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Figure S1: Nucleotide and deduced amino acid sequences of seven stress-related genes (GenBank accessions: KX683995–KX684001) in L. formolongi. The deduced amino acid sequence is indicated in one-letter code. The start and stop codons (asterisks) are indicated in bold font. 
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Figure S2: Sequence alignment of three putative L. formolongi Hsp70 proteins (indicated in colored bold font) using Jalview program. Conservation of amino acids is shaded in different colors. Solid red colored box indicates the highly conserved Hsp70 domain position. The conserved ATPase, and peptide-binding domain followed by substrate-binding site are indicated by lines above the amino acid residues at the N-terminal and C-terminal region, respectively [45,81]. The abbreviated protein names are enlisted in Table 1 and Table S4. 
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Figure S3: Sequence alignment of putative L. formolongi Hsp90 protein (indicated in colored bold font) using Jalview program. Conservation of amino acids is shaded in different colors. Solid blue and red boxes indicate the highly conserved HATPase_c and Hsp90 domains position, respectively. The conserved phosphorylation motif [96] and the substrate binding site with MEEVD at N- [46] and C-terminal, respectively are indicated by lines above the amino acid residues. Leucine residues in the leucine zipper motif are indicated by vertical lines [96]. The abbreviated protein names are enlisted in Table 1 and Table S4. 
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Figure S4: Sequence alignment of putative L. formolongi ubiquitin domain containing protein (indicated in colored bold font) using Jalview program. Conservation of amino acids is shaded in different colors. Solid blue colored box indicates UBQ domain position at N-terminal position while two UBA domains separated by STI1 domain are indicated by red and black colored boxes, respectively. The abbreviated protein names are enlisted in Table 1 and Table S4.
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Figure S5: Sequence alignment of putative L. formolongi cytochrome-b5 domain containing protein (indicated in colored bold font) using Jalview program. Conservation of amino acids is shaded in different colors. Solid colored blue and red boxes indicate the conserved TM and Cyt-b5 domain positions, respectively. The abbreviated protein names are enlisted in Table 1 and Table S4.
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Figure S6: Sequence alignment of putative L. formolongi RAB domain containing protein (indicated in colored bold font) using Jalview. Conservation of amino acids is shaded in different colors. Solid colored boxes indicate highly conserved domain positions. The abbreviated protein names are enlisted in Table 1 and Table S4.
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Figure S7: Schematic representation of the motifs identified in the seven putative L. formolongi proteins (indicated in colored bold font). Different motifs are indicated by different colors, along with their respective widths. The common names of the reference proteins and the seven putative proteins identified in this study are listed in Table 1 and Table S4.
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Final sequence

>Seql [Organism=Lilium formolongil ubiguitim family protein, mRNA, complete

- cos
1 AATCACTCCARTCCCCCACCCECCGTCTCCCGCACCCAGAGCCCTARCCCCCTCCGATCGCCGRAGARAC
- 71 TGAGATCGCCGCCGCCGCCGCTACTICCGICTCATCCGTAGCCGGCAGCCGGTAGAGATGARGGIGTICE

M K v F
141  TGAAGACTCTCAAGGGCACCAACTICGAGATCGAAGTARATCCCGACGATACGATTCCTGATGITARARA
N vV KTLEKXKGTNTEFETIEYVDNGEDDTIGPDYV KK
211 GACCATTGAGAATACACAGGGGCAGAGTGITTACCCAGCTGATCAGCAGTTACTGATATICCAAGGGARR
T IENTOQGOSV YPADOOQLLTITFQ QGHK
. 281 ATTCTTAATGATGATACATCACTAAATGICCATAACGICACTGAAGGTTCATTTATGGIGEICATGTIGA
ILNDDTSLNYVEHENVYTEGSTEMYVTV ML
351  ARAAGGCCACAAGTTCATCAAGCARAGCAACTACCACCACAACGICCGCCAGTCCGGCCCCAACAGCTAG
X Xx AT SsSsSXATTTTTSASEAPTAS
421 TICTACACCTGCTGITICTICAACTCCTGIGCCATCCCCAACAGCTAGTTCGACACCTGCTGITICTICT
s TPAvVSSTPVESEPTASSTEPEATYSS
291 ACTCCGGTGCCATCCCCAGCTGTAGCACCACCAGCAGCATTGCCCAGTGAAGGAGGTGTGTATGETCAGE
T PV P S PAVAPRPAALSPSEGGYYGQ
561  CIGCATCTAATCTIGICGCAGGTAGTAACCTGGAAGGAACGATCCAGCAGATTCTAGARRTGGGIGEIGE
A A S NLVAGSNLEGTIOQQILEDMSG GGG
- 631 GICTTGGGATAGGGACACTGITGICCGIGCTCTTCGTGCTGCTTACAACAACCCAGAGAGAGCTGTGRAC
s WDRDTVYVRALRAGAYNNTEERSAELYD
701 TATTTATATICTGGGATCCCIGCTCAGGCAGAAGTGCCAGCTGIGECTCAAGCACCTGCAATTGAGCAAC
- YL YSGIPAQAEVYVGPAVAQAPRRAZTLEDQ
771 CAGTTCAGGGTAGCCAAGTTGCACAACCTGCTGITCCTICTAGIGGGCCTARTGCTGATCCTITGGATCT
PV QoGS QVARQEPAYVPSSGEPNADERLDL
N 841  CITTCCICAGGGAATACCARACATGGGTACCAATGICGGAGCTGGCAGCCTTGATITICTICGTAATAGT
FPQGIPNMGTNGYVGAGSTLDEFTLRENS
811  CCGCAGTTCCGAGCCTTGCAGACCATGGTGCAGGCCAACCCTCAARTTTTACAGCCTATGCTICAGGAGT
P QFRALOQTMYV QANPOQILOQZPMLQOQE
981  TGGCARAACARARTCCCCAGGICATGAGGCTGATTCAGGAGCATCAGGCAGAATTTCTTCGTTIGATGAR
L AKQNGPOQVMRLTIOQEEHGQRARETFTLRLDME P
1050 TGAGCCAGCTGAGGGTGCAGATAGCGATGITCTGGGICAACTAGCTGCTGCARTGCCACAGTCAGTGGCA
EPAEGADSDYVLGOQLARARMPOQSV A
1121  GITACCCCAGAGGAGCGTGAAGCCATTGAACGTCTTGAGGCTATGEGCTTTAACCGTGCTATIGTACTGE
v TeE:z:=gaREAIERLEADMNGEDNRATLYL
- 1181 AGGTGTATTTTGCATGCAACAAGAACGAGGAGCTGGCGGCGAACTATCITITGGACCACATGCACGAGTT
=V YFfACNEXNGSEETLGAZANGTYLLDEDMEHEEFE
1261 TGAAGAGTGAGATAACATGGTAAAGTCIGAGACTACAACGTTAGGAAGGCTARTCAGTATGTAATGGATG
- B
1331 ATACCAARARATCAGTGGATGGITGCAGTTGICTTTIGITICATACCCGTTTICAGTGGATGGTIGCAGT
1401 TGICTTTTGITICATACCCGITTICTTTTAGATCATIGGATATGACATITAATARGTAGGACTTGTICAT
B 1471 ARATTCTCCTTTTATTAAGCARAAAARARARAARA 1505
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>Seq2 [Organism=Lilium formolongil cytochrome bS-like steroid binding protein, MRNA, complete <
cos

1 GCCTCGCCACCGCCTGCAATCCCATTGATCCCCTTTGACTCCCCACCATGGCCATCGCCGAGCTCTGGGA
M A I A E L W E
71 GACCGCGAAGCACGCGATTGCCGCCTACACCGGCCTCTCTCCGGCGACTTTCTTCACCGTTCTCGCTCTT
T A KHATIAAYTGIL S PATFT FTV L AL
141 GCTTTCGCCTTCTACCACCTCGTCTCTGGCTTCTTCGCCGCTCCTCCGCCGCCCCGGAGGATCGACCGCG
A F AF YHULV S GFFAAPUPUPUPRI RTITUDR
N 211 ACTTTGAGCCGTCGGAGCCACTGCCGCCTCCCGTGCAGCTGGGGGAGATCGGGGAGGAGGAGCTGGCGGT
D FEPSEZPULZPZPZPVQLSGETITGETETETLA AUV
281 GTACGATGGGGCGGATCCGAAGAAGCCGCTGCTGGTGGCGATCAAGGGACAGATCTACGACGTCACTCAG
- Y D GADUPIKKPILILVATII KG G QTIYUDUVT Q
351 AGCCGGATGTTTTATGGACCAGGTGGTCCGTATGCATTATTTGCTGGTARAGATGCTAGCAGAGCGTTGG
S RMF Y GPGG?PYATLT FASGI KT DA AS ST RA AL
- 421 CGAAGATGTCCTTCGAGCAGCAGGACCTGACTGGAGATATCTCAGGCCTTGGGCCCTTCGAGCTGGAGGC
A KM SFEQQDILTSGDTISGULGU?PTFETLTE A
491 GCTGCAGGATTGGGAGTATAAGTTCATGAGCAAGTATGTCAAGGTTGGAACAATCAAGAAGTCTGTGCCT
L Q DWEY K FMS KY VKV GTTII KT K S VP
561 GTGACTGACGAGCCCTCTGAAGGTACTTCGGGAATCACTGCTGAGACTACTGAAGCCACCCCTGTAGTCC
v TDEU®PSEGTS S G ITA AETTEA ATU?PVV
631 ATGTTGCTGATGCAGAGCAGAGTGCTGAGACGAAGGAAAGCAATCATGCTGACCATGTCACAGTAGCAGA
H VA DA AEQSAETI KESNUHADU HUVTVAE
701 GCGTGAAGCAGATATAAAGGAGCATGATGCAGCGGAGCATCATGATCTGAGCACTGAGAATGGTGGTGCA
R EA DI K EHDA AAEUHUHTDTULSTENGG A
771 GAAGCATTTGATTCTGAARACCAAAGAAGTTGAGATARAGGATTTCCCTGCTGTTGAGAGTGCCAAAGAAT
E A F DS ETI KEVETIIZ KT DTFZPAVESATIKE
841 GAGAACATCATGTCTGAGTGCATGACATGABGAAAGGTCTGAGTTTGCTAAATCACCCCCAGAAACTTGC
- *
911 TATCATCAGTAGTTAATAGTAGTTTTTCTCGTATACAAGACTTCAGTATGGTATACCAAAGTAGGTAAGT
981 CCTCTTTTTGAGGGAATGGTCTCTCTAGTACCCTTTAAATGACGGGTGTCGGTGCTTTTGTATARAGCCT
1050 TGAATAAGTGGTTGCTTTATGAACTTCATGTCTGCTTCTCTGGTGTTTTTTCTAAAAATGCTTAATTGCT
1121 TATTGCTCAAAAAAAAAAAAAAAA 1124
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1050 TGAATAAGTGGTTGCTTTATGAACTTCATGTCTGCTTCTCTGGTGTTTTTTCTAAAAATGCTTAATTGCT 1
h 1121 TATTGCTCAAAAAAAAAAAAAAAA 1124

>Seq3 [Organism=Lilium formolongi] rab subfamily of small GIPases protein, MRNA,
complete CDS

1 CTACGACTCTCCTTCCCCTCGAAGCARACCACTGTTCCGATCCCTCTCTCTTCAAATCTCCCACCCTCGC

71 TGCGATCCAACACAAATTGACCCCACCCACGATCTCGATTGGGAGCAGCAGCGGAATCGACGATGTCGTA
M S Y

141 CGCTTATCTGTTCAAGTACATCATCATCGGTGACACAGGAGTTGGAAAGTCATGTCTTCTACTGCAATTC
A YL F KY I I I GDTGV G K S CULTILTLQTF

211 ACAGATAAGCGCTTTCAGCCTGTGCATGACTTAACAATTGGTGTTGAATTTGGGGCAAGGATGATTACGA
T D KR F Q PV HDLTTIGVET FGA AT RMTIT
281 TTGACAACAAGCCCATAAAGCTGCAAATATGGGATACGGCAGGACAAGAATCATTCCGATCCATCACGAG

I DN KU®PTIIKULGQTIWUDTA AG G QEST FRSTITR
351 ATCCTACTATAGAGGTGCTGCTGGTGCACTTCTTGTCTATGACATTACCAGGAGAGAGACATTCAATCAT
S Y YRGAAGALTULUV Y DTITRIRETFNH

