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>1ap8_1-24 
MSVEEVSKKFEENVSVDDTTATPK 
>1b22_1-15 
MAMQMQLEANADTSV 
>1b22_86-114 
FTTATEFHQRRSEIIQITTGSKELDKLL 
>1bq0_77-103 
GMGGGGFGGGADFSDIFGDVFGDIFG 
>1ckv_1-19 
MSVNSNAYDAGIMGLKGKD 
>1cl4_1-28 
GGSCFKCGKKGHFAKNCHEHAHNNAEPK 
>1cld_43-61 
PQVVRTPLTRAHLTEMENR 
>1d1r_1-27 
MSDSNSRLVYSTETGRIDEPKAAPVRP 
>1e17_125-150 
KSGKAPRRRAASMDSSSKLLRGRSK 
>1e17_1-34 
GSSHHHHHHSSGLVPRGSHMLEDPGAVTGPRKGG 
>1ezy_134-166 
PSSCGAEKQKGAKSSADCTSLVPQCAHHHHH 
>1g9l_1-44 
GPLGSAAAATPAVRTVPQYKYAAGVRNPQQHLNAQPQVTMQQPA 
>1hxv_1-28 
MRGSHHHHHHGSEKLAKTKSTMVDVSDK 
>1ibi_1-35 
MDRGERLGIKPESSPSPHRPTTNPNTSKFAQKFGG 
>1ibi_95-113 
FGPKGFGYGQGAGALVHA 
>1j8c_104-125 
RDPNSSSVDKYAAALEHHHHH 
>1j8c_1-19 
MAENGESSGPPRPSRGPAA 

>1jfn_1-16 
ARIHHHHHHIEGRAPT 
>1jjg_1-21 
MTVIKPSSRPRPRKNKNIKVN 
>1k9c_1-19 
SKKIKDPDAAKPEDWDERA 
>1kft_1-22 
MGSSHHHHHHSSGLVPRGSHMN 
>1kkd_81-102 
NDQANTLVDLAKTQLEHHHHH 
>1kq8_82-100 
NSEYTFADGVFRRRRYRL 
>1l3g_122-136 
KVDKLAAALEHHHHH 
>1lg4_1-28 
VQTRGIKHRIKWNRKALPSTAQITEAQV 
>1lv3_52-68 
SSGDLSESDDWSEEPKQ 
>1m9o_44-77 
RHPKYKTELCHKFKLQGRCPYGSRCHFIHNPTED 
>1n4c_1-57 
GPLGSPEFSMPHSSPQNRPNYNVSFSSMPGGQNERGKAAANLEGKQKAADFEDLLSG 
>1nmv_1-19 
MADEEKLPPGWEKRMSRSS 



>1nmv_24-46 
YFNHITNASQWERPSGNSSSGGK 
>1no8_1-28 
SRPKQLPDKWQHDLFDSGFGGGAGVETG 
>1nwb_102-124 
PNATGSCGCGSSFSCGLEHHHHH 
>1nyn_116-131 
SSLKTKGGNAGTKAY 

>1ov2_1-16 
YSREKNQPKPSPKRES 
>1owa_1-46 
MEQFPKETVVESSGPKVLETAEEIQERRQEVLTRYQSFKERVAERG 
>1pul_1-17 
MGHHHHHHSHMAAAAGF 
>1pxe_1-15 
MHVKKPYYDPSRTEK 
>1pyc_46-71 
AEEAEKELLKDNELKKLRERVKSLEK 
>1q3m_1-15 
YLDHWLGAPAPYPDP 
>1qkl_1-16 
MSDNEDNFDGDDFDDV 
>1qlz_1-104 
GSKKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGGGGWGQPHGGGWGQPHGGGWGQPHGGGWGQPHGGGWGQGGGTHSQWNKPSK
PKTNMKHMAGAAAAGAVVGG 
>1qu5_1-17 
EAETREQKLLHSNNTEN 
>1r4t_1-18 
GSASSAVVFKQMVLQQAL 
>1ri9_1-19 
MGSSHHHHHHSSGKKLKKQ 
>1rw2_1-22 
MHHHHHHKLKTEQGGAHFSVSS 
>1rwu_1-22 
MGTSHHHHHHSSGRENLYFQGH 
>1s24_1-31 
PTSLEKLPSADVKGQDLYKTQPPRSDAQGGK 
>1s3a_1-17 
KAGMAAAAASRGVGAKL 
>1s6i_167-188 
GLVDNGSNQVIEGYFKHHHH 
>1se9_111-126 
KPKGDPKMNKCVCSV 
>1sg7_1-21 
MGSSHHHHHHHHSSGFNPRGS 
>1sgo_1-19 
METDCNPMELSSMSGFEEG 
>1sjr_1-39 
MHHHHHHGSAQAALQAVNSVQSGNLALAASAAAVDAGMA 
>1sjr_148-164 
SQPSLDQTMAAAFGL 
>1so9_1-20 
MVPLYDMFCRVTGYNGTTQR 
>1sr3_115-136 
MEANHRRPASVYKDPASHHHHH 
>1ssf_131-156 
AVTPLTKAADISLDNLVEGKRKRRS 
>1suh_107-146 



RPEFTQEVFEGSVAEGAVPGTSVMKVSATDADDDVNTYN 
>1t0y_93-122 
FKDESMVEKYEMSDDTYGKRTDSVRAWKK 
>1tp4_69-97 
GELADISDVEGEVGAIGEEAPQMNYIQV 
>1ttn_1-20 
MIEEKSDIETLDIPEPPPNS 
>1u6f_1-31 
MSQIPLVSQYDPYGQTAQLQQLQQQQQQHIP 
>1umq_1-30 
MGSSHHHHHHSSGLVPRGSHMLAKGESLPP 
>1v9j_1-19 
MKGSSHHHHHHSSGASLVP 
>1vaz_1-16 
MRGSHHHHHHGSERRR 
>1vg5_1-18 
GSSGSSGSRQAPIANAAV 
>1wfi_112-131 
NSKLSDLDSETRSMVSGPSS 
>1wfk_73-88 
SKWSPPQNYKSGPSS 

>1wfo_1-16 
GSSGSSGRIGDGSPSH 
>1wi5_102-119 
ATEQQSWNLNNLSGPSS 
>1wif_1-16 
GSSGSSGSKNEKEQLS 
>1wiv_1-20 
GSSGSSGLLSHMDDPDIDAP 
>1wj7_86-104 
EMVGKKKGVSGQKSGPSS 
>1wki_1-16 
MLMPRRMKYRKQQRGR 
>1x37_97-124 
GQAETEDQVGVVTGLAYTTVLRHHHHH 
>1x64_1-16 
GSSGSSGVRAPVTKVH 
>1x6f_64-88 
QLLSKQKYADGAFADFKQESGPSS 
>1xsf_1-16 
NVVVTPAHEAVVRVGT 
>1xx3_1-55 
MHHHHHHVKKVQEQPKRDVKPVESRPASPFENTAPARLTSSTATAATSKPVTSVA 
>1y9j_1-19 
GSPGISGGGGGILVGSKMA 
>1ydu_1-44 
SDQIFNKVGSYWLGQKANKQFDSVGNDLNSVSTSIEGGTKWLVN 
>1yse_105-141 
AASAMGPAPLISTPPSRPPQVKTATIATERNGKPEN 
>1yse_1-18 
GSHVSRSMNKPLEQQVST 
>1ysm_55-77 
ELDNEKPAAVVAPLTTGYTVKIS 
>1ywu_1-27 
MGSSHHHHHHSSGRENLYFQGHMSDQH 
>1z8r_1-17 
MAHHHHHHERASLITTG 
>1z9b_1-24 



NEFELGTRGSSRVDLQEQRSVKTR 
>1z9e_86-127 
GEGDSVITQVLNKSLAEQRQHEEANKTKDQGKKGPNKKLEK 
>1zec_1-27 
XGGKWSKSSVIGWPAVRERMRRAEPAX 
>1zr9_1-35 
GHHHHHHLEKAKRRRPDLDEIHRELRPQGSARPQP 
>1zr9_91-124 
EAERAAGMGSYVPPRRLAVPTEVSTEVPEMDTS 
>1zu1_72-127 
DSVPAKKFKAAPAEISDGEDRSKCCPVCNMTFSSPVVAESHYIGKTHIKNLRLRE 
>2a00_1-20 
MGHHHHHHHHHHSSGHGGRH 
>2a3j_1-21 
MKETAAAKFERQHMDSPDLGS 
>2aby_1-22 
MGTSHHHHHHSSGRENLYFQSH 
>2adb_1-23 
MGSSHHHHHHSSGLVPRGSHMDA 
>2adz_81-104 
SPYFKNSAGGTSVGWDSPPASPL 
>2afj_1-15 
GSSARQSTPTSQALY 
>2akl_1-56 
MGSSHHHHHHSSGRENLYFQGHMVSTLPPCPQCNSEYTYEDGALLVCPECAHEWSP 
>2ami_1-20 
GSMSYKAKTVVSARRDQKKG 
>2ayx_1-94 
MGGSGVEGLSGKRCWLAVRNASLCQFLETSLQRSGIVVTTYEGQEPTPEDVLITDEVVSKKWQGRAVVTFCRRHIGIPLEKAPGEWVHSVAAPH 
>2b1w_100-127 
SPSLLTQSKVVVNTDPVSRYTQQLRHHL 
>2baf_111-166 
TRSSHEFDGRTGLAPEFAALGESGSSSSKTSTHSKQFVSSSTTVNRGGSAIESK 

>2baf_1-32 
MGTFREEGSVSSGTKQEFHTGKLVTTKGDKEL 
>2bgo_124-140 
GLTIRSPANLEHHHHH 
>2bl5_115-140 
LMELAILNGTYRDANLKSPALHHHHH 
>2cka_1-37 
MGSSHHHHHHSSHMLVPRGSLKKLVELEVECMEEPNH 
>2cqe_84-98 
DEKEVEELKKSGPSS 
>2cqw_67-84 
DFVVQHLKWTDPSGPSS 
>2cru_1-20 
GSSGSSGLRRQRLAELQAKH 
>2cs2_116-134 
GDEVDGVDEVAKKKSGPSS 
>2ctf_1-15 
GSSGSSGEPEKLGQA 
>2czo_140-155 
GFDREFERDENQNNI 
>2d1u_84-104 
TVVGDWLGDARENDLEHHHHH 
>2dba_1-21 
GSSGSSGMTVSGPGTPEPRPA 
>2dip_1-17 



GSSGSSGLEEFKNSSKL 
>2e8m_1-15 
GSSGSSGTIGRSAAQ 
>2elh_1-15 
GSSGSSGMNIRMGTK 
>2evz_1-25 
MGSSHHHHHHSSGLVPRGSHMGRIA 
>2f05_86-105 
RSLFTGNGSCEMNSGQKNEE 
>2f3j_1-70 
MASMTGGQQMGRDPMADKMDMSLDDIIKLNRNQRRVNRGGGPRRNRPAIARGGRNRPAPYSRPKPLPDKW 
>2ffw_1-19 
QKASVSGPNSPSETRRERA 
>2fjl_38-83 
DQGNEDEEEPKEASGSTELHSSLEVLFQGPNPAILEPEREHLDEN 
>2g0q_150-173 
IMECKKKPQGQGNDDISHVLRE 
>2gpq_1-27 
MATVEPETTPTPNPPTTEEEKTESNQE 
>2h7a_95-110 
LKQHLSVMGQKTDDTN 
>2ha1_101-119 
SNTVTGETTPFSPLVATSE 
>2hdm_73-92 
IQTKPTGTQQSTNTAVTLT 
>2hep_43-85 
SSMKNTLKSVKIIDPEGNDVTPEKLKREQRNNKLHLEHHHHH 
>2hfh_94-109 
LRRRKRFKRLQHHHHH 
>2hg7_61-110 
PPDQVELLAQELSQEKLARKQLEELNKTLGNELSDIKLSLLSLEHHHHH 
>2hgc_83-102 
YKTIKEIKDWIKLEHHHHH 
>2hgn_1-44 
MGSSHHHHHHSSGLVPRGSHMASMTGGQQMGRGSGDSEFTVQST 
>2hh8_134-149 
KTTQIFPRLEHHHHH 
>2hji_157-179 
FDNPEGWIAQFTGDDIASAYPR 
>2hlw_1-23 
MPGEVQASYLKSQSKLSDEGRLE 
>2i83_144-160 
RTNPEDIYPSNPTDDD 
>2if1_1-30 
MRGSHHHHHHTDPMSAIQNLHSFDPFADAS 

