
XC-78                  -----PNIEVGNGLAK---VPGVCTG------AGDKDTKNKNCLEHCQKECKA--TNGSCGTSSIA---KPNPQVCYCYKQPDPK--------- 
XC-80                  -----PTEE--NDTLR---LPGFCT--------GDKGSPQ--CKQHCQKECGF--DFGLCSYGTSA---DKN--TCFCTNNPTTIK-------- 
CTEFE_1575479          -----EQVVIKSGQHI---LENYCSD-------GRNNNNP--CHLFCMRECRS--GNGGCGNGGRT---RPDSKHCYCEAPYSG---------- 
cluster-169            -----NQVAIPSGTHI---LQGYCK-----------NHND--CQMFCMTECRS--GNGGCGNGGTS---RPNRDDCYCAAPYSG---------- 
XC-7-90-90-49          ----------ISGTYQ---FKDECKT-------KLYGDEG--CKSACNTDCSG--KNGYCGNGDSK---TPDEDTCYCVN-------------- 
MUSDO_30691693         -----KQLEPELHGRY---KRATCDL------LSGTGVGHSACAAHCL-LRGN--RGGYCNG----------KGVCVCRN-------------- 
PROTE_118432           -----KEIEPELHGRY---KRATCDL------LSGTGINHSACAAHCL-LRGN--RGGYCNG----------KGVCVCRN-------------- 
STOCA_2331285          -----RQLEPELHGRY---KRATCDL------LSMWNVNHSACAAHCL-LLGK--SGGRCND----------DAVCVCRK-------------- 
DROME_416170           -----AHQEVLQHSRQ---KRATCDL------LSKWNWNHTACAGHCI-AKGF--KGGYCND----------KAVCVCRN-------------- 
ANOGA_77702046         ----ETHHAALENYRA---KRATCDL------ARGFGVGSSLCAAHCI-ARRY--RGGYCNS----------KAVCVCRN-------------- 
ORNMO_22324324         -------VEEQSVPRV--RRGYGC------------PFNQYQCHSHCRGIRGY--KGGYCTGR--------FKQTCKCY--------------- 
ARGMO_114153302        --------PERSHGRV--RRGYGC------------PFNQYECHNHCKGVPGY--KGGYCDGF--------LKMTCRCY--------------- 
XC-7-90-90-51          ----------SQGSLQ---VPNICK--------PNENDDK--CNHFCKNECGA--KKGTCSGQTT-----AQPNLCFCTYN------------- 
XC-44                  --------LVIDDENA---VPDICTS------NDETGDEA--CNKHCNTKCGS--DFGFCNEASE-----DKKVYCYCQFN------------- 
ANOGA_87080391         ------------TTVT---LQSTCKL------FTADVVSSITCKMYCV-IKGK--TGGYCNS----------EGLCTCRAEDLHFLLKPIINKD 
XC-7-90-90-50-CLU      ------DQEIGNGLAT---AKGQCKG------TDSDQKKAGKCDKHCTGVCLG--SGGSCGDGSSQ---KPNKEDCYCKSK------------- 
XC-58                  ------TIDIADSAAE---IENLCEL------SQREVQRENKCNEYCKTSCDA--NHGVCGSTDFGP--DQEPQHCYCYAESDF---------- 
cluster-145            -----VEVEVSGSFYPTLELPDYCT---------HRRLDDDKCSKFCEHNCNPPFKRGVCGVWGDS-----QAGNCYCHT-------------- 
XC-63                  -----------IGDYY---IPKGCKD------NKDNDKCTKLCKEVCLSEVKE--PWGACGSNVHYENGNINPDDCFCFDLQVLGTSK------ 
HELVI_6225253          EINARABIDPSISTHALIANAQTCFKGEAQEGVCVKVDGSKLCDLLCRATNTT--WFGACEVED-------NETHCHCYGPC------------ 
ARATH_17380954         ------------RSKT---WTGFCG-----------NTRG--CDSQCKRWERA--SHGACHAQFP-------GFACFCYFNC------------ 


