CLUSTAL 0(1.2.4) multiple sequence alignment — CRYPTOCHROME 1

Conserved amino acids within conifers and within angiosperms are marked with the box.
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MSGSVSGCGSGGCS I VWFRRDLRVEDNPALAAAVRAGPV I ALFVWAPEEEGHYHPGRVSR
——————— MSGGGGS 1VWFRRDLR IEDNPALTAGVRAGAVVAVFVWAPEEEGQYYPGRVSR
——————— MSGGGCS1VWFRRDLRVEDNPALAAGVRAGAVVAVFVWAPEEEGHYYPGRVSR
————————— MSGCS 1VWFRRDLRVEDNPALAAGVRSGSVLAVF IWAPEEEGAYYPGRVSR

WWLKQSLAHLDSSLRNLGARLITKRSTNSISAILQVVQATGATQLFYNHLYDPLSLVRDH
WWLKNSLAQLDSSLRSLGTCLITKRSTDSVASLLDVVKSTGASQIFFNHLYDPLSLVRDH
WWLKNSLAHLHSSLRNLGTPLITKRSTDTLSSLLEVVKSTGATQLFFNHLYDPLSLVRDH
WWLKQSLAHLDSSLRSLGTSLVTKRSTDSVSSLLEVVKSTGATQLLFNHLYDPLSLVRDH
WWLKHSLAHLDSSLRSLGTCLITRRSTDSVSSLLELVKSTGATQLFFNHLYDP ISLVRDH

KLKQDLSSRGILVRSFNSDLLYEPWEVNDEEG NMPYDPLAPLLPPK

—————————————————————————— INDEEG NMPYDPSAPLLPPK

RAKDVLTAQGIAVRSFNADLLYEPWEVTDELG SMPYDPESPLLPPK

RAKEVLTAQG I TVRSFNADLLYEPWEVNDAHG SMPYDPESPLLPPK

RAKEILTAQGITVRSFNADLLYEPWDVNDAQG SMPFDPEAPLLPPK

RAKEVLNAQG INVHSFNADLLYEPWEVNDDQG SMPYDPESPLLPPK
- *x * -

RIVAGEYSNCPSDD INLEDESEKASNALLARAWSPGWSSADKALTAFINGPL ! NRQ
NJEYSNCPSDDLKLEDESEKASNALLARAWSPGWYSADKALTTFINGPL DHA NRQ
FEDDSEKGSNALLARAWSPGWYNEGDKALTTFINGPL EHS NRR
FEDELEKASNALLARAWSPGWYN NKALTTFINGPLIEHS NRR
FEDESEKGSNALLARAWSPGWSYN DRALTTFINGPLIEHS NRR
FEDESEKGSNALLARAWSPGWYNADKALTTFVNGPLLUEMSKNRR

= B

* - Kk = mkkk -k -kFkkk =K

VNLFLKSIGLREYS
SVNLFLKSIGLREYS
VNLFLKSIGLREYS
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SVNLFLKSIGLREYS

* - FkKxk

KADSATTSFLSPHLHFGEVSVRKVFHLVR IIKQVLWANEGN
- -k%k - -%kx

*hKhkKxk

RYLSFNFPSSHEKPLLSHUNYFPWRVDSDYFKSWRQGRTGYPLVDAGMRELWATGWLHDR
RYLSFNFPSSHERPLLSHUNYFPWRVDRDYFKHSWVRQGRTGYPLVDAGMRELWATGWLHDR
RY ISFNHPYSHERPLLUGHUKFFPWAVDENYFKHAWVRQGRTGYPLVDAGMRELWATGWLHDR
RY ISFNHPYSHERPLLUGHUKFFPWVVNEGYFKHAWVRQGRTGYPLVDAGMRELWATGWLHDR
RYLSFNHPCTHERPLLUGHYKFFPWVVDEGYFKAWRQGRTGYPLVDAGMRELWAAGWLHDR
RYMSFNHPYSHERPLLGHUKYFPWVVDEGHFKHAWVRQGRTGYPLVDAGMRELWATGWLHDR

*h=kkkx Kk =kk-Kkkk dk--kkk k- =%k -

IRVVVSSFFVKVLQLPWRWGMKYFWDTLLDADLHCPALGWQY I SGCLPDGREMDR IDNPQ
IRVVVSSFFVKVLQLPWRWGMKYFWDTLLDADLHCPALGWQY I SGCLPDGREMDR IDNPQ
IRVVVSSFFVKVLQLPWRWGMKYFWDTLLDADLHSPALGWQY I TGTLPDSREFDR IDNPQ
IRVVVSSFFVKVLQLPWRWGMKYFWDTLLDADLESPALGWQY I SGSLPDGRE IDRIDNPQ
IRVVVASFFVKVLQLPWRWGMKYFWDTLLDADLHSPALGWQY I TGTLPDSREFDR IDNPQ
IRVVVSSFFVKVLQLPWRWGMKYFWDTLLDADLESPALGWQY ISGT IPDGREFDR IDNPQ

EAEEAKX = AXEAAEXAXTEAAXEAAXAXEAAXAAXAXAALAAAXAAKXN AXxAXAXxAXxk =k =%kk *khk-kkkhhkk

FEGYKFDHAGEYVRRWLPELARLPTEWIHHP
FEGYKFDHAGEYVRRWLPELARLPTQWIHHP
FEGYKFDANGEYVRRWLPELSRLPTDWIHHP
FEGYKFDANGEYVRRWLPELARLPTEWIHHP
FEGYKFDANGEYVRRