S1:The Amino acid sequence of LsfLEA genes

>LsfLEA1-5
MHSAKEKLSDMASAAKEHVDIYKAKAKEKIAHEGRKAKEAQAKMEMHEAKARHAEEK
LNAKQSHLYGHQVHEPPLVAHIIGTMNQWWVSMDTMGRSLLELRPLYLYR

>LsfLEA1-4
MQAGKNAAASAKETAANAAASAKSGMDKTKATMQEKAERMTARDPMQKEMATEKKE
TKKTEAELNKQEAHEHNAAARQMASTGGTAGTYTHSATGATGHPTGGHQMSAMPGHGT
GQTTEGYVAEGAAGSKPTGINTGTGQTTAHNTRAGGGTNTGGFGTGDTYT

>LsfLEA1-1
MQSAKEAVSNMTASAKAGMDKTKATVQQKVEKMTAHDPIEKDMATQRKEAKITEAELN
KQETREHNAASKQAGKAGVAGGTTTTHHSTTGLGGFSTGGHPPTTHSTTGTGGYTTGGH
PTTTHSTTEAAGGYPTGGHHMSAMPGEGTWQPTWQEAEELLVPRGTGTGTGGTTGNTR
LGGGATTGNGTGDAYS

>LsfLEA1-3
MHSAKEKLSDMASAAKEHVDIYKAKAEEKVEKAAARTEEEKKIVHEGRKAKEAQAKME
LHEAKARHAAEKLNAKQSHLYGHHVHEPPLVGAHHRHNEPVVGVHGHHGAQPVGTVAP
LPLPVVGTQHGHNVNEPVVGVQGHQPVGTAAPLGGGTVPTYPLGGHPPRREYM
>LsfLEA1-2
MHSAKEKLSDMASAAKEHVDIYKAKAKEKVEKAAARTEEEKKIAHEGRKAKEAQAKM
EMHEAKARHAEEKLNAKQSHLYGHQVHEPPLVAHIIGTMNQWWVSMDTMGRSLLELRP
LYLYR

>LsfLEA2-42
MEDRRDTVIGYPVEFFRGQSNYQVSHYATTSAAAASTSASATNNNVNTARAHVVQPPTVS
HHHQQRPGKSKLSNSCLALIIASISVAVMFVIYAIVSFLNAFEFPEFTLNSVSISPFNLSVHSH
TTTTNWNVSFYIRNPNRRMSFSYDMVQASLFYKDAQFLSPGTIPPFSQGTEDSTSVQAKL
AASSVYVDDGLRKAILDCWSRRGAAVDLNVKVQALIRFDPGTNSESRGSVWVFCKDVKT
EFLSNSTLGTMVGGSMKCKTRLSLSLQPFHQLSNNHHLEQIKYQQLIESGTLRPCEMPHE
KKALISMF

>LsfLEA2-33
MAEEKPTQEEQIQQPQTNKMNPGCGCGGKTHPSHHLRRGICTCIAIFLLLAGVTALTVWL
VYRPHKPKFAVVGAAIYDLNTTSPPLISTTMQFTIVTRNPNKRVSIYYDQLSAFMSYRNQAI
TPQTMLPPLYHRKHSTVALSPMLGGGMVPVSVEVTINGLAMDEAYGVVALRLVLLGRLR
WKAGAIRTGRYGVYVKCDMLVGVKKGVTGQVPLLGAPECKVDI

>LsfLEA2-3
MTKSDGQKRKCFAYVAAFVVFQTIIVVFALTVMRIKSPKLRFGAVEVENFSTANANSVSM
RLNAQVTVKNTNFGHFKYPNSTATILY GGVAVGEAFIPSGRAKARQTKRFNITVDITSAQIS
SNDVNSGVLTLTSEAKLNGKVHLMKVIKKKKSAEMSCNMAVNLATRAVQNLTCK
>LsfLEA2-53



MADAKQSHLNGAYYGPSIPPTKSYHRHGRGGGCGCGCCLLSFLFKLIFSAIIIVGLAVFVF
WLIFRPTPVKFHVVDASLTEFNLTNSSTLNYNFALNMTIRNPNKYIGIYYDRIEANAYYGG
QRFNTVPLTPFYQGHKNTSSLNPVFNGQSLVVLGASELSAFDAEKSAGVYNIDVKLYLRIR
FKLRKIKTGRFKPKIKCDLKVPLSSNGASAGTFEATKCEIDF

>LsfLEA2-23
MLESEKFKNMQNRKCFAYIVAGVVFQTHILVFALTVMRIKTPSVRLRSVTVQNLDFNASA
ASPYFNMTLIAEIAVKNKNFGHFRFDNSTANVTY GDATVGDGELLKGRASARKTKRVNVT
MDVSSNGFSDSTKLSNDLNSRILTLSSQANLRGKVTLMKVMKKRKTAKMNCTMSVDLDS
SIVQILDCK

