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SCD6_Sc_6325386                  1 ---MSQYIG--KTISLISVT-DNRYVGLLEDIDSEKGTVTLKEVRCFGTEGRKNWGPEEIY    PNPTVYNSVKFNGSEVKDLSILDAN-   INDIQPVVPQMMP  93 
sum2_Sp_19111902                 1 ---MTEFIG--SRISLISKS-DIRYVGILQDINSQDSTLALKHVRWCGTEGRKQDPSQEIP    PSDNVFDYIVFRGSDVKDLRIEEPAT 7 QPPNDPAIIGSNS 101 
B9B11.070_Nc_28881143            1 ---MSEFLG--SRISLISRS-DIRYVGTLHNINSEESTVSLENVRSFGTEGRKHNPDEEVP    ASDQVYEYIVFRGSDVKDLRIEEGPA 7 PMPDDPAILGSLT 101 
AfA14E5.29_Afum_19309417         1 -MDMNHLIG--QRFNLISKS-DIRYVGTLHEINPEASTIALENVVSFGTEGRRGNPAEEIP    PSASVYEYIVFRGSDVKDISVAEEKK 8 RVPDDPAILGVSS 104 
rap55_Pwal_4200286               1 MSGGTPYIG--SKISLISKA-EIRYEGILYTIDTENSTVVLAKFALLGTEDRPTDR--PIP    PRDEVFEYIIFRGSDIKDLTVCEPPK 3 SLPQDPAIVQSSL  98 
Y18D10A.17_Ce_17509741           1 MSNQTPYIG--SKISLISKL-DIRYEGILYTVDTNDSTIALAKVRSFGTEKRPTAN--PVA    ARDDVYEYIIFKASDIKDLIVCDTPK 6 GLPYDPAIISVSS 101 
CG10686_Dm_24663344              1 MSGGLPELG--SKISLISKA-DIRYEGRLYTVDPQECTIALSSVRSFGTEDRDTQF--QIA    PQSQIYDYILFRGSDIKDIRVVNNHT 1 PHHNDPAIMQAQL  96 
bA11M20.3_Hs_13559033            3 GSSGTPYLG--SKISLISKA-QIRYEGILYTIDTDNSTVALAKVRSFGTEDRPTDR--PAP    PREEIYEYIIFRGSDIKDITVCEPPK 3 TLPQDPAIVQSSL 100 
DKFZp547L1110_Hs_21740090       36 MSGGTPYIG--SKISLISQA-EIRYEGILYTIDTENSTVALAKVRSFGTEDRPTDR--PIP    PRDEVFEYIIFRGSDIKDLTVCEPPK 3 SLPQDPAIVQSSL 133 
At4g19330_At_15234226_A         13 EDLVTSMIG--KFVAVMSNN-DIRYEGVISLLNLQDSKLGLQNVRVYGREVENDNEQRVFQ    VLKEVHSHMVFRGSDIKSVEVLSLPP   PARHNSAIGHVGS 130 
At4g19330_At_15234226_B        118 PARHNSAIG--HVGSLITTE-DVRIEGVISHVKFHDSMIFMKNCMCYGTEGRTKRRR-SIV    ACNQLADDIVLNILARISTSYYQTLL 1 VSKTFRLLILSKE 214 
At4g19360_At_15234232           21 QIPVEAYIG--SFVTLIANF-DIRYEGILCFLNLQESTLGLQNVVCYGTEGRNQNGV-QIP    PDTKIQNYILFNGNNIKEIIVQPPTW   GLARGSTCSKSCL 116 
At5g45330_At_15242378           27 NNVGDTFIG--SFISLISKY-EIRYEGILYHLNVQDSTLGLKNVRSCGTEGRKKDGP-QIP    PCDKVYDYILFRGSDIKDLQVNPSPS 5 EIQSEQDVNQSPH 127 
F14G11.8_At_12320748            11 SSAADSYVG--SLISLTSKS-EIRYEGILYNINTDESSIGLQNVRSFGTEGRKKDGP-QVP    PSDKVYEYILFRGTDIKDLQVKASPP 6 TINNDPAIIQSHY 112 
PF14_0717_Pf_23509939            3 SVSTLPYIG--SKISLISNS-EIRYEGILYTINTHESTVALQNVRSFGTEGRRQP---DIA    PSNEVYDFIIFRGKDIKDVTVSETGK   NIPDDPAIVSMNI  96 
R05D11.8_Ce_17508551             1 --MDDKLIG--SVISTETKD-GNVYQGKLTTYDTNNGNLTMANVIKNGL------------    ---PLHRCFTLSSSDISRLKVIRGAT 2 TQKSQPLPVQNSS  82 
 

FLJ21128_Hs_19923613             1 --MATDWLG--SIVSINCGDSLGVYQGRVSAVDQVSQTISLTRPFHNGVKC----------    ----LVPEVTFRAGDITELKILEIPG   PGDNQHFGDLHQT  82 
CG6311_Dm_24665977               4 --TDQDWIG--CAVSIACDEVLGVFQGLIKQISAE--EITIVRAFRNGVPL----------    --RKQNAEVVLKCTDIRSIDLIEPAK   QDLDGHTAPPPVV  85 
CBG12506_Cbr_39595594            1 --MDDKHIG--SVISAETKD-GSVYQGKLTTLDTHNGNITMANVIKNGLPL----------    -----HRCATLSTSDISSLKVIRGAT   QTASPVKPSPSSN  80 
 

AF0875_Af_2649736                6 LDVLNRSLK--SPVIVRLKG-GREFRGTLDGYDIHM-NLVLLDAEEIQNG-----------    EVVRKVGSVVIRGDTVVFVSPAPGGE*                 77 