- 421 CTTGCTAGTTGGTTAGAAGATGCTAGGCAACATGCGAATGCCAACATGACGATTATGCTGACTGGARACA
LA SWILEUDA AR GQHANANMTTIMTLTG N

491 AGTGTGATTTGGCTCATAGAAGAGCTGTCAGCACCGAGGAAGGGCAGCAATTTGCCAGGGAGCATGGACT

K CDLAHU RRA AV S TEZEGIOQQFAREUHGL

561 AATATTCATGGAAGCCTCTGCAAAAACTGCACTGAATGTCGAGGAGGCGTTCATTAGCACGGCAGCAACC
I FMEASA AI KTA ATLNU VETEA ATFTISTA AA AT

- 631 ATCTACAAGAAGATTCAGGACGGAGTATTTGATGTGTCARATGAGTCTTATGGAATCAAGGTCGGATATG
I Y KK I QD GV F DV S NZESYGTII KUVGY

701 GAGGAATTCCCGGCACATCAGGAGATGCTCCTGCACAAGCCGGTGGCTGCTGCAGTTAGGCTCCTACTGC

G G I P GT S G DA AP A QA AGSGTCTC s *

771 ATAAAGTGTGATCCCTGCAACTGATGATCATCATTATTTGTTGAATAGTCTATCCAGTGATTTGTTACTT

841 TTTTTTTAATCTGTGGAATGTGAGCTGCAGGGGATGTGGGGTGTGGTTATGGTTARATATTGTATARATT

911 CTGTGTACATTTGAGATTACAAACCAAAAAAAAAAAAAAA
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>Seq

[Organian=Liligm formolongil heat shock family 70 protein 1, mRNA, complete CDS

GGTGGTGATATGGETGCTGECATGRAGATAAGCCAATGAT TGGTGTACAATACAAGGGCGAGGATARGCA

M I GV QYKGETDEKDQ
ATTTGCTGCTGAAGAGATATCTICAATGETCTTGATCAAGATGCGTGARRTTGCTGAGGCTTACTTGGET
FAAZETISSMVLIKMNRETIEE TYLSG
TCCACAGTCAAGAATGCCGTTGTGACAGTGCCGGCCTACTTCAACGACTCTCAGCGCCARGCARCARAGE
S TVKNAVVTVPAYFNDSQ QRGO QATEK
ATGCTGGTGITATCGCTGECCTCARTGTTATGCGTATCATCAACGAGCCGACTGCTGCTGCTATTGCCTA.
DAGYV IAGLNYMRIINEEPTAGAARTLS Y
TGGTCTTGATARRAAGGCTACAAGTGTIGGTGAGAAGAACGTTCTTATCTTTGACCTGGGTGETGEAACA
G L DKXKATS Y GEZXNGYTLTIEDTLGEG GG GT
TTTGATGITICTCICCTGACCATTGAGGAGGGTATCTTCGAGGTGAAGECAACTGCTGETGACACTCACE
FDVsLLTIEEGICFEYKATAGD DTEH
TTGGAGGGEAGGATTTTGACAATCGCATGETCARTCACTTTGTCCAAGAATTCAAGAGGAAGAACARGAR
LG GEDFDNRMGYNGEKTEGYVQETFZ XREKTNEKEK
AGATATCAGTGGARATCCAAGGGCCCTTCGAAGGCTTAGAACATCATGTGAGAGGGCARAGAGGACTCTC
D IsGNPRALRRLRTSCERAERKETL
TCCTCCACTGCTCAGACCACAATTGAGATTGACTCTCTCTTIGAAGGCATTGATTICTACTCCACCATTA
S STAQTTIETILIDSTLEFEGTIDTFGTYSTTI
CTCGTGCGAGGTTCGAGGARCTCAACATGGATCTCTICAGARAGTGCATGRAGCCTGTGEAGAAGTGTCT
T RARFEELNMDLEREXCMETEPRGTYEE T CTL
GAGGGATGCCAAGATGGACAAGAGCACCGTTCATGATGTTGTTCTTGTTGRAGGGTCEACCAGGATCCCC
R DAKMNDEKSTYV HDYV VLYV GGSTRTIE
AAGGTCCAGCAGTTGTTACAGGACTICTICAATGGCARGGAGCTCTGCAAGAGCATTAACCCTGATGAGE
XKV QQLLOQDEFTFNG G XKETLGCEKSTIENTPDE
CTGTTGCCTATGGTGCTGCTGTTCAGGCTGCARTCTIGAGCGGTGAGGGCARTGAGAAGETTCAGGATTT
A VAYGAAVOQAATILILSGEGENETEKGTVOQDL
GCTTCTGTTGEATETTACCCCICICTCCCTCGETCTAGAGACTGCTGGAGGAGTARTGACGGTGTTGATC
L L LDVTPLSLGLETAG GG YMTVLI
CCCAGGAACACTACCATCCCAACCAAGAAGGAGCAGGTTTTCTCARCCTACTCTGACARTCAACCTGETG
PR NTTIPTEKKXEQUYVTFSTTYSDNGQEG
TGTTGATTCAGGTGTICGAGGGTGARAGGACGAGGACCAGGEATAACAATCTCCTIGGCARGTTIGAGCT
vV 1IIQVFEGERTRTRDNENTLTLGZKEEL
TICTGGCATTCCTCCTGCTCCGAGGEGTGTCCCACAGATTACTGTCTGCTTTGACATIGATGCCARTGET
S 6 I P PAPRGYPQITVCEDIDZAING
ATCTTGAATGTGICAGCCGAGGATARAACCACCGGTCAGAAGAACARGATTACCATCACCARTGACAAGE.
I LNV SAEDEXTTGO QXKNE KTITITENDEK
GTAGGCTCAGCAAGGATGAGATTGAGAAGATGGTTCAGGAAGCAGAGAAGTACAAGTCTGAGGATGAGEA
G R LS KDETIEKMYVQEATEEKST YZKSETDEE
ACACAAGAAGARAGTGGAAGCCAAGAATGCCCTTGAGAATTACTCTTACAACATGCGGAACACCATCARG
H X K KV EAEKDNGALEDNTYSYNMRNTIK
GATGACAAGATTGCATCCAAGCTGCCAGCTARTGACAAGAAGAAGATTGAAGATGCARTTGAGCAGGCAR
DD KIASKTLEPRANTDRKEKTEKTIEDA ATIEGQRA
TTCAGTGGCTTGACAATARTCAGCTGGCGEAGGCTGATGAGTTCGAGGACAAGATGAAGGAGCTIGAGEE
I QW LDNNQOQLAEADTETFETDRKMEKTETLEG
TATCTGCARTCCTATCATTGCTAAGATGTACCAGGGTGETGATATGGGTGCTGGCATGEATGATGATGRA
IC NP IIAKMYQGGDMGAGMDDDSG
CCTTCATCTGCTGECECTCCAGGCCCARAGATTGARGAGGTGGATTARATGTTAGTCTTTCTITTTTGCT
PSS AGAPGEPKIEETYDS
CTCTAGGATTGICTGIGICCIGATTAGTAGGCTGGCACATGICTATTATTGTGITITARAGCTITIICTG
TGTGGCCTGTARTGGECCTARACTICTATTTTATCTATICAGCACTATATTATICGARARARRARARARA
2