>LsfLEA2-20
MHTGDGLPVQTPPKTRPIKRHHTTRYYVHRVHESLTTRVSKILCSIFLGLLLVIGVVAFIVW
LSLRPHRPRFHIRDFSVPGLNQVNGIDNAVITFNVTARNANQNIGIYYDSMVGSVYFEDQR
IGSTPLLFPFYQEPKNTTVVYGTFSGATLTVDSQRWTDFKNALAKGSVIFRLELTSTIRFKIS
RWKSKRHHAHADCAIGVGQDGLILAVSKDKRCPTYFT

>LsfLEA2-52
MAAREQVKPLAPAAYWISSDGGEAMSVQIHKLRQRKYIKCCGCITALLLIQVVIVLILSFT
VFHIKNPDIKMNAINFQRLGLQTLNSRKNVTVVADVSIKNPNVATFRFTNTTTTVYYRSVV
VGEARLPPGRAKARRTLRMNVTVDIVPSRILPIPGLKSDLGSGALSMSSYTKIGGRVKILNI
FKKYVVVELNCTVTVDPTSQAIKDQECNRRVSL

>LsfLEA2-49

MAVTMHAKSDSEVTSLDASSPPRSPRRPLY YVQSPSQHDVEKMSYGSSPIGSPHHYHCSPI
HHSRESSTSRFSASLKNAHHHKHSAPWKKMHRVVDVDDDDEEDGDGDGGGSAHKVRLY
LCFVVGFVALFTVFSLILWGASKTYRPKIFVKNIVFRNFNIQAGMDSTGVPTDMLSLNSTV
RISYRNPATFFGVHVSSTPLELYYYQLKVASGHMKEFYQSRKSNRNVVTMVLGYQVPLYG
GVSVLGGARNHYENVAVPLNLTFVMRSRAYILGKLVKSKFYKRIRCSVTLRGNQLGKLQN
LTDSCIYQ

>LsfLEA2-18
MADRVHPADSPSSDTASSHNPDAPSKPTPPQPEKPVPPIGTYVIQIPKDQIYRVPPPENARRF
EKLTRRKTRRSPCCCCLCWLLSFIALLVVLIAISAGIFYLVVRPKSPKYSVDNVSITGFNISSS
LAISPEFDVTVRAENPNKKISIYYEKDSSVNIYYSDVKLCSGVLPVFYQPSKNVTVFQTALS
GSGIVLGSTVHETLVNAQNQGQIPFKLKLKAPVRIKVGSVKTWTITVKVSCDITVNKLTAD
AQILSKDCDFGVKLW

>LsfLEA2-44
MSSKDCGHHHHKWRKRLRRLCIGLLIFNFILLVVILLVWAILQPTKPRFILQDATVFAFNVS
APNTLTSNIQVTISSRNPNDHIGIYYDRLDVYAVYRDQQITLRTSIPPIYQGHKDVNVWSPY
VLGNSAPIAPYNGLALSQRSGEWERAGLDQDGWTGEMESWDIHIGEVSPVRQVSGVSHL
WES

>LsfLEA2-47
MAEKNQKQSAAGHTRSDEEAATLQSKEFRRKRRIRIAAYIVAFAVFQSIITAIFAVTVMKYR
TPKFRLGKITVETLVSTPAPSPSFNTRFVAQVTVKNTNFGPYKFDNTTATFTYGGMTVGQV
VIPKGKAGLRSTKKIDVTVDLNSDALASTSSLGSDISSGILKLSTQARLSGK VELMFVMKK
KKSAQMNCTLTFDLSAKALQALDCN

>LsfLEA2-37
MAELLEKAKNFMAEKVANIKKPEASVEDVDLKDVSRECITYNAKVAVKNPYGHALPICEI



SYTFKSSGRVIASGTIPDPGSLKANDVTMLDVGLK VPHNVLVTLVKDIGADWDIDYELEV
GLTIDLPIIGNFTIPLSKKGEIKLPTLSDIF

SLSsfLEA2-11

MAEKYHHLTPAAPGQATARDEESEILQSKELRRKRRIKIAAY VVAFVVFQSITTAIFAVTVMK
YRTPQFRLGRVTVESLTSTSTPTPSFNTRFVAQFTVKNTNFGPYKYDNTTVEFSYGGMVVS
QVVIPKGKAGLRSTKKRDVVVELNSAALTSTSSLGSDINSRILTLSSQARLNGKVELMFVM
KKKKSAQMNCTMTFNLDAQSLQGLECN

>LsfLEA2-36
MEVAAASSSSSKDGKAVKRVRARRRRTICIAVIAAILGVVLLIVILGLTVFKPKRAVTTVNSF
KLDHMDVSMDVARLRVNLNITLNIDLSVKNPNKVGFKYTNSSAHLNYRGQVVGEVPIPA
GKISADSTMPMSVTLTLLADRFLSNSDIYSDVLSGTLPLSTYTKISGKVYILKVFKFHVVTE
STCDVVVNVLNRTTPTPECKYKTKL

>LsfLEA2-30
MAEKNQQVYPLALSTGGQPRSADEESATLQSKEFRRKRQIKIAAYVAAFVVFQTIIIAIFAV
TVMKYRTPKFRVGKVTVDTLVSTAAPSPSFNTRFIAQVTVKNTNFGPYKFDNTTAVFTYG
GMTVGQVVIPKGKAGLRSTKKMDVTVELNSDGLMGTSALGSDISSGVLKLSSQAKLNGK
VELMFVMKKKKSAEMNCTLTFDLSAKALQALECN