AF0362_Af_7451056                5 NQMVKSMVG--KIIRVEMKGEENQLVGKLEGVDDYM-NLYLTNAMECKGE-----------    EKVRSLGEIVLRGNNVVLIQPQEE*                   75 
Ataxin-2_Hs_18071117           124 LHFLTAVVG--STCDVKVKN-GTTYEGIFKTLSSKF-ELAVDAVHRKASEPAGGP------    RREDIVDTMVFKPSDVMLVHFRNVDF 5 DKFTDSAIAMNSK 218 
LSM1_Sc_6322337                 43 TAAIVSSVD--RKIFVLLRD-GRMLFGVLRTFDQYA-NLILQDCVERIYFSEENK------    YAEEDRGIFMIRGENVVMLGEVDI--   DKEDQPLEAMERI 130 
LSM2_Sc_6319445                  4 FSFFKTLVD--QEVVVELKN-DIEIKGTLQSVDQFL-NLKLDNISCTDEKKY---------    PHLGSVRNIFIRGSTVRYVYLNKNMV 2 NLLQDATRREVMT  92 
LSM3_Sc_6323471                  5 LDLLKLNLD--ERVYIKLRG-ARTLVGTLQAFDSHC-NIVLSDAVETIYQLNNEELS----    ESERRCEMVFIRGDTVTLISTPSEDD   DGAVEI*        89 
LSM4_Sc_6320958                  4 LYLLTNAKG--QQMQIELKN-GEIIQGILTNVDNWM-NLTLSNVTEYSEESAINSEDNAES    SKAVKLNEIYIRGTFIKFIKLQDNI-   IDKVKQQINSNNN 103 
LSM5_Sc_6320994                  9 LEVIDKTIN--QKVLIVLQS-NREFEGTLVGFDDFV-NVILEDAVEWLIDPEDESRNE---    KVMQHHGRMLLSGNNIAILVPGGKKT   PTEAL*         93 
LSM6_Sc_6320586                 50 TEFLSDIIG--KTVNVKLAS-GLLYSGRLESIDGFM-NVALSSATEHYESNNNK-------    LLNKFNSDVFLRGTQVMYISEQKI*                  123 
LSM7_Sc_6324182                 19 ILDLAKYKD--SKIRVKLMG-GKLVIGVLKGYDQLM-NLVLDDTVEYMSNPDDENNTELIS    KNARKLGLTVIRGTILVSLSSAEGSD   VLYMQK*       107 
LSM9_Sc_6319867                  3 ILKLSDFIG--NTLIVSLTE-DRILVGSLVAVDAQM-NLLLDHVEERMG------------    SSSRMMGLVSVPRRSVKTIMIDKPVL   QELTANKVELMAN  86 
LSM8_Sc_37362670                 1 SATLKDYLN--KRVVIIKVD-GECLIASLNGFDKNT-NLFITNVFNRIS-------------   KEFICKAQ-LLRGSEIALVLIDAEND 3 APIDEKKVPMLKD 109  
SMB1_Sc_6320867                  9 SSRLANLID--YKLRVLTQD-GRVYIGQLMAFDKHM-NLVLNECIEERVPKTQLDKLRPRK 11 VEKRVLGLTILRGEQILSTVVEDKP-   LLSKKERLVRDKK 114 
SMD1_Sc_6321510                  4 VNFLKKLRN--EQVTIELKN-GTTVWGTLQSVSPQM-NAILTDVKLTLPQPRLNKLNSNGI 16 DNIASLQYINIRGNTIRQIILPDSLN 2 SLLVDQKQLNSLR 117 
SMD2_Sc_6323305                 31 MSLINDAMVTRTPVIISLRN-NHKIIARVKAFDRHC-NMVLENVKELWTEKKGKNVI----    NRERFISKLFLRGDSVIVVLKTPVE*                 110 
SMD3_Sc_6323176                  8 VKLLNEAQG--HIVSLELTT-GATYRGKLVESEDSM-NVQLRDVIATEPQ-----------    GAVTHMDQIFVRGSQIKFIVVPD---   LLKNAPLFKKNSS  89 
SME_Sc_6324733                  18 FNFLQQQTP--VTIWLFEQI-GIRIKGKIVGFDEFM-NVVIDEAVEIPVNSADGKEDV---    EKGTPLGKILLKGDNITLITSAD*                    94 
SMF_Sc_6325440                  16 KPFLKGLVN--HRVGVKLKFNSTEYRGTLVSTDNYF-NLQLNEAEEFVAG-----------    VSHGTLGEIFIRCNNVLYIRELPN*                   86 
SMG_Sc_14318502                  4 TPELKKYMD--KKILLNING-SRKVAGILRGYDIFL-NVVLDDAMEINGEDPA--------    NNHQLGLQTVIRGNSIISLEALDAI*                  77 
Hfq_Sau_15924295                 9 DKALENFKANQTEVTVFFLN-GFQMKGVIEEYDKY--VVSLNS------------------    ----QGKQHLIYKHAISTYTVETEGQ   ASTESEE*       77 
Hfq_Ec_1790614                   9 DPFLNALRRERVPVSIYLVN-GIKLQGQIESFDQF--VILLKN------------------    ----TVSQ-MVYKHAISTVVPSRPVS   HHSNNAGGGTSSN  83 
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