2 [lorganisn-Liliun Semmolensil wiquitip family protein, mANA, complete

AATCACTCCARTCCCCCACCCGCCGTCTCCCGCACCCAGAGCCCTAACCCCCTCCRATCGCCGGAGARAC
TGAGATCGCCGCCGCCGCCECTACTTCCGTCTCATCCGTAGCCGACAGCCGETAGAGATGARGGTGTTCE
MKV F
TGAAGACTCTCAAGGGCACCAACTTCGAGATCGAAGTARATCCCGACGATACGATTCCTGATGTTARARA
vV KTLKGTNTFEETIEUVNEPEDDTTIERDVEEK
GACCATTGAGARTACACAGGGGCAGAGTGTTTACCCAGCTGATCAGCAGTTACTGATATICCARGGGARA
TIENTOQGQSUVYPADQQLLTITFQ QGHEK
ATTCTTAATGATGATACATCACTARATGTCCATACGTCACTGARGGTTCATTTATGGTGGTCATGTTGA.
ILNDDTSLNYHNYTEGSTFEMYV VML
AARAGGCCACAAGTTCATCAAGCARAGCAACTACCACCACAACGTCCGCCAGTCCGGCCCCARCAGCTAG.
K KATSSSSKATTTTTSASPAPRTA AS
TICTACACCTGCTGITICTTCAACTCCTGTGCCATCCCCARCAGCTAGTTCGACACCTGCTGTTICTTCT
S TPAVSSTPVEPSPTASSTEPAVSS
ACTCCGGTGCCATCCCCAGCTGTAGCACCACCAGCAGCATTGCCCAGTGARGGAGGTGTGTATGGTCAGS
TPV EPSPAVAPPARARLPSEGGUVYYGQ
CTGCATCTAATCTTGTCGCAGGTAGTAACCTGGAAGGAACGATCCAGCAGATTCTAGARATGGGTGTGE
AASNLVAGSNLEGTTIQQILEDMGG GG
GTCTTGGGATAGGGACACTGTTGTCCETGCTCTTCGTGCTGCTTACAACAACCCAGAGAGAGCTGTGGAC
S WDRDTUVVRALRAAYNENEPRERALYVD
TATTTATATICTGGGATCCCTGCTCAGGCAGAAGTGCCAGCTGTGGCTCARGCACCTGCARTTGAGCARS
¥ L YSGIPAQAEYEAYVAQAEEPATILEDQ
CAGTTCAGGGTAGCCAAGTTGCACARCCTGCTGTTCCTTCTAGTGGGCCTARTGCTGATCCTTTGGATCT
PV QGSQVAQEPRAVPSSGPNADEPLDL
CTTTCCTCAGGGARTACCARACATGGGTACCARTGTCGGAGCTGGCAGCCTTGATTTTCTTCGTARTAGT
FPQGIPNMGTNYGAGSTLDEFLRDES
CCGCAGTTCCGAGCCTTGCAGACCATGGTGCAGGCCARCCCTCAART TTTACAGCCTATGCTTCAGGAGT
PQFRALOCTMYVQANPGQILOQEPMLOE
TGGCAARACAARATCCCCAGGTCATGAGGCTGATTCAGGAGCATCAGGCAGARTTTCTTCGT TTGATGAA
LAKOQNPOQVMRLTIOQEEHGO QARETFLRLMEN
TGAGCCAGCTGAGGETGCAGATAGCGATGTTCTGAGTCAACTAGCTGCTGCAATGCCACAGTCAGTGGCA
EPAEGADSDUVLGQLARRAMEPOQSUVA
GTTACCCCAGAGGAGCGTGAAGCCATTGAACGTCTTGAGGCTATGGGCTT TAACCGTGCTATTGTACTGE
vV TPEEREATILERLEA AMGEFNRATILVL
AGGTGTATTTTGCATGCAACAAGAACGAGGAGCTGGCGGCGARCTATCTTTTGGACCACATGCACGAGTT
EVYFACNRKNETETLAANGYTLLDEHMETEF
TGARGAGTGAGATAACATGGTAAAGTCTGAGACTACAACGTTAGGAAGGCTARTCAGTATGTARTGGATG
EE *
ATACCAARAAATCAGTGGATGGTTGCAGTTGTCTTTTGITICATACCCGTTTTCAGTGGATGGTTGCAGT
TGTCTTTTGITTCATACCCGTTTTCTTTTAGATCATIGGATATGACATTTAATAAGTAGGACTTGTICAT
ARATTCTCCTTTTATTAAGCARARAARARARAARA 1505
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>Seqs [Organis

Lilium formolongi] heat shock family 70 protein 2, MRNA, complete CDS

1 TGAGATTGACTCTCTCTTTGAAGGCATTGATTTCTACTCCACCATTACTCGTGCGAGGTTCGAGGAACTC
71  AACATGGATCTCTTCAGAAAGTGCATGGAGCCTGTGGAGAAGTGTCTGAGGGATGCCAAGATGGACARGA
- M DLFRZKC CMETPVETZ KT CTLRDATZ KMDEK
141  GCACCGTTCATGATGTTGTTCTTGTTGGAGGGTCGACCAGGATCCCCAAGGTCCAGCAGTTGTTACAGGA
S TVHDYVVLYVGGSTRTITPEKVYVEQQTLTLQD
N 211  CTTCTTCAATGGCAAGGAGCTCTGCAAGAGCATTAACCCTGATGAGGCTGTTGCCTATGGTGCTGCTGTT
FFNGEXKETLTCZ KSTINEPTDEA ATYVATYGAR ATV
281  CAGGCTGCAATCTTGAGCGGTGAGGGCAATGAGARGGTTCAGGATTTGCTTCTATTGGATGTTACCCCTC
QAAILSGEGNTET KVYVQDTILTLTLTLTDJVTP
351  TCTCCCTCGGTCTAGAGACTGCTGGAGGAGTAATGACGGTGTTGATCCCCAGGARCACTACCATCCCRAC
LS LGLETAGG G YVMTJVTILTITP?PRNTTTITPT
421  CAAGRAGGAGCAGGTTTTCTCAACCTACTCTGACAATCAACCTGGTGIGTTGATTCAGGTGTTCGAGGGT
K KEQVFSTYSDNGQPGVTLTIGOQVTFTEG
491  GAAGGGACGAGGACCAGGGATAACAATCTCCTTGGCAAGTTTGAGCTTTCTGGCATTCCTCCTGCTCCGA
EGTRTRDUNNTLTLGE KTFETLSGTIFPFPAP
561  GGGGTGTCCCACAGATTACTGTCTGCTTTGACATTGATGCCAATGGTATCATGAATGTGTCAGCCGAGGA
R GV PQTITVCFDTIDA ANSGTIMNTYSATED
631  TARAACCACCGGTCAGAAGAACRAGATTACCATCACCAATGACAAGGGTAGGCTCAGCAAGGATGAGATT
- K T TG Q KNZXKTITTITNDEKGRTLSTE KT DTEI
701  GAGAAGATGGTTCAGGAAGCAGAGAAGTACAAGTCTGAGGATGAGGAACACAAGAAGARAGTGGAAGCCA
E KMV QEA AZETEKTYZEKSETDTETEHZE TE KTZ KVE A
- 771  AGRATGCCCTTGAGAATTACTCTTACAACATGCGGAACACCATCAAGGATGACARGATTGCATCCAAGCT
K NALENTYSYNMRNTTITZ KSDTDEKTIA ASZ KTL
841  GCCAGCTAATGACAAGAAGAAGATTGAAGATGCAATTGAGCAGGCAATTCAGTGGCTTGACAATAATCAG
N PANDEKTEKEKTIETDA ATIEGO QA ATIGQTWTLDNNQ
911  CTGGCGGAGGCTGATGAGTTCGAGGACAAGATGAAGGAGCTTGAGGGTATCTGCAATCCTATCATTGCTA
L AEADETFEDTEXKMEKETLEGTIGCNPTITIA
981  AGATGTACCAGGGTGGTGATATGGGTGCTGGCATGGATGATGATGGACCTTCATCTGCTGGCGCTCCAGG
KM Y QGGDMG ZGMDDODGPS S AGH AP G
1050 CCCARAGATTGAAGAGGTGGATTAAATGTTAGTCTTTCTTTTTTGCTCTCTAGGATTGTCTGTGTCCTGA
PKIETETVD*
1121 TTAGTAGGCTGGCACATGTCTATTATTGTGTTTTAAAGCTTTTTCTGIGTGGCCTGTAATGGGCCTARAC
1191 TTCTATTTTATCTATTCAGCACTATATTATTCTARAAAARARAARAZA 1238
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M vV LIKMRRETIRAESATFL
GETCCACTGTCARGARTGCCETGETCACAGTACCTECCTACT TCARTGATTCCCAGCGCCAGECTACCAR
€ s TV EKNAZVY TV PAYFDNDS SO QRGO QATER
GGATGCAGGTGTCATTGCCGETCTCARTGTCATGAGGATCATCARTGAGCCTACTGCTGCTGCCATCECC
DAGYVY IAGLNGTYMBRTITINETETAARA ATIDA A
TATGGCCTCGACAAGARAGCTACGAGCACTGECCAGAAGAACGTGTTGATTTTTGATCTTGGAGGEEGEA
Y &L DEKEKATSTGERKDNTYTLITFDTLGG G
CTTTCGATGTTTCCCTCCTCACCATTGARGAGGGGATCTTTGAAGTGAAGGCCACTECCEGASACACCCA
T FDYVYSLLTIEEGTITFEETYVEXRAEZTAGDTE
TCTCGGAGGGEAGGATT TTGATAACAGARTGETGAACCACTT TCT TCAAGAATTCAAGAGGARGCACAAG
L e G EDFDNRMYNEHTFVQEFE REEHEK
AAAGATATCAGTGGARACCCTAGGTCGCTCAGEAGGTTGAGGACTTCATGTGASCCEECARRGAGGACTC
XK DISGNGP2RSLRRLRTSCERGEAEKTE RT
TTTCCTCCACCGCTCARACCACCATTGAGATTGATTCTCTCTATGARGGCGTCGACTTCTACACTACCAT
L s s TAQTTIEIDSTLYEGTYDFYTTI
TACTCGTGCTAGATTTGAGGAGCTCAACATGEATCTTTTCAGGARATGCATGEAGCCTGTGEAGAAGTET
TR ARFEELDNMDTLTEFREKTCMETPRTYEKC
CTGAGGEATGCCAAGATGGACAASAGCACCGTTCATGATCTTGTTCTTGTTGEAGECTCEACCAGRATCC
L R DAKMDEKSTYV HEDYYVLYGGSTRI
CCARGGTCCAGCAGTTGTTACAGEACTTCTTCAATGGCAAGEACCTCTGCAAGAGCATTAACCCTGATCA
PRKVQOQQELLQDFFNGERETLCE XSTINEPEDE
GECTGTTGCCTATGETGCTGCTCT TCAGGCTGCARTCTTGAGCCETCAGGECAATGAGAAGGT TCAGGAT
A VvVAYGARAYOQAATILILSGEGNTETE RS YOQD
TTECTTCTGTTGEATGTTACCCCICTCTCCCTCGETCTAGASACTGCTGRAGGAGTAATGACGETGTTCA
L L LLDVTPLSLGLETA AGE GV YMTSTL
TCCCCAGGAACACTACCATCCCAACCARGAAGGAGCAGETTTTCTCAACCTACTCTGACAATCAACCTGE
I PRNTTIPTREKXEGQTYTFSTTYSDNGQEP G
TGTETTEATTCAGGTGTTCCAGCETGARAGGACGAGGACCASGGATAACAATCTCCTTGECARGTITGEE
VLIQVFEGERTRTRDINDNTLTLSGETFEG
CTTTCTEECATTCCTCCTGCTCCEAGGGETGTCCCACAGATTACTGTCTGCTTTGACATTGATGCCARTG
L s e 1P P APRGYPQITYVCFEDTIDAN
GTATCTTGAATGTGTCAGCCGAGGATARRACCACCGGTCAGAAGARCARGATTACCATCACCAATGACAR
€ I L NV SAEDEKTTG QRSN TITTITNDRK
GGETAGGCTCAGCAAGEATGAGATTGAGAAGATGGTTCAGGAACCAGAGAAGTACAAGTCTGAGGATGAG
© R L S KDETIGEKMGYOQEA ATERKSTYESETDE
GAACACAAGAAGAAAGTGGAAGCCAAGARTGCCCTTGAGART TACTCTTACAACATGCGEAACACCATCA
T HE KR K KV EAKNAZLENTYS ¥ NMRDNTI
AGGATGACAAGATTGCATCCAAGCTGCCAGCTAATGACAAGAAGAAGATTGAASATGCAATTGAGCAGES
XK DDEKIASE KTELPANDE KT KT KTIETDA ATIEQR2
AATTCAGTGGCTTGACAATAATCAGCTGGCGEAGCCTGATGAGTTCGAGGACARGATGAAGGAGCTTGAG
I QW LDNDNGO TLAER ADTETFETDTE KDMERTETLE
GETATCTGCAATCCTATCATTGCTAAGATGTACCAGGGTGETGATATGGETGCTGECATGGATGATGATG
€& I CNPIIAKMYOQGGDMGAGMDDD
GACCTTCATCTGCTGECGCTCCAGGCCCAAAGATTGAAGAGETCEATTARATGTTAGTCTTICTTITTIG
G e ssacaeceE K IEETD X
CICTCTAGGATTGTCTGTGTCCTEATTAGTAGGCTCGCACATGTCTAT TATTGTGTTTTARAGCTTTTTC
TGTETGECCTGTAATGEGCCTARACTICTATTTTATCTATICAGCACTATAT TATTT TAAAARARARAAR
2 1752

[Organism=lilimm formolongi] ubiguitin family protein, mANA, complete

AATCACTCCARTCCCCCACCCGCCGTCTCCCGCACCCAGAGCCCTAACCCCCTCCGATCGCCGGAGARAC
TGAGATCGCCGCCGCCGCCGCTACTTCCGTCTCATCCGTAGCCGGCAGCCGGTAGAGATGAAGGTGTTCG
M KV F
TGAAGACTCTCAAGGGCACCAACTTCGAGATCGARGTAAATCCCGACGATACGATTCCTGATGTTARARA
VKTLEKGTNT FETLEVQNEPEDDTTIEPDV KK
GACCATTGAGAATACACAGGGGCAGAGTGTTTACCCAGCTGATCAGCAGTTACTGATATTCCAAGGGARR
TIENTOQGQSVYV YPADOQOQLLTITFR QEGK
ATTCTTARTGATGATACATCACTAAATGTCCATAACGTCACTGAAGGTTCATTTATGGTGGTCATGTTGA
ILNDDTSLNYHNTYTEGSTFEMVVHML
ARAAGGCCACAAGTTCATCAAGCAAAGCAACTACCACCACAACGTCCGCCAGTCCGGCCCCAACAGCTAG
K KATSSSSKATTTTTSASTEPAPTAS
TICTACACCTGCTGITTCTTCAACTCCTGTGCCATCCCCAACAGCTAGTTCGACACCTGCTGITICTTCT
S TPAVSSTPVEPSPTASSTEPAVSS
ACTCCGGTGCCATCCCCAGCTGTAGCACCACCAGCAGCATTGCCCAGTGAAGGAGGTGTGTATGGTCAGS:
TPV EPSPAVAPPAALTPSEGGYVYGQ
CTGCATCTAATCTTGTCGCAGGTAGTAACCTGGAAGGAACGATCCAGCAGATTCTAGAARTGGGTGGTGE
AASNLVAGSNLEGTTIOQQTILEMSGG GG
GICTTGGGATAGGGACACTGTTGTCCGTGCTCTTCGTGCTGCTTACAACARCCCAGAGAGAGCTGTGGAC
S WDRDTVVRALRAATYNNTEETRIATYD
TATTTATATTCTGGGATCCCTGCTCAGGCAGAAGTGCCAGCTGTGGCTCAAGCACCTGCARTTGAGCAAC
YLYSGIPAQAEVTPAVAQAPR AZTILIEDQ
CAGTTCAGGGTAGCCAAGTTGCACAACCTGCTGTTCCTTCTAGTGGGCCTAATGCTGATCCTTTGGATCT
PVQGSQVAQPAYVPSSGPNAZDEPLDL
CTTTCCTCAGGGAATACCAAACATGGGTACCAATGTCGGAGCTGGCAGCCTTGATTTTCTTCGTARTAGT
FPQGIPNMGTNGVGAZGSLDEFLRES
CCGCAGTTCCGAGCCTTGCAGACCATGGTGCAGGCCARCCCTCARATTTTACAGCCTATGCTTCAGGAGT
PQFRALOQTMYVQANPOQILOQEPMLOQE
TGGCARAACAARATCCCCAGGTCATGAGGCTGATTCAGGAGCATCAGGCAGARTTTCTTCGTTTGATGAR
LAKQNPQVMRLIOQEHQ QAETFLRLUME
TGAGCCAGCTGAGGGTGCAGATAGCGATGTTCTGGGTCAACTAGCTGCTGCARTGCCACAGTCAGTGGCA
E P AEGADSDYVLGOQLAARSARMEPOQSVA
GTTACCCCAGAGGAGCGTGAAGCCATTGAACGTCTTGAGGCTATGGGCTITAACCGTGCTATTGTACTGG
VTPEEREATILERLEAMGENRAZTILILYVL
AGGTGTATTTTGCATGCAACAAGAACGAGGAGCTGGCGGCGAACTATCTTTTGGACCACATGCACGAGTT
EVYFACNE KDNEETLAANTYTLLDEHMETEFTF
TGAAGAGTGAGATAACATGGTAAAGTCTGAGACTACAACGTTAGGARGGCTARTCAGTATGTAATGGATG
EE *
ATACCARRAARTCAGTGGATGGTTGCAGTTGTCTTTTGTTTCATACCCGTTTTCAGTGGATGGTTGCAGT
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>Seq6 [Organis:

Lilium formolongi] hes shock family 70 protein 3, WRNA, complete CDS 1 CICTTIAACCTARACCACTGCTCACGCCGTCAARATCTGAGATCTGCATCCATGGCGGCTGAGACCGAGA

¥ AicETE
1 ARATTIGCCGCAGAAGARATITCGICGATGGTGCTGATAARGATGRAGGGAGATTGCCGAGECTTTCCTTE 71 CITICGCCTTICAGGCCGAGATCARTCAGCTICTCAGCCTCATCATCAACACCTICTACTCCAACARGGA
M VLIIKMRETIAERATFHL TFAFOQAETINOLLSLTITINTGEFZYSHNKE

71 GETCCACTGICAAGAATGCCGTGGICACASTACCTGCCTACTTCARTGATTCCCAGCGCCAGECTACCAR 181 GATTTICCICAGSGAGCICATCTCRRACTCATCCGATGCGCTCGACRAGATTCGATTTGAGGSTCTTACG
G ST VKNAVVIVEAYFNDSGQROQATEK I F 1L RELTISNSS SDALDGEKTIREEGTLT