>LsfLEA2-48
MTLENHHQVSSERKQRQSTPKRRCLIAVGAVLLMLLLLLFVIALILALTVFKAREPRAQVV
SAAVEGIAPRVSLPLIRIQLNITLDLKLLVENPNHASFKHGTGKSVLLYNGHQVGEADIFPG
NIPARGSTTLACRLTLQVDELASDVTPLIRDVLAGELLMETHTGIPGRVSFLGILRKHAVAIS
DCQIAIGIPDMKIRRQDCKQRAKL

>LsfLEA2-45
MAEENQKYPLSPAAAGHPRSDEESATLQSKELRRKKRIKIAAYIVAFAVFQSITIAIFAVTVM
KYRTPKFRLGKVTMETLTSTPTPSPSFSSRFVAQATIKNTNFGPYKFDNTTAVFTYGGMTIG
QVVIPKGKAGFRSTKKIDVTVDLNSSGLTSIDGLGSDISSGILKVNSQAKISGKVELMFVM
KKRKSAEMNCTLTFDLSAQTLQAHCN

>LsfLEA2-24

MAWTATTSTTEAQDKTVTGYPAQPSQIAAGYPPPTTFPVTTAY PYAVPPPAVFSQTYHPPSP
PRWRYYREGGRSTLLCRLVSAVFAVLFAIAIFFFITWLILKPRLPEFQVDSASVAPLNVTKTE
LSATWDITFRVRNPNEKLSVYYHRIEAWVVYGEEDLLYGTDLPPFYQEKRNETTVEAQLA
VVSDTADGYVLRAISEEKARGLVSFDVRVLALINFRKGVWQTRRHLLRASCEGVIFGFSAP
NNGTGTLMGGPRACKVGL

>LsfLEA2-4
MCDSKNFYVWLLQVFALLGLLAFLLWLTLRPKNPTYTIVDFSVPTSNQSNNTSSENGAISY
VLEIQNPNKDSGIYYNDILLTFYYGQDSVGEKTIPSFYQGKHKTRQLSDHFDANARVWKA
LRSTILNATAELKVGLVTKIRYKMWGRKSKHHGMNLQGQIRIGSDGKISGKNKKIKLKHT
SKRWRSRYA

>LsfLEA2-50
MAEKNQQVYPLAPAARQPRSDDEETATLQSKEFRRKRQIKIAAYVAAFVVFQTIIAIFAVT
VMKYRTPKFRVGKVTVDTLASSAAPSPSFNTRFVAQVTVKNTNFGPYKFDNTTAVFTYGG
MTVGQVVIPKGKAGLRSTKKMDVTVELNSDGLSSTSALGSDISSGVLKLSSQAKLNGKYV
ELMFVMKKKKSAEMNCTLTFDLSAKALQALECN

>LsfLEA2-9



MAKEDSKRNTKCLAYFAAFVVFQTIITVVFALTVMRIKSPKLRFGAVAVENFSTANTNSVS
MTLNAQVTVKNTNFGHFKYPNSTVTILYGGMAVGEAFIPSGRAKARQTKKFNVTVDITSS
QISSNDINSGVLTLTSEAKLNGK VHLMK VIKKKKSAAMSCTMAVNLATRAVQNLKCK
>LsfLEA2-54
MAEESQVSSLAPPGSYGRSDEELASHKPNASRHKKSNKCLVYILAGIVIQSIILLSFALVVL
RVTTPAVKLRWVAVKNLKYDSTTPSSSLNVTLIAEVTVKNKNFGRFEFENSTASFLY GDMK
LGDMKIGTGRVKARETNRVNVTAEVRSNGLPDNMNLSSDIGSGTLELRSYAKLSGRVLVM
KIVKKRETSEMNCSMTLNLTRGEIQDLLCN

>LsfLEA2-16

MAKCEDGNRRTKCFAYVAAFVVFQTIILVFALTVMRIKSPK VRFGAGAVAVENFSSNNTNS
AASSMRLTAQVSVKNTNFGHFKYENSTATITYGGIAVGEAFIPKGRARARQTKRFNITVDIT
SDKLSGNPNLASDVNLGVLTLSSQAKLSGKVHLMKVIKKKKSAEMSCTMAINLATRAVQ
NLQCK

>LsfLEA2-1
MENPPRPVTGYPVTGYPPPQSATNPRPNGYPYNAAPPYYNPNPYIYANPRATFLRRFIAIMI
GLFIITGTIVFIVWLVLRPRIPQVTVDSVSVTNFTTSSSQVTGNWDVRFSVRNPNKKMSIYY
DSIVSSLFYEAAFLSRTTLPPFDQDTRNLTTVRAEFAAAGVY VDGRLVNEINSERARGAVG
FDVTVQARVRFSAGAWKARRRFLRVLCEDVAVGLSSNGASGTLVGGPKECRVGL
>LsfLEA2-21
MAEKEQVDRLSSYDADDKEALLHLKKIRREKCIKCCSCVAALMLVQAIVIIILAFTVFRVK
DPIIKVNGVTVTRIDLINGTIPRPGTNMSVIADVSVKNPNVASFKHGNTTSSLY YRGTLVGE
ARGPPGQSKARRTTRMNITVDIITDRLTSNPNLKSDVGSGLLTMSSFSRVGGRVKIMKIIKR
NVIVIMNCTTTVNISTQAILKQQCKRHVKL

