A

A

A

A

(3.653.027) Start (phytochrome-like protein) (transmembrane protein) End (3.657.999)

m), LT 3B family hp

gacacaagctgagcggttcatgccatgcgecgatatgcgaacggttataagaccactataagaccacccacaggcggcgtaaggcacaccgcagacaccgaccagcacccgccgcctcaga
L L L L L 1 1 L L L L L 1 1 L L L L L 1 1 L L L

T T
ctgtgttcgactcgccaagtacggtacgcgetatacgcttgccaatattctggtgatattetyggtgggtyteccgecgecattecgtgtggegtetgtygctggtegtgggcggecggagtet

35 4 4 Y
Asp Thr Ser H B Leu

XaFJ1_GM003153 XaF]1_GM003154

gtggcgcgaccgcgattgtectgetgecagecacgtggegggegcccggtgeccagttecgatecacctececggtecggegttggeccggecteccaggecacacgaactggecaccagtgggatcccacgt
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
T T T T T T T T T T T T T T T ] T T T 1 T T L) 1
caccgcgctggcgctaacagacgacgtcgtgcaccgecccgecgggeccacggtcaagctagtggaggeccaggccgecaaccggccgaggtcecgtgtgettgaccgtggtcaccectagggtgcea
1 1 285 1 1 1 1 280 1 1 1 1 2?5 1 1 1 1 2?0 1 1 1 1 265 1 1 1 1 260 1 1 1 1 255 1 1 1 1 250 1 1
Pro Ala Val Ala Ile Thr GIn GIn Leu WVal His Arg Ala Gly Pro Ala Leu Glu Il Val Glu Pro Gly Ala Asn Ala Pro Glu Leu Cys Val Phe GIn Cys Trp His Ser Gly Val Asp
XaFJ1_GMO003154

cgaccatcgcgtgggccccggecttegeccggattccacgecaccagggtgeggetgeccgetgectagecgagatgaateccgacgectgecaggecccggatcgagcagggtgtagecggecgecgg
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
T T T T T T T T T T T T T T T ] T T T 1 T T L) 1
gctggtagcgcacccecggggccgaagecgggcctaaggtgcggtggtcccacgeccgacggecgacgatcgctectacttaggectgecgacgtcecgggectagectcgteccacatecgececggcggcce
1 1 245 1 1 1 1 240 1 1 1 1 235 1 1 1 1 230 1 1 1 1 225 1 1 1 1 220 1 1 1 1 215 1 1 1 1 210 1 1
Val Met Ala His Ala Gly Ala Glu Gly Pro Asn Trp Ala Val Leu Thr Arg Ser Gly Ser Ser Ala Leu His Ile Arg Arg GIn Leu Gly Pro Asp Leu Leu Thr Tyr Arg Gly Gly Ala
XaFJ1_GMO003154

catcgatgtagatgcggtcgectacggecctggatcgegecggatcectgcaaggteccaatecgecectgetgacgatgecaccgtggecgtagecgtecgaacttgteccaggtaatcgagececcgteca
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
T T T T T T T T T T T T T T T ] T T T 1 T T L) 1

gtagctacatctacgccagcgatgccggacctagcgecgcctaggacgttccaggttagecgggacgactgectacgtggcaccgcatcggcagecttgaacaggtccattagectcgggcaggt

1 1 205 1 1 1 1 200 1 1 1 1 ]-95 1 1 1 1 190 1 1 1 1 ]-BS 1 1 1 1 180 1 1 1 1 ]-?5 1 1 1 1 1?0 1 1
Asp Ile Tyr Ile Arg Asp Ser Arg Gly Pro Asp Arg Pro Asp GIn Leu Thr Trp Asp Gly GIn GIn Arg His Wal Thr Ala Tyr Gly Asp Phe Lys Asp Leu Tyr Asp Leu Gly Asp Leu