181 GGATGCAGGTGICATTGCCGGTCTCAATGTCATGAGGATCAT CAATGAGCCTACTECTGCTGCCATCRCE 211 GACAAGAGCAAGCTGGAGACCCAGCCTGAGCTGTTCATCCACATCGTGCCTGATARGGCTCGAACACCE
DAGVIAGLRNUYVMRIINEGPTARARTIR D KSKLETOQ?®PE LG I HIVEDEKASE T

211 TATGGCCTCGACAAGARAGCTACGAGCACTGGCGAGAAGRACGTGTTGATTTTTGATCTTGGAGGGGSGA. 281 ICTCTATCATIGATATGGGATIGGCATGACCAAGGOGGATCTGSTTARTARCCTIGGGACGATTECGAG
Y GLDKEKATSTGEKDNVLIGFDLGEGSG LS I IDSGIGMTERKADTLYVNRNTLGTTIAR

281 CITICGATGTTTCCCTCCTCACCATTGAAGASGGGATCTTTGAASTGAAGGCCACTGCCGEAGACACCCR. 351 GICAGGGACTARGGAGTICATGGAGGCGCTGOCGECO0GTGCARATETGAGCATGATTGGGCARTT TEGA
T FDVSLLTIEEGTITEEYEKAZTASGDTEH S G T KEFMEALARAGRADLY SSMIGLQFG

351 TCTCGGAGGGGAGGATTTTGATAACAGARTGGTGAACCACTITGTTCAAGAATTCAAGAGGARGCACRAG 421 GICGGETTITACICCGCTTACCTTGCGGCRGAGCEGETCETGOTGACGACCARGCATARTGATGATGAST
L GG EDFDNRUMYUVNGETFYV QETFKREKEHEK VG FYSAYLAAERGYVVTTEKEHNDDE

421 AARGATATCAGTGGARACCCTAGGICGCTCAGGASGTTGAGGACTTCATGTGAGCGGGCARRGAGGACTC 491 AGTATGTGTGGGAGTCACAAGCTGGCGGTTCGTTTACGGT GACGAGGGATGAGGASGGGCAGRSGCTTES
K DIsGNPRSLRRLRTSCERAEKRT Q YV WESQRZGGSFTVTIRDETEGERZRLSGE

491 TTTCCICCACCGCTCARACCACCATTGAGATIGATICTCTCTATGAAGGCGTCGACTICTACACTACCAT 561 GAGGGGGACTARGATCACICTCTTICTTAAGGAGGATCAGTIGGAGTACCTTGAGGAGCGCCRCCTGAAG
LSsTAQTTIEIDSTLGYEGUYVDFYTTI R G T KITLFLEKEDOQLEGYLEERZRERLEK

561 TACTCGTGCTAGATTTGAGGAGCTCAACATGGATCTTTTCASGAARTGCATGGAGCCTGTGGAGARGTGET 631 GATCTCATTAAGAAGCATICTGARTICATTAGTTACCCAATCTCCCTATGGGTTGAGRAGACCACTGASA
T2 ARFEELNMDLFEREKTCMETGEGYVEEKSC D LI KKGHSETFISCYE?ISLWYVEEKTTE

631 CTGAGGGATGCCAAGATGEACAAGAGCACCGTTCATGATGTTGTTCITGT TGGAGGGTCGACCAGGATCE 701 AGGAGATTICTGATGATGAGGATGAGGARGATAAGARAGATGAAGAGGGCARAGTTGAGGATGTTGATGA
L RDAKMDEKSTVHDYV VLYV GGSTRI XKEISDDEDEEDEKEKDETEGEXUYVEDLYDE

701 CCAAGGTCCAGCAGTTGTTACAGGACTICTTCAATGGCAAGSAGCTCTGCAAGAGCATTAACCCTGATGA 771 AGARAAGGAAGAGAAGGAGAAGARRAAGAAGAAGATCAAGGAAGTCICACACGAGTGGGAATIGGTTAAC
PKVOQQLLOQDFFNGKETLCEKSTITNZEDE T X EEKEKEKKEKEKTIKEY SHEEGWELLYVN

771 GECTGTTGCCTATGGTGCTGCTETICAGGCTGCAATCT TGASCOGTGAGGGCAR TGAGAAGGTTCAGEAT 881  AAGCAGAAGCCCATCTGGATGAGGARACCTGAAGAGATCTCRAAGGAAGAGTATGCTGCTTTCTACAAGA
AV AYGAAVOQAAILSGEGENETKTYVOQD K QK P I WMRK?PEETISEKEETYALETFFYK

881  TIGCTICTGTTGEATGTTACCCCTCICTCCCICGTCTAGASACTGCTGOASGAGTARTGACGETGTIGA 911  GICTCACCRACGATTGGGAGGAGCACTTGECTGTGAAGCACTTCTCEGTCGARGGCCASCTCRAGTTTAR
L L LLDVTGPLSLGLETA GG GVYMTTVL S 1 T NDWEEGEHTLAVKEHTFSVEGOQLEFHEK

911 TCCCCASGAACACTACCATCCCAACCAAGAAGGAGCAGGTTITCTCAACCTACTCTGACAATCRACCTGS 981  GGCAGTICICTTIGTGCCARAGAGAGCTCCATITGATCTTTITGATACCAAGARRRAGCCTARCRACATC
I?P R NTTI PTKKEQYVGFST?YSDNGQESG AV 1 FVeKRAPEFDLEFDTKEKEK?PHNINTI

981  TGTGTTGATTCAGSTGTICGAGGGTGAARGGACGAGGACCASGGATAACAATCTCCTTGGCARGTITGRE 1050 RAGCTTTATGTCCGCCGTGTCTICATCATGGATAACTGTGAAGAACT GATCCOGGAGTACCTIAGCTITG
V1IQVeEEGERTRTERDINNLLEGE TG XK LYV RAVFIMDNCEETLTIGEREGTYTLSTFE