>LsfLEA2-8

MASSPKTQPTLYYHPIPPPPDHHHPQNYVVLPLY YPAGHRRRLPCRLICTISFLLLALAVYV
FWPSDPDVKIVRLRLDRVRIHTIPRISLDISLALTVRVHNVDMYSMDYKHLHVAVGYRGRE
LGHVRSSHGHVRARGSSDVDAELEFNGVEVLYDVVYLLEDLAKGTVPFDTVTKVRGQL
GLFFIRLPLETKVSCEVYVNTNNQTIIRQNCYPEGACGGHYIY TFKHIRVCKICNR
SLsfLEA2-13
MSKAHRPPSGRTNLASCIVATIFLIFVVIILIVFFTVFKPKDPQISVNAVQLPAFSISNNTANF
TFSQYVSVKNPNRAVFSHYSSTLQLLYSGSQVGFMFIPAGKIESGRTEYMAATFTVLSFPLS
VAPSAAEAGLGPPLSDVGNGFRLGPTLEIESRMDMAGRVRILHFFTHHVEAKAGCRVAISV
ADGSVLGFHC

>LsfLEA2-28
MEDQKTLAIGYPLQFGYPTNTNSASTTTTTTVATNNNNNAVDAHVVQLPPVVPYPEPPCR
SRNPHRYCNIGATLTMMAMLALIITFEVYHNKYSTNSPVFRLDSASVSPFNLSIDSQINGN
WNISFY VRNPNRWTSIAYDVIWALVFY QDQLLSDGTTSPFQQGRRGQTVVTASLAAKSVH
VDDLVRNFIFDDLTSTSGVLDFDLKVEALVRRHPGTLSEAKGGVRVSCNDVKIRFSFNTGT
MVGGSRKCKTYLDDDDERGG

>LsfLEA2-38
MAEKNQKYPLSPAAAGHPRSDEESATLQSKELRRKKRIKIAAYIVAFAVFQSIIIAIFAVTVM
KYRTPKFRLGKITMETLTSTPTPSPSFSSRFVAQATIKNTNFGPYKFDNTTAVETY GGMTIG
QVVIPKGKAGFRSTKKIDVTVDLNSSGLTSKDGLGNDISSGILKVNSQAKISGKVELMFVM
KKRKSAEMNCTLTFDLSAQTLQALECN



>LsfLEA2-35
MASCNPSRRGLKICCGVTAIFLIIVVIISVTLSLTIFKPKQPQVTAHPTSLENIQFTVVPVPSLN
ITLGMMVSIENQNYGSFKYKNTTAY VNYHGALVAEVPIEHDKVPARGKVNITTSVEIMGD
KLILSPYFWDDVAAGCLNLTSMATLHGKVSVLKILKIRATAFSTCEISVFVQSQNIKSNCQS
KIKL

>LsfLEA2-22

MTSRANANGEHTARPPTNSHHQHY YPSSSSSSSASFKGCCCCLFLLFSFLALLVLAVVLVIV
LAVKPKKPQFDLQQVGVQYVGITANPSSTSTTPTTASLSLNIRMMFTAANPNKVGIKYGES
KFTVMYRGIPLGRASVPGFYQPAHSVRQVETTVAVDRVNLLQADAADLIKDASLNDRVEL
RVLGEVGAKIRVLDFTSPGVQVSVDCAV VISPRKQSLSYKQCGFDGLSV

>LsfLEA2-34
MSVKDCGHHHDERRRRNWRILACLVFLLFLILFTIFLVWILRPAKPRFILQDATVYSFNVS
SPNFLTSNIQVTVLSRNPNNLIGVYYEKLDIYASYRNQQITLPTSLPTTYQGHKDIVVWSPF
VYGNNIPVAPYLAVALSQDQMAGMVLVNIKINGRVKWKVGTWISSRYHLYVNCPAYIAFG
NRNTGIPVGPAMKFQLAQGCSVDVGK

>LsfLEA2-10
MAEKNQKQSAAGHTRSDEESATLQSKEFRRKRRIRIAAYIVALGKITVETLVSTPAPLPSFN
TRFVAQVTVKNTNFGPYKFDNTTATFTYGGMTVGQV VIPKGKAGLRSTKKIDATVDLNSD
ALASTSSLGSDISSGILKLSTHARLSGTVELMFVMKKKKSAQMNCTLTFDLSAKALQALD
CN

>LsfLEA2-26
MAEKNERQGYPLAPAAGHLRSDQVSATLQSKEFRRKRRIRIAAYIVAFVVFQSIIAIFAVTV
MKYRTPKFRLGNITVETLISTPAPSPSENTRFVAQVTVKNTNFGPYKFDNTTATFTYGGMK
VGQVVIPKGKAGLRSTKNIDVTVDLNSDALASTSSLGSDISSGILKLSTQAKLSGKVELMF
VMKKKKSAQMNCNLTFDLSAKALQALECN