XaF)1_GM003154

ggccctgcacccgecacctgggtggecgtecggcaaccecgaaaataattgtgcagggettgggtgatgegtgecggageccgtgeccgatgttgtecggtgatecaggegectgeteccaacgtggege
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
T T T T T T T T T T T T T T T ] T T T 1 T T L) 1
ccgggacgtgggcgtggacccaccgecageccgttgggecttttattaacacgtcccgaacccactacgecacggcctcggecacggctacaacagccactagtccgecgacgaggttgecaccgceg
1 1 165 1 1 1 1 160 1 1 1 1 ]-55 1 1 1 1 150 1 1 1 1 ]-45 1 1 1 1 140 1 1 1 1 ]-35 1 1 1 1 130 1 1
Gly GIn Val Arg Val GIn Thr Ala Asp Ala Val Arg Phe Tyr Asn His Leu Ala GIn Thr Ile Arg Ala Pro Ala Thr Gly Ile Asn Asp Thr Ile Leu Arg GIn Glu Leu Thr Ala Gly
XaFJ1_GMO003154

cgatccgcagatgcaggcgcaagcgcaatgacagcgcgtcgacgtctagecggtaccaaggtcaagaccaggctaccgtcggcctctegetgeogectecctgecactgecactgcaccgtge
1 1 1 [ 1 [ 1 1 1 [ 1 [ 1 [ 1 1 1 [ 1 [ 1 1 1 [

T T T T T T T T T T T T T T T T T T T T T T T T
gctaggcgtctacgteccgecgttcgeocgttactgtogeogcagetgecagatcgeccatggttccagttetggtecgatggecagccggagagcgacgcggaggacggtgacggtgacgtggcacy
1 1 125 1 1 1 1 120 1 1 1 1 115 1 1 1 1 110 1 1 1 1 105 1 1 1 1 100 1 1 1 1 95 1 1 1 1 90 1
Ile Arg Leu His Leu Arg Leu Arg Leu Ser Leu Ala Asp Val Asp Leu Pro Val Leu Thr Leu Val Leu Ser Gly Asp Ala Glu Arg Gin Ala Glu GIn Trp Gin Trp GIn Val Thr Arg
XaFl1_GM003154

N

gcacgacaccgtgcgcgggtacggcgtcggtctgaccttggcgaccgaaatacggccagcacaccggcgtgccaccgcggatcggggtcggcgtcggetgecgecactcggcgacaaccaca
1 1 1 [ 1 [ 1 1 1 [ 1 [ 1 [ 1 1 1 [ 1 [ 1 1 1 [

T T
cgtgctgtggecacgcgecccatgccgeagecagactggaaccgctggetttatgecggtegtgtyggccgcacggtggcgcctagecccagecgcagoecgacgcgtgageecgetgttggtgt

1 1 85 1 1 1 1 80 1 1 1 1 75 1 1 1 1 70 1 1 1 1 65 1 1 1 1 60 1 1 1 1 55 1 1 1 1 50 1
Val Val Gly His Ala Pro Val Ala Asp Thr GIn Gly GIn Arg Gly Phe Tyr Pro Trp Cys Val Pro Thr Gly Gly Arg Ile Pro Thr Pro Thr Pro GIin Ala Ser Pro Ser Leu Trp Leu

N

XaF]1l_GMO003154

ggacgtcggtgccgocccttgggcacgaacgacagaacctgcccgccaaacaggctgatcgecagecgatggactgcgeccgtgtccaccagcaacgaaggatagccgtggaaatcggctacgce
1 1 1 [ 1 [ 1 1 1 [ 1 [ 1 [ 1 1 1 [ 1 [ 1 1 1 [
T T T T T T T T T T T T T T T T T T T T T T T T

cctgcagccacggcgggaacccgtgettgoctgtettggacgggecggtttygtccgactagegtecgoctacctygacgeggcacaggtyggtegttgcttectatcggecacctttageccgatgeg

1 1 45 1 1 1 1 40 1 1 1 1 35 1 1 1 1 30 1 1 1 1 25 1 1 1 1 20 1 1 1 1 15 1 1 1 1 10 1
Val Asp Thr Gly Gly Lys Pro Val Phe Ser Leu Val GIn Gly Gly Phe Leu Ser Ile Ala Ala Ile Ser GIn Ala Thr Asp Wal Leu Leu Ser Pro Tyr Gly His Phe Asp Ala Val Ser

N

A

XaF]1l_GMO003154

tcagaccgaggacgtcggacatgggctgcatgctccgtggecgocgectgatgtggacatacccatgetagecgagcgggcgagggagcgccgtggtecgectttgeccgacggatggcgatgacga
1 1 1 [ 1 [ 1 1 1 [ 1 [ 1 [ 1 1 1 [ 1 [ 1 1 1 [
T T T T T T T T T T T T T T T T T T T T T T T T
agtctggctcctgcagcctgtacccgacgtacgaggcaccgcgcgactacacctgtatgggtacgatcgectocgecccgetccctogocggcaccagcgaaacggctgcctaccgectactget