>2jn6_55-97 
GTTPSAAVSEAEQIRQLKKENALQRARTRHPAESCLEHHHHH 
>2jnb_1-16 
MGHHHHHHSSGIEEGR 
>2jnc_1-29 
GSGMKETAAAKFERQHMDSPDLGTTLLEQ 
>2jne_1-30 
FCLTLRRRYTMGSSHHHHHHSSGLVPRGSH 
>2jng_81-105 
DIEDMVEADEYQGAVASRVLGRAL 
>2jnu_137-154 
EGRPLREPGSSRLGSPDA 
>2joh_1-35 



MHQGGTHNQWGKPSKPKTSMKHVAGAAAAGAVVGG 
>2joo_52-66 
NQGDFEPIPEDAYDE 
>2joz_120-135 
EKDEKSKSLEHHHHH 
>2jp0_1-21 
MGGSHHHHHHSSGLVPRGSHM 
>2jq6_1-36 
GPLGSESLMPSQVVKGGAFDGTMNGPFGHGYGEGAG 
>2jqa_1-19 
MGHTMPAHTPPAQTAPAAQ 
>2jqj_130-151 
ENDDEKVSSESRSYRSHHHHH 
>2jqq_1-50 
GSDSLIRDLSGLSQKMVQTLLEQIRSNYDDYLTFSNTYTDEENETLINLE 
>2jqv_146-165 
NKNPNGKSMEEAVGSLLSS 
>2jrb_1-15 
MQVTYKGRPIRITPD 
>2jrf_115-184 
TKAKTGGAVDRLTDTSRYTGSHKERFDESGKGKGIAGRQDILDDSGYVSAYKNAGTYDAKVKKLEHHHH 
>2jrs_1-16 
MGHHHHHHSHMAAAMA 
>2jtx_1-49 
GSMAGSVGAAAPVTAANGDDSESETSESDDDSPPRPAAVAVHKREEDEE 
>2jtz_54-69 
PEELQEMIDEVDEDGS 
>2ju5_1-19 
MAHHHHHHSAARRRASGEN 
>2juf_78-105 
PEEATEDKASAAVEKGAGATVLGTAFP 
>2jul_1-75 
MQRTKEAVKASDGNLLGDPGRIPLSKRESIKWQRPRFTRQALMRCCLIKWILSSAAPQGSDSSDSELELSTVRHQ 
>2jvl_1-18 
GAMDPEFAGGTEGQRLTK 
>2jvo_1-27 
MGSSHHHHHHSSGLVPRGSHMHHRQEG 
>2jvr_1-24 
MGSSHHHHHHSSGLVPRGSHMSKL 
>2jwy_1-17 
MVQQSEVRQMKHSVSTL 
>2jx2_1-34 
MGSSHHHHHHSSGLVPRGSHMGPFRRSDSFPERR 
>2jx3_111-131 
KPSGKPLPKSKKTCSKGSKKE 
>2jy9_108-148 
ATRPTRASKERRLSSKAQKSSVKALRGKVRRPLDLEHHHHH 
>2jya_84-106 
TRKVVSYTDNFRFNRTQPWTHG 
>2jyv_35-72 
ASCCEDRVHCCPHGAFCDLVHTRCIKLAAALEHHHHHH 
>2jzc_1-23 
MGSSHHHHHHSSGLVPRGSHMLE 
>2k1d_1-39 
GSDPGQGGGTHSQWNKPSKPKTNMKHMAGAAAAGAVVGG 
>2k2d_1-32 
GSHMMHSALDMTRYWRQLDDEVAQTPMPSEYQ 