>LsfLEA2-43
MAKEDSKRNTKCLAYVAAFVVFQTIIIVVFALTVMRIKSPKLRFGAVAVENFSTANTNSVS
MTLNAQVTVKNTNFGHFKYPNSTVTILYGGMAVGEAFIPSGRAKARQTKKFNVTVDITSA
QISSNDINSGVLTLTSEAKLNGKVHLMK VIKKKKSAAMSCTMAVNLATRAVQNLKCK
>LsfLEA2-5

MVEKDQQAYPLSPVAAGHPRSDEESATFQSKELRRKKRIKIAAY VVAFAVFQSIIIAIFAVTV
MKYRTPKFRLGKITMETLTSNPTPSPSFSSRFVAQATIKNTNFGPYKFDNTTAVFTYGGMTI
GRVVIPKGKVGFRSTKKIDVTVDLNSSGLTSTDGLGSDISSGILKVNSQAKISGKVELMFV
MKKRKSAEMNCTLTFDLSAQTLQALECN

>LsfLEA2-56
MADNQRIHPVVHDPEAPHTPTAPLVPRGSSKSEKGAPADQYHQVPLRRTIPVMHSKPPKK
RSCFCKCLCWTVCLLLLQVIIVGIVGGILFLVFRPKLPKYSIDSLRITQFNLGNDNSLNATLD
VAITARNPNKKIGIYYESGSQITVWYTGTQLCQGSLPKFYQGHRNTTILNVPLTGQTQNAT
GLLSTLQAQQQTGSIPLNLRVNVPVRIKLGKLKLMKVKFRVRCRLVVDSLAADNAISIKSS
SCKFRLRL

>LsfLEA2-12
MADSAIRKTEDSPPSSKPSSNPTSKPVRHVVFSEIPRRPHKPDKERRRGRCCSGCFVVCCA
WGCMIGFALVLVLLVVAAIFVAFLHSEMPEVHVARVSIPSLDVVTASSQQALLSADVDIVV
EVSNKNDRAKLSYGTMTVDVSSEKISLGQTKVVAFSQKPKNSTELKIHTKVTRLAVDKED



GAFLKSNVKDGEMVFDVVLSGTIGVGVGRFTINGLPVTMACHGIQQSQVDIGQEPKCSV
KMFSFRLYTFLFILITHYL

>LsfLEA2-19
MEGQKPPVIGYPLQFSHGQSPNPLSDNPTAQPPHSTTTTTTAAAHVVQLPPIVGHQDQPRP
RRRRSQICSGTNCGTLAAILALLAFAAIGAFLGNKYSIKSPVFRLNSASLSSFNLFVDSQITA
NWNVTFYVRNPNRWASIAYDVTQASVFYEDQLLSAGTISPFQQGRREQTLVTTASLDAKS
VHVDDWVKTFILDNLTNAGGVLDFNVKVETLVRLHPGTLSEARGRVTVSCNVKIQFSPDT
TSGTMVDGPRECKTHLDDHGHVF

>LsfLEA2-57
MGRIKFSRRGLKICCGVTAILFIHILVVVIVLSLTIFKPKQPKITTQSVTLEHAKLVIFPVFKLN
VTLGIALTIDNRNYGGFKYENSTSYVSYRGTVVAEAPIEHDRIPARGKLNVSTSVEIEGDKL
TLDPQFKQDCDSGIVNFTSSTILHGKVILLNFWKKKATTYSACNISVYVIAQAADSVCHSR
VKF

>LsfLEA2-55
MASSDNPDIVERGDKEKDHKEDDKDEGKGGFIEKVKDFIQDVGEKIEEAIGFGKPTADVA
ATHIPSINLEKAEIVVDVLVKNPNPIPIPLIDINYLIESDGRKLVSGLIPDTGTIHAHGSETVKIP
LTVIYDDIKSTYDDIKPGSHPYKIKVELIVDVPVFGRLTLPLEKTGEIPIPYKPDIDIEKIQFKR
FSFEETVAVLHLKLENKNDFDLGINPAELSESTKLDKNGIGHINIPITFKPKDFGSALWDMIR
GKGTGYTMKGNIDVDTPFGAMKLPISKEGGTTRLKKNKGEGDDDDNVDVDDDEHALGA
VE

>LsfLEA2-51
MAEKNQKQSAAGHTRSDEESATLQSKEFRRKRRIRTAAYTVAFAVFQSITIIAIFAVTVMKYRT
PKFRLGKITVETLVSSPAPSPSFNTRFVAQVTVKNTNFGPYKFDNTTATFTYGGITVGQVVI
PKGKAGLRSTKKIDVTVDLNSDASGILKLSTQAKLSGKVELMFVMKKKKSAQMNCTLTF
DLSARALQALECN

>LsfLEA2-27
MAEKNQQVYPLALSTGGQPRSADEESATLHSKEFRRKRQIKIAAYVAAFVVFQTIITAIFAL
TVMKYRTPKFRVGKVTVDTLVSTAAPSPSENTRFVAQVTVKNTNFGPYRFDNTTAVFTYG
GMTVGQVVIPKGKAGLRSTKKMDVTVELNSDSLTSMSSLGNDISSGVLKLSSQAKLNGK
VELMFVMKKKKSAEMNCTLTFDLSAKALQALECN