1 1 1 460 1 1 1 1 455 1 1 1 1 450 1 1 1 1 445 1 1 1 1 440 1 1 1 1 435 1 1 1 1 430 1 1 1 1 425 1
Val Ser Ser Thr Pro Cys Pro Ser Cys Ala Gly His Arg Ala Ser Thr Ser Met Gly Met Ser Ala Leu Pro Arg Pro Leu Ala Thr Thr Ala Lys Gly Val Ser Pro Ser Ser Ser
LT

1 1 5 1 1 1 1
Leu Gly Leu Val Asp Ser Met

XaFJ1_GM003154

atgtgcgggtacgggtgecggaaggcgetttggecaggecgtegecgggtgectecacggecgecaacgecgtecgaggatgegectgeccecggegecggecatecgaccggectgecaagecccaaccgttgetyg
1 [l 1 [ 1 [ 1 [l 1 [ 1 [ 1 [ 1 [l 1 [ 1 [ 1 [l 1 [
T T T T T T T T T T T T T T T T T T T T 1 1 1 1

tacacgcccatgcccacgeccttccgegaaaccgtcocgecagecgececcacggagtgeccgecgttgegecagetecctacgecgacgggccgegccggtagetggeccgacgttecgggttggecaacgac

1 1 1 420 1 1 1 1 415 1 1 1 1 410 1 1 1 1 405 1 1 1 1 400 1 1 1 1 395 1 1 1 1 390 1 1 1 1 385 1
His Ala Pro Val Pro Ala Ser Pro Ala Lys Ala Pro Thr Ala Pro Ala Glu Arg Arg Leu Ala Asp Leu Ile Arg GIn Gly Ala Arg Gly Asp Val Pro GIn Leu Gly Leu Arg GIn Gin
LT

A

VAN

VAN

VAN

VAN

VAN

A

A

VAN

VAN

VAN

ctcagcctggatggecacggecgggtggcggtgeccgatcatgecatecggectggeccgatcgecataccecgegecgeccaatagecaaggtectgtagttecgegecgetececgegeggeccagtecegog
L 1 L 1 L L L L 1 L 1 L 1 L 1 L L L L 1 L 1 L 1

gagtcggacctaccgtgccgcccaccgeccacggctagtacggtageccggaccggctagecgtatgggcgegecggttatcgttccagacatcaagcgecggcgaggecgcgeccgggtcaggeccce
1 1 380 1 1 1 1 3?5 1 1 1 1 3?0 1 1 1 1 365 1 1 1 1 360 1 1 1 1 355 1 1 1 1 350 1 1 1 1 345 1

Glu Ala GIn Ile Ala Arg Arg Thr Ala Thr Gly Il Met Gly Asp Ala Gin Gly Ile Ala Tyr Gly Arg Ala Leu leu leu Thr GIn Leu Glu Arg Arg Glu Ala Arg Gly Leu Gly Pro
LT

atcgtcggtcggccaggcagcgaccagcecccgggcecttgecgegecaggcggtecggacaacaacgcaatggeccagecgcataactttcggecggecgttgtaggecatagatcgecatcgtagttacg
L 1 L 1 L L L L 1 L 1 L 1 L 1 L L L L 1 L 1 L 1

tagcagccagccggtccgtecgectggtcgggecccgaacggcgegteccgecagectgttgttgecgttaccggtecgecgtattgaaagececgeccgecaacatccgtatctagecgtagecatcaatge
1 1 340 1 1 1 1 335 1 1 1 1 330 1 1 1 1 325 1 1 1 1 320 1 1 1 1 315 1 1 1 1 310 1 1 1 1 305 1

Asp Asp Thr Pro Trp Ala Ala Val Leu Gly Pro Lys Gly Arg Leu Arg Asp Ser lLeu Leu Ala Ile Ala Leu Ala Tyr Ser Glu Ala Ala Asn Tyr Ala Tyr Ile Ala Asp Tyr Asn Arg
LT

gaacaccaggaacgcggggccatgctcgeccggeccggcaacagcagegecgetggcgtttgegtegecagegcagggagggcgcggccatcggcggecggtcagececcgegecgecgegecagte
L 1 L 1 L L L L 1 L 1 L 1 L 1 L L L L 1 L 1 L 1