>2k31_151-176 



VLHNAQLYETSLLENKRNLEHHHH 
>2k3a_1-34 
MKKLVTATTLTAGIGAAIVGLDHGNEADAAEQTQ 
>2k3j_110-146 
PQEDEDEEEEREKKPAEQAEETAPIEATATKEEEGS 
>2k3j_1-44 
GSFTMSYCRQEGKDRIIFVTKEDHETPSSAELVADDPNDPYEEH 
>2k3p_1-29 
SGNYLGVSQNFGRIAPVTGGTAGISVGVP 
>2k4b_1-30 
MSYYHHHHHHDYDIPTTENLYFQGAMNEVE 
>2k4k_93-130 
KPKAAQVSEEASTPQGFNTLKDKLEEWIEMSNRKDLIK 
>2k5f_89-105 
RRRHRFGKRALEHHHHH 
>2k5h_1-25 
MGSSHHHHHHSSGRENLYFQGHMAA 
>2k8p_1-50 
GWQAFKNDATEIIPELGEYPEPPPELENNKTMNRAENGGRPPHHPFETKD 
>2k8p_169-189 
RKPRPRARSAKANQAELEN 
>2k8q_109-134 
ALTENTDAKKTQKPLIQEVETDGVSN 
>2kav_1-29 
MGSSHHHHHHSSGLVPRGSHMASENFSVA 
>2kc5_144-162 
DVPHAGRRALLFGRRSGE 
>2kco_1-17 
MGFYQGPDNRKITGGLK 
>2kd3_1-16 
GSHMNGGRPPHHPYDA 
>2ke7_1-22 
GSDITSLYKKAGSEMNGPRCPV 
>2ke7_86-103 
MRPIGHDGYHPTSVAEW 
>2keb_1-23 
MGSSHHHHHHGSSLEVLFQGPGS 
>2keo_1-20 
MHHHHHHSSGRENLYFQGNN 
>2kfw_161-196 
DHDHDGCCGGHGHDHGHEHGGEGCCGGKGNGGCG 
>2kgo_1-31 
MGSSHHHHHHSSGLVPRGSHMASGWANDDAV 
>2khc_1-25 
AAGLPQFGSASALSTSPLASVALSA 
>2khd_1-16 
MSNQTCVENEVCEACG 
>2khi_1-22 
MGSSHHHHHHSSGLVPRGSHWV 
>2khn_1-16 
MGHHHHHHSHMAQFPT 
>2kkl_1-20 
VFRADFLSELDAPAQAGTES 
>2kkt_58-84 
EVESSLDNDSFDMTDSQALISRLQWD 
>2kkw_100-140 
QLGKNEEGAPQEGILEDMPVDPDNEAYEMPSEEGYQDYEPE 
>2klo_1-30 