>LsfLEA2-39
MADHQKIHPVVDVEAPPTTPLVPHGSFRSENGDPVQQNPPKHATVIPVIHSIPPKTERSRCC
CKCICWTISLLVIILINIGATAGILY VIFRPKLPQY SINNLKISDFRLNYDMTLYAKFDVKITAQ
NPNKKIGIYYEKGGRLSVWYTGTRLCEGSLPKFYQGHHNTTVLDVSLTGQTQYGSTLMT
ALQQQQQTGRIPLDLKVDVPVAIKLGNLKLKKVRFLVGCKLAVDSLTANNKISITTSDCRF
RLKL

>LsfLEA2-2
MADQTRHNKIIKCSIIVATIVVLIAVYLITVKTIQPRPPRFRVTSVLVSPLNQLNVTTLNNNST
SQQITTAWRIDFLITNPHKWESISYEQVEASVYYKNNFLSSTIIPPFNQDRKEELGRRVTVA
ASSLEVNNGVMNAIAADMSHGAVGFNVMVVARVRVDRRYTWIQKMRGMRVTCEDVKV
GLWSHTTAGTMLGGSTPCNVHL

>LsfLEA2-40
MTDRVYPQTKPTTTTTNPPQTVNGGATTNPTPFSTTKPQLYNPTRHPYRPQPRNNNRRSRR
TFTCCCCCFWFILLVLLLSLLAATAGAALWVLYRPHRPAFSISAFKISLLNLTTTSDSSSSHLT



TTFNITLSAQNPNKKLTFFYDPFTISVLSNDVLLANGSFPLFTSYAKNTTILRTTLSASRDLD
AESVTALRSDLKKKNGLPLKMEVDTKVKVKMDGVKTKKVGIRVTCEGIHGVAPTGK SPS
VASTSESQCKVDLRIKIWKWTF

>LsfLEA2-14
MAEKNQQVYPLALSTGGQPRSADEESATLHSKEFRRKRQIKIAAYVAAFVVFQTIIIAIFAL
TVMKYRTPKFRVGKVTMDTLVSTAAPSPSFNTRFVAQVTVKNTNFGPYKFDNTTAVFTYG
GMTVGQVAIPKGKAGLRSTKKMEVTVELNSDSLTSMSSLGNDISSGVLKLSSQAKLNGKV
ELMFVMKKKKSAEMNCTLTFDLSAKALQALDCN

>LsfLEA2-6
MAEKNQNNALAPERPRSDEESAALQSKELRRKKRIKIALYIVAFAVFQSIIIAIFAVIVMKYR
TPKFRLGKITVETLTTTNTSSPSFSTRFVAQATIKNTNFGPYKFDNTTAVFTYGGVKIGQVTI
PKSKAGFRSTKKIDVTVDLNSSGLTSTEGLASDINNGILKVNSHAKISGKVELMFVMKKR
KSAEMNCTLTFDLSAQTLQALECN

>LsfLEA2-7
MAEKNQQVYPLAPAVANPRSDEESDLQSKEFRRKRRIKIAGYIVAFAVFQCIVIAVFAVTVM
KYRTPKFRLGKITEETLEYSTSTASPSLNTSFHAQFTVKNTNFGPYKFDDTTATFTYQGVK
VGEVVIPKGKAGFRSTKKINVVVNLDSSALASTSSLGTDINSGVLNLSTDAKLSGKVELM
FVMKKKKSAKMNCTMTINLPTKAFKVLECNQKHEAV

>LsfLEA2-32

MADSAIRKTEDSPPSSKPSPNPTSKPVRHV VFSEIPCRPHKPDKERRRGRCCSGCFVVCCA
WGCMIGFALVLVLLVVAAIFIAFLHSEMPEVRVGRVSIPSLDVVTASSQQALLSADVDIVVE
VSNKNDRAKLSYGTMTVDVSSEKIRLGQTKVVAFSQKPKNSTELKIHTKVTRSAVDKEDG
AFLKSNVKNGEMVFDVVLSGTIGVGVGRFTINGLPVTMACHGIQQSQVDIGQEPKCSVK
MFSFRLHTFLFILIINY

>LsfLEA2-15
MANPAAPPSQTPLPPRRSKLVRCIALILLALIVLVGLVVLIIWLVVKPKRIVYTVEAASLSGF
NLTHDHLSANFDFMLRSVNPNHKVSIYYDSMEVMVSYYDNILAFAEVQPFYQPRQNVTQ
LEVKPVAKSAALMESASRDLRLEKSSGGVELDIRVKARIRLKMGAWKSRRRTLKVFCPHV
LVHFSSAKKFQRARCDVDL