T T
cttgtggtccttgecgecccecggtacgagecggeccggeccgttgtecgtecgecggecgaccgecaaacgcagecggtecgecgtecccteccgegeccggtagecgececgeccagtecgggecgegecgecgeggtcag
1 1 300 1 1 1 1 295 1 1 1 1 290 1 1 1 1 285 1 1 1 1 280 1 1 1 1 2?5 1 1 1 1 2?0 1 1 1 1 265 1

Phe Val Leu Phe Ala Pro Gly His Glu Gly Ala Pro Leu Leu Leu Ala Ala Pro Thr Gin Thr Ala Leu Ala Pro Leu Ala Arg Gly Asp Ala Ala Thr Leu Gly Arg Ala Arg Trp Asp
LT

cgccagcggccggegttgegtgecgeccgycgtgecgecgaatcgaaaccgtccggcaacttcaccteccageccoccacggetgtececgetectgeccaaccggacagecttgaggtagtgegegot
L 1 L 1 L L L L 1 L 1 L 1 L 1 L L L L 1 L 1 L 1

gcggtcgccggeccgcaacgecacgcgggccgcacgecggcttagectttggcaggeccgttgaagtggaggtcgggggtgeccgacaggcgagacggttggecctgtcgaactccatcacgecgeca
1 1 260 1 1 1 1 255 1 1 1 1 250 1 1 1 1 245 1 1 1 1 240 1 1 1 1 235 1 1 1 1 230 1 1 1 1 225 1

Ala Leu Pro Arg Arg GIn Thr Arg Gly Ala His Ala Ser Asp Phe Gly Asp Pro Leu Lys Val Glu Leu Gly Trp Pro GIn Gly Ser GIn Trp Gly Ser Leu Lys Leu Tyr His Ala Thr
LT

ggaggccagtgcatcggggagactggcgaccaagtcgcggcggccatcgecatcgecgteccaccgegatacgecgecgtaggtgctgggcatgaactgggtatggeccgaaagecgectgeeca
L 1 L 1 L L L L 1 L 1 L 1 L 1 L L L L 1 L 1 L 1

cctcecggtcacgtagecccctectgaccgetggttcagegeccgecggtagecggtagecggcaggtggecgectatgegecgecatccacgacccgtacttgacccataccggectttcgecggacggot
1 1 220 1 1 1 1 215 1 1 1 1 210 1 1 1 1 205 1 1 1 1 200 1 1 1 1 195 1 1 1 1 ]-90 1 1 1 1 ]-BS 1

Ser Ala Leu Ala Asp Pro Leu Ser Ala Val Leu Asp Arg Arg Gly Asp Gly Asp Gly Asp Val Ala Ile Arg Ala Tyr Thr Ser Pro Met Phe GIn Thr His Gly Phe Ala Gly Ala Trp
LT

ggagccggtcagceccttcgggectttagatcgeccggecttgeagcagettcaacaacgcgaacagttcgecgcgaaagaacggctgacggcyggecgttgeacgccaaggtcaacagcgacac
L L 1 L L L 1 L L 1 1 L L 1 L L L 1 L L L 1 L L

S

U 1 u 1 U 1 u 1 U 1 u 1 U 1 U 1 U 1 U 1 U 1 U 1
cctcggccagtcgggaagcccgaaatctagcggccgaacgtcgtcgaagttgttgcgcttgtcaagcggcgctttcttgccgactgccgccggcaacgtgcggttccagttgtcgctgtd
1 1 ]-BO 1 1 1 1 ]-?5 1 1 1 1 ]-?0 1 1 1 1 ]-65 1 1 1 1 160 1 1 1 1 155 1 1 1 1 ]-50 1 1 1 1 ]-45 1
Ser Gly Thr Leu Gly Glu Pro Lys Leu Asp Gly Ala GIn Leu Leu Lys Leu Leu Ala Phe Leu Glu Gly Arg Phe Phe Pro GIn Arg Arg Gly Asn Cys Ala Leu Thr Leu Leu Ser Val