1050 CTTICTGGCATTCCTCCTECTCCGASGGGTGTCCCACAGATTACTGICTGCT TTGACAT TGRTGCCAATG 1121 TCAAGGGTATTGICGACICTGASGACCTCCCTCTCARCATTTCCAGGGAGACGCTGCAGCAGRACAAGAT
L sG1I®®APRGV®QITVCEFDIDEADN VKGIVDSEDLGPRLNTISRETLOQOQUNEKTI
1121 GTATCITGAATGTGTCASCCGAGGATAARACCACCGGTCAGRAGARCAAGAT TACCATCAC CAATGACAR 1191 CCICAAGGTTATCCGGAAGAACTIGGTCAAGAAGTGCATTGAACTCTTCTTIGARATTGCT GRGAACRAG
61 L NVSAEDEKTTGOQEKNEKTITITRNDEK L KV IRKNTLYVEKKCIELEFGFETLAERNEK
1191 GGGTASGCICAGCRAGGATGAGATIGAGAAGATGETICAGGAAGCAGAGAAGTACAAGT CTGAGGATGAG 1261 GAGGACTACAACRAGTTTTATGAGGCTTTCTCCAAGAACCTCAAGCTTGCCATTCACGAGGACTCCCASA
G R LS KDEIEKMUYVQERLEKTYEKSEDE EDYNKSFYEAFSKNLEKLATIEKETDSSQ

1261 GAACACAAGAAGAAAGTGGAAGCCRAGARTGOCCTTGAGART TACTCTTACAACATGCGGAACACCATCA 1331 ACAGGACCRAGCTTGCTGAGTTGTIGAGGTATCACTCGACCAAGAGCGGTGAAGAGATGACCASCCTCAR
T H K K KVEAKDNGATLETNGYS Y NMYRNTI N 2T KLAETLLRGYHGSTEXSGEEMNTSLEXK
1331 AGGATGACAAGATTGCATCCARGCTGCCAGCTARTGACAAGAAGARGATTGAAGATGCARTTGAGCAGEC 1501 GGACTATGTTACAAGGATGAAGGAGGGACAGAATGARATCTI CTACATCACCGGTGAGAGCARGRRGECT
KDDEKIASEKLGPANDEEKEKTIEDSAZTILELQR DYV TRMEKEGOQNETITFYITGESEKEHE
1501 AATTCAGTGGCTIGACAATAATCAGCTGGCGGAGECTGATGAGTT CGAGGACAAGAT GAAGGAGCTTGAG 1871 GTTGAGAACTCTCCTITICCCTCGASAGCTGAGAAGAAGGGCTAT GAGGTGCICTACAT GGTTGATGCTA
I QW LDNNOQLAERADETFETDEKMEKETLE vV ENS P FPSRAEKEKG?YEVLGYMUYDA

1871 GGTATCTGCAATCCTATCATIGCTAAGATGTACCAGGGTGGT GATAT GGGTGCTGCATGATGATGATS 1581 TIGATGAGTATTCIGITGGTCAGTIGAAGSAGTTIGAGGGGAAGARGTTAGT CTCTGCARCGRAGGASES
G I CN P IIAKMYQGGDMGEAGMDDD IDEYSVGEQLKEFEGEKEKLYSATERESG
1541 GACCTICATCTGCTGGCGCTCCAGECCCRRAGATT GAAGAGSTGRAT TAARTGT TAGTCTTTCT TTTTTG 1611 ACTTAAGCTTGATGAGASTGAGGATGAGAAGAAGAAGARGGAAGCCCTGAAGGAGRAGT TTGAGGGTCTG
G P s sAGAPG?PKIEEVYD* L X L DESGEDEEKEKEKKEAZLLEKETERTEEGL
1611 CICICTAGSATTGICTGIGTCCTGATTAGTAGGCTGGCACATGTCTATIATI GTGTT TTAARGCTITITC 1681 TGCARGGTCATCEAGGASGTGCTTGGTGATARGGTTGAGAAGGTTGTGGTTICTGATCTGTGSTCGATT
1681 TGTGTGGCCTGTARTGGGCCTAAACTTCTATITTATCTATICAGCACTATATTATTTTRAARRARARAAA C KVIEEVLGDEKYVEKYVVYV SDRUYVYVD
1751 1752 1751 CCCCTIGCTGTTIGGTCACTGGCGAGTATGGAT GRACGGC CAACATGGAGASGATTATGAAGECCCARGT

S PCCLVTGEYGWTANDMERTIMEKZ QR
1821 ACTGASGGACTCCAGCATGGCTGGTTACATGICAAGCARARAGACCATGGARRT CAACCCGAGRRCTCE

L 2 DS S MAG?YMSSKEKTMETINTEENS
1891 ATCATGGARGAGCTGAGGAAGCGGGCTGATGCTGACGAGAACGACAAGTCASTCAAGGACCTIGTGTTGE

>Seq] [Organism=Lilium formolongi] heat shock family 90 protein, mRIR, T MEELREKRADAZDENDEKSUYVEKDLUYVL
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CCCCTTGCTGTTTGRTCACTGG0AGTATGGATGRACGGCCAACATGSASASGATTATGAAGGCCCAAGE
S PCCLVTGEYGWTANUMERTIMEKRALQRA
ACTGAGGGACTCCAGCATGOCTGST TACATETCAASCARRRAGACCATGGARRT CRACCCGGAGRACTCC
I R DS S MAGYMSSKKIMNETINSPERNS
ATCATGGAAGAGCTGAGGAAGCGSGCTGATGCTGACGAGAACGACARGTCASTCRAGGACCTTGTGTTGE
T MEELRKRADADEND RS YV EKDLUYVL
TGCTGTTTGAGACTGCATTGCTCACCTCTGETTTAGCCTTGAT GAGICCAACACCTICGGCARCAGGAT
L L FETALLTSGEFSLDEEPNTFGNGA T
TCACCGCATGTTGRAGCTTGGCCTCAGCATTGATGATGACGAGSTATCAGCCGATGCTGCGGACACTGAS
HAMLEKLGLSIDDDEYVSADAADTE
ATGCCTCCTCTTGAGGAGGATCCTGAGSGAAGCARATGGAGGAGGTCGATTARCTGRTGAGRACCATTG
¥ PP LEGEDAEGSEKMETELU D+
AGGGGAGATGETAGTTTCTATGOCTTTGCATTTCASTATCTAGTATTTTICTAACTATAGTAGTGGACTT
TGGTGGTATTATTGT CAGATTTTGAACCTTATGGSTAGT T TTTGRACACTAGATTICTCGAGGCCACAR
ACATATATTGATTGATGGCCTTGIAGCTTGATAARTGCTGTGTTGGTT CRATTTRTGTTATTICTTCAAC
TTTCGARAGARRTATGATTTACCSGATGARRARRRRRARRRR. 2422

>Seql [Organismlilivn formolongil WBAMEAD family protein, mRIA, complete
cos
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