>LsfLEA2-46
MGRGKCLAYVAAFVVFQTIILVFALTVMRIKNPKVRLGVVAVEDFSTTNSTSINMRLVAQV
TVKNTNFGHFKYENSTATISY GGIAVGEAFIPKGRARARQTKKFNVTIDVTTDRLSSSSSNL
ANDINSGVLAMSGEAKLSGKVHLMKVIKKKKSGEMNCTMAVNLATRAVQDLKCD
>LsfLEA2-29
MAEKNQQVYSLAPVAAHPRSDEESATLQSQEPRRKQRIKIAAYIVAFAVFQSIIAIFAITVM
KYRTPKFRLGKITVETLDSTPAPSPSFNMRFVAQVTVKNTNFGPYKFDTTTALFTYGGMTV
GQVVIPKGKAGLRSTKKIDVIVDLNSSALTSTSSLGTDISSGILKLSSQARLRGKVELMFVM
KKKKSAQMDCTLILDLSAKTLQTMDCN

>LsfLEA2-17
MAALLDKAKNFMVEKVAHVKKPEASVEDVDLKDVSRECIDYNAKVAVKNPYGHTLAIC
EITYTFKSAGRVIASGKVPDPGSLKANDITMLDVGLKVPHNVLVTLVKDIGADWDIDYEL
EVGLTIDLPIIGNFTIPISKKGQMKLPTLTDIF

>LsfLEA2-25
MHAKSDSEVTSLDASSPPRSPRRPLYYVQSPSQHDVEKMSY GSSPIGSPHHYHCSPIHHSR



ESSTSRFSASLKNAHHHKHSAPWKKMHRVVDVDDDDDDEEDGDGDGGGSAHKVRLYL
CFVVGFVALFTVFSLILWGASKTYRPKIFVKNIVFKNFNIQAGMDSTGVPTDMLSLNSTVR
ISYRNPATFFGVHVSSTPLELYYYQLKVASGHMREFYQSRKSNQNVVTMVLGYQVPLYGG
VSVLGGARNHYENVAVPLNLTFVMRSRAYILGKLVKSKFYKRIRCSVTLRGNQLGKLQNL
TDSCIYQ

>LsfLEA2-31
MAEPVKPVLQKPPGYRDPNVPVQPAPRPPVRKPALPPSFQPKKKRRSCCRIFCCSLCILTFIL
LLILAVSIGIFYIWFDPKLPVFHLQSFKVERFNVSVTSDGTFLDSRTVVRVEVKNPNSKLTV
YYGGTRVKVTVGEDDTELGTASLKGFTQGKKNTTSLKFTTRVKSEWVDDSVGKKLKAR
YRSRALVVFAEVRTRVGLGVGRWRMGTVGVNVLCGDMTLKKLAAGAMPKCTINLLKWI
NIH

SLsfLEA2-41

MTDRVYPSSKPQAANGTTTTANPAFPATKAQLY GATRPVYRPQPHPRRQRRSCCCSLCLW
LTLLIILLLLLAATAGAVIYVLYRPHRPDFSVTALRISQFNLTSSSQLNAKLNLTIAARNPNKK
LVFYYDAMSVSVSSNGVDVSDGTVPAFVHGTKNTTALRVLTTSAAAQQLDTTSASTLKSD
MKKGLPLKVRMDTK VKVKIGGLKTTKLRIRVSCDGIEATVPTGKSPTTASTSGSKCKVDL
RIKIWKWTF

>LsfLEA3-3
MARSLSSAKLLSAFVVDEISVAINRRGYSAASQGVASNVARGGGARMVKKQGEEIAGKTE
TSPWVPDPVTGYYRPENRAEEIDVAELRHTLLKHKIRTPKRLKEKRKKKSTLKSTKKIEWL
>LsfLEA3-2
MAKVPINSFVILGRRSYAVVAENVRVQYSATNSVMRKAAESGCSTVTTEGAPEKQKEIFW
MKDPKTGNWIPENHFGGIDVAELRDKVLSKKDKL

>LsfLEA3-1
MARSLSNAKFLAASVVDSLSLAICRRGYAAASQGMVSASVSKGGSRTGIVGRVEERAVIK
EDSSWGPDPVTGY YRPVNRGAEIDVAELRDTLLNNKVRRAH

SLsfLEA4-1
MAELSDIKREDEEAIKWSLKAKNNKQEREDVDVASDKAREAKEGAEERSQEEKGKVGEY
KDYTAEKAKETKDSALEKAREYKDSAAEKTRETKDY TMGKVGEYKDSASEKAKEMKDS
ALEKAREYKDSAAEKARETKDSTMGKVGEYKDSAAEKARETKDSTVGKVGEYKDSAAE
KAREMKDSALGKAESTRIVQKESEARKDSNHGEDGRV

SLsfLEA4-2
MAPGMKGRERLKKGQRKDLRREGKVGEYKDYAAEKAKETKDSALEKAREYKDSAAEK
TRETKDSTMEKVGVYKDSAVEKAKETKDSALEKAREYKDSTAEKARETKDSTMGK VGE
YKDSAEKAERRRTQRLGRQESTRIVPQRKRGKDSIMRRRWESIRITVRESERGKEATLGKF
SELKEICGDVARRAMEFLSRKKEEQRRRRRDRGGDQGEAERDGRGSQTEDGRDEEMKLE
GQEYKDEAGQKAQEPEMTLKRKGKLTHPTDVVEETRARREHGGTGGKTPELGVAPTLK
ASDQMTDQTFNDVGRLGDEGVARDDRQSKM