LT

caacaatggacgtttgcccgtgctgecgaccgtaatcgeteteccacgeccccacaccgcgaccaccgtctgecgecatecacgeccgtattgetygcgeccacgtygcgcgagcagatecgecggtggge
L L 1 L L L 1 L L 1 1 L L 1 L L L 1 L L L 1 L L

t T t T t T t T t T t T t T t T t T t T t T t T

gttgttacctgcaaacgggcacgacgctggcattagcgagaggtgecgggotgtggcgetggtggecagacgegtaggtgecggcataacgacgcggtgecacgecgetcgtetagecgecacccg

1 1 140 1 1 1 1 ]-35 1 1 1 1 ]-30 1 1 1 1 ]-25 1 1 1 1 120 1 1 1 1 115 1 1 1 1 ]-10 1 1 1 1 1-05 1

Leu Leu Pro Arg Lys Gly Thr Ser Arg Gly Tyr Asp Ser Glu Val Gly Trp Val Ala Val Val Thr GIn Ala Asp Val Gly Tyr GIn GIn Ala Val His Ala Leu Leu Asp Arg His Ala
LT

gctcagcatcgecacgaccatcgtcgatgcgttgggtatecgaccaagccggccagataatcccagatcggcgtggtgaactegggttgegcatcaaggagcggtaacacgctcatgteccgg
L L 1 L L L 1 L L 1 1 L L 1 L L L 1 L L L 1 L L

cgagtcgtagcgtgctggtagcagctacgcaacccatagectggttecggecggtetattagggtctagecgecaccacttgagecccaacgcgtagttcctegeccattgtgegagtacaggece

1 1 100 1 1 1 1 95 1 1 1 1 90 1 1 1 1 85 1 1 1 1 a'o 1 1 1 1 ?5 1 1 1 1 ?O 1 1 1 1 55 1
Ser Leu Met Ala Arg Gly Asp Asp Ile Arg GIn Thr Asp Val Leu Gly Ala Leu Tyr Asp Trp Il Pro Thr Thr Phe Glu Pro Gin Ala Asp Leu Leu Pro Leu Val Ser Met Asp Pro
LT

ttgcaggccggecggtgaagcgatcgaaagccgetgetgtecaccccatttttgecggcggcggtgcgcaggcccgegacgecaggtggcgaaggccgggteccactgeccgatgecactyggegga
L L 1 L L L 1 L L 1 1 L L 1 L L L 1 L L L 1 L L

aacgtccggccgccacttcgectagectttcggecgacgacagt taaaaacggccgccgeoccacgcgtcce cgctgcgtccaccgecttececggececcaggtgacggectacgtgaccgect
q ggccg g q ggcgacg gtgggg ggccgcecg gcg gggcgctgcg q ag ggtgacgg gtg g

1 1 E’O 1 1 1 1 5 5 1 1 1 1 50 1 1 1 1 45 1 1 1 1 40 1 1 1 1 3 5 1 1 1 1 30 1 1 1 1 2 5 1
Gin Leu Gly Ala Thr Phe Arg Asp Phe Ala Ala Ala Thr Val Gly Asn Lys Gly Ala Ala Thr Arg Leu Gly Ala Val Cys Thr Ala Phe Ala Pro Asp Val Ala Ser Ala Ser Ala Ser
LT

cgcggcggacggggtttgecgegatggeacacggcaccacgcacagcaaggcccaagcgaaacgcagecatcgaaacttcctecgecgacaacaggeccgecacatcataaacaaccgeatcgcea
L L 1 L L L 1 L L 1 1 L L 1 L L L 1 L L L 1 L L

+ T } T + T } T + 1 } T + 1 + T + 1 + T + 1 + T
gcgececgectgecccaaacgecgctaccgtgtgecgtggtgegtgtegttecgggttecgetttgegtegtagetttgaaggagecggetgttgteccggegtgtagtatttgttggegtagegt
1 1 20 1 1 1 1 ]-5 1 1 1 1 ]-O 1 1 1 1 5 1 1 1 ]-
Ala Ala Ser Pro Thr GIn Ala Ile Ala Cys Pro WVal Val Cys Leu Leu Ala Trp Ala Phe Arg Leu Met

LT

3.654.720

3.654.840

3.654.960

3.655.080

3.655.200

3.655.320

3.655.440

3.655.560

3.655.680

3.655.800

3.655.920

3.656.040

3.656.160

3.656.280

3.656.400

3.656.520

3.656.640

3.656.760

3.656.880

3.657.000