PAASPSALKGVSQALLERIRAKEVQKQLAR 
>2kmv_96-110 
NIKNASLVQIDASNE 
>2kmw_117-150 
ETASDDESAFVNQDSESSDDDGLLYLPDLEKARN 
>2kn0_45-66 
FPWIWVEQKLISEEDLHHHHHH 
>2kna_89-104 
EISTEEQLRRLQEEK 
>2ko6_70-89 
KDYEEDFKTALLRARGVIK 
>2kom_1-20 
MRGSHHHHHHHHGSENLYFQ 
>2kpy_84-108 
GGSPPPPADGGSPPVDGGSPPPPST 
>2kqb_56-89 
RPECPYGPSCYRKNPQHKIEYRHNTLPVRNVLD 
>2kql_2-24 
DCLPHLKLCKENKDCCSKKCKRR 
>2kqv_130-198 
SSKTSEEHFVETVSLAGSYRDWSYSGQRTELGVEFLKRGDKIVYHTLESPVEFHLDGEVLSLDKLKSL 
>2kqz_1-20 
STAASPTQPIQLSDLQSILA 
>2kr0_1-19 
GPGSMTTSGALFPSLVPGS 
>2kr0_156-251 
GEGGLQSLLGNMSHSQLMQLIGPAGLGGLGGLGALTGPGLASLLGSSGPPGSSSSSSSRSQSAAVTPSSTTSSTRATPAPSAPAAASATSPSPAPS 
>2kr6_1-41 
MVWLVNMAEGDPEAQRRVSKNSKYNAESTERESQDTVAEND 
>2krg_119-206 
TNGEIQKENSREALAEAALESPRPALVRSASSDTSEELNSQDSPPKQDSTAPSSTSSSDPILDFNISLAMAKERAHQKRSSKRAPQM 
>2ksd_90-115 
LVQKLEEMRERDLSLNVQLKDNIAQ 
>2kse_41-149 
VDELFDTQLMLFAKRLSTLDLNEINAADRMAQTPNRLKHGHVDDDALTFAIFTHDGRMVLNDGDNGEDIPYSYQREGFADGQLVGEDDPWRFV
WMTSPDGKYRIVVGQ 
>2ktl_1-23 
MPRTASPGNPKSSLSGFVNPQSG 
>2kx4_1-16 
MADFDNLFDAAIARAD 
>2kxv_1-18 
MSVSLSKGGNVSLSKTAP 
>2ky5_1-20 
GSSDVQYTEVQVSSAESHKD 
>2kz3_67-83 
NGADLYEELKTSTAIL 
>2kzw_1-48 
MNARDNKFNTWNDSRGNYWSDYEGSDENGDGIGDSAYAVNPEAGSMDY 
>2l16_53-78 
KEEKSAELTAVKQDKNAGLEHHHHHH 
>2l22_105-123 
TAAPVQREPVATAPQPGAQ 
>2l2n_1-18 
GHMMTSTDVSSGVSNCYV 
>2l4n_71-113 
PSPQKPAQGCRKDRGASKTGKKGKGSKGCKRTERSQTPKGPK 
>2l4w_1-16 
GSHMTKPAPDFGGRWK 



