEMIGAHFSA---VDHISATAVAP (30)........ ------------------------------------------ :    
Ls_N-EST     : --METETAIRRVEMIAAHFSA---ADNISSTGVAT (30)........ ------------------------------------------ :  
PtxPt_N-EST  : --MDSEAVRRRMNMIVAHFAPTI-ADDISSP---A (29)........ ------------------------------------------ :    
Br_C-EST     : ----------------------------------- ............ VSWPLPSNVNKDNVAAEFMDGILRVVIPKI*----------- :  
Mp_C-EST     : ----------------------------------- ............ VVWPLPANVNRDSISAEFLDGFLRIVIPKL*----------- :  
                                                                                                                               
 
 