>LsfLEAS-3
MASNQKQREELDARARQGETVVPGGTGGKSLEAQEHLAEGRSRGGQTRREQLGTGGYQ
EMGSKGGQTRKEQLGTEGYQEMGRKGGLSTTDQSGGERAAELGVDIDESKFKTSSG
>LsfLEAS-1
MASGQRQQKEELEARARQGETVVPGGTGGGSLEAQEHLAEGRSKGGQTRKEQLGSEGY
QEMGRKGGLSTTDQSGGERAAQEGIEIDESKFRKSG



>LsfLEAS-2
MASNQKQREELDARARQGETVVPGGTGGKSLEAQEHLAEGRSRGGQTRREQLGTEGYQ
EMGSKGGQTRKEQLGTEGYQEMGRKGGLSTTDQSGGERAAELGVDIDESKFKTSSG
>LsfLEA6-2
MEKSGEQMGRKGESEQKGKLDGLPLETSPYTQNSDLEDYKRQGYGTEGHLQPKTGRGA
GFTDAPTLSGGAVSSDVKASAVDAINRKGVP

>LsfLEA6-1
MSRSGEQMARKAESEEQEATVEGLPLESSPYVKYTDLEDYKRKAYGTEGHLDPKPGRGA
GGTDAPTLSGSGLSDGQVSAIDTANRQGIP

>LsfSMP-1
MSQEQPQRPRADREPVKYGDVFPLSGDLASKPVAPQNAAMMOQTAETIVWGQTQKGGPA
AAMQSAATLNERAGLVDHRDLTGITGDQGVTVAETNIPGSRIVTESIAGQVVGQY VEPSP
MVQTTPGQVLLQSAITIGEALEATARTVGDKPVDQSDAAAIQAAEVRATGSTVINPGGLA
ASAQSAASFNAAVDQDEDRIKLKDILADATGKLPADKAATREDAEGVMSAEMRHNPNLA
THPGGVAASVAAAARLNEQLDI

>LsfDHN-1
MAEEHHHHHHHHHYHDGKSHESETPITTEEVETKDRGLFDFLGKKKEEKSQEEVLVAEFE
EKVQVSEAEGKMEEPPKEKEKKPSFSEKLPRSGSSSSLSSSDEEEEEGEGKEKKKKKKGLK
EFLSGEKEEEKHEDTTVPVEKCEEPVY VAPPPPLYSEEKVEAVYAKPPPPLYTEEKVDYAKP
PPPLYSDEKVGAVKAEPPPPPPYSEEKVEAVYAEPPPHPEEKKGILEKIKDKLPGQHKKTEE
VPSPHPAECAVAETHEGEAKEKKGIFEKIKEKLPGYHPKTEEEKE

>LsfDHN-4
MADQHFQCHEKEPRDRGMFDFLGKKEEKPQTEMSMTDCNMACLSEPQEKKEVEKPTLV
EELRRSHSSSSSSSDEEGGEKKKKKKGLKEKIKEKMACQGEEEVTEISVDKCDNIVDAETT
HPEGKKGILEKIKEKLPGQHKKGEEGATTIPPKCAPDGHSTEGEAKEKKGILEKIKEKLPG
YHKNAEEEKEEEN

>LsfDHN-2

MADLRDEYGSPIQLTDERGNPVQLTDEY GNPMHLSGVATTHGTTATTGMHGGAPEIPIGLE
TVKHGGAPEAGAGHGGGQRELQQVQRSSSSSSSSSEDDGQGGRRKKKKGLKEKIKEKLT
GGKSKDEREQTTGFTASTTTTTTSTTTPGLHHQEHEKKSIVEKIKEKLPGHHKH
>LsfDHN-6
MSYQDQYGNPARQTDEFGNPIRQTDQYGNPIHHTGTTGEYGATHPSGTTGGVLGSGLGG
GQHQQHHQQVQEHQGLSGTLHRSGSSSSSEDDGQGGRRKKKGLKEKIKGRTPGGGHKD
EYSSATTNTTTPGVYGAGEQHEKKGVMEKIKEKLPGHR

>LsfDHN-5
MADQHFQCHEKEPRDRGMFDFLGKKEEKPQTEMSMTDCNLACLSEPQEKKEVEKPTLVE
ELRRSHSSSSSSSDEGGGEKKKKKGLKEKIKEKMARQGEEEVTEIPVDKCDNIVDAETTHP
EEKKGILEKIKEKLPGQHKKGEEGATTIPPECAPVGHPSEAEEKKGILEKIKEKLPGYHKNA
EEEKEEN

>LsfDHN-3

MANLRDEYGNPIQLTDERGNPVQLTDEY GNPMHLSGVATTHGTTATTGMHGGARETRTG
LETVKHGGAPEAGAGHGGGQREQQRVQRSSSSSSSSSEDDGQGGRRKKKKGLKEKIKEK
LSGGKSKDEREQTTGVTASTTTTTTSTTTPGLHHQEHEKKSIVEKTKEKLPGRHNH
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