>2l5v_1-19 
GSQPIQLSDLQSILATMNV 
>2l6f_140-154 
HGGSGGSGSGGSGGS 
>2lan_1-17 
MGNCVKYPLRNLSRKDR 
>2lb5_1-30 
MDTETWAAAARPSRDALINRITHQIRQSLE 
>2lc0_1-15 
MGSQKRLVQRVERKL 
>2lc2_1-34 
GSSGSSGNVDSNQNKASMLQARLNDEAGGTRLLR 
>2lc5_85-151 
DSTEDIKKAFEIFDKEKNGYISASELKHVLTTLGEKLTEQEVDDLLKEIGVEEGLINVDDFVKLITS 
>2lcu_1-15 
SSGIEGCTEDEKRDS 
>2ldi_72-106 
KSSVTLNGHKHPHSHREEGHSHSHGAGEFNLKQE 
>2lez_121-145 
EFSLPQDSVILTAQGGMNLKGAVLT 
>2lfe_1-32 
MHHHHHHSSQRENLYFQGLQRANSDTDLVTSE 
>2lgq_1-20 
GSFTMPGLVDSNPAPPESQE 
>2lgw_72-99 
GLTGTGTGPSRAEAGSGGPGLEHHHHH 
>2lhu_1-81 
MGSSHHHHHHSSGLVPRGSHMHEAIGSGDLDLRSAFRRTSLAGAGRRTSDSHEDAGTLDFSSLLKKRDSFRRDSKLEAPAE 
>2lj6_1-32 
MPSSKPLAEYARKRDFRQTPEPSGRKPRKDST 
>2lj9_1-77 
MGSSHHHHHHSSGLVPRGSHMAAPEGGISDVVEKSIKEAQETCAGDPVSGECVAAWDEVEELSAAASHARDKKKADG 
>2lli_90-124 
VDDNEKAKPKVLPFHTIYCYNCGGKGHFGDDCKE 
>2lm5_1-30 
MGHHHHHHHHHHSSGHIDDDDKHMGGSGSR 
>2lmb_16-43 
ENQEEEEERAELNQSEEPEAGESSTGGP 
>2lq3_1-21 
MGQGQNVLGQDLEVCCCAPMT 
>2lql_97-113 
QPPRSPATVEAQPLPA 
>2lte_1-20 
MGSSHDHHHHSSGRENLYFQ 
>2lu1_115-149 
NWSFSSTYHTYEADYIKEQDSVYDRSPKKKYIKA 
>2lu1_1-25 
TSNKKILLNVDKLVDQYLLNLKNNH 
>2lu2_1-57 
RTMDTQNDVESAGRQSEPMEAADRQAEHPGAPTQSEMKEFQEEIKEGVEETKHEGDP 
>2lut_1-51 
GSKNKKEKNKGGKGGADCAEWLYGSCVANNGDCGQGMREGTCNEQTRKVKC 
>2luu_1-54 
GSMKKKEKGKEPKADAECSEWQYGKCVPNSGDCGNGIREATCNEQTKKTKCKVP 
>2luy_74-97 
NEFSKAQRHVLDPRCQICVHSQR 
>2lv2_1-17 
MGHHHHHHSHMGDGEGA 



>2lv3_1-16 
RRARLASPGTSRPSSE 
>2lv4_1-23 
GPLGSGSKIKLEIYNETDMASAS 
>2lv7_1-23 
MPFHPVTAALMYRGIYTVPNLLS 
>2lva_72-129 
PSEVEGSAANKEVLAKVIDLTHDNKDDLQAAIALSLLESPKIQADGRDLNRMHEATS 
>2lvt_1-29 
MKPYVCIHCQRQFADPGALQRHVRIHTGE 
>2lvt_59-83 
PYVCERCGKRFVQSSQLANHIRHH 
>2lvv_1-17 
MGCSGSKDTTNSKDGAA 
>2lw1_1-25 
GQQEQYVALKQPAVKKTEEAAAAKA 
>2lw7_1-61 
AERAALEELVKLQGERVRGLKQQKASAELIEEEVAKLLKLKAQLGPDESKQKFVLKTPKAL 
>2lxd_99-125 
EFGDEDERLITRLENTQFDAANGIDD 
>2lxe_1-28 
MGSSHHHHHHSSGLVPRGSHMISLSGLT 
>2lxf_1-24 
MAHHHHHHMGTLEAQTQGPGSMQG 
>2lxl_164-183 
PQAGPVGIEEDNDIEENEDA 
>2lyh_1-34 
MGSSHHHHHHSSHMLVPRGSLEPSKNPLLGKKRA 
>2m03_164-181 
NAAAESRKGQERLEHHHH 
>2m0d_31-112 
EHKCPHCDKKFNQVGNLKAHLKIHIADGPLKCRECGKQFTTSGNLKRHLRIHSGEKPYVCIHCQRQFADPGALQRHVRIHT 
>2m28_1-99 
QDAAQRTYGPLLNRMFGKDRELGPEELEELQAAFEEFDTDQDGYIGYRELGDCMRTLGYMPTEMELLEVSQHVKMRMGGFVDFEEFVELISPKLR
EET 
>2m2b_115-131 
NEGSRISAASVASTAI 
>2m2f_1-26 
MGSSHHHHHHSSGLVPRGSHMDDDDK 
>2m2k_1-17 
KVQEQSVGAPPPGRADK 
>2m46_1-24 
MHHHHHHSSGVDLGTENLYFQSNA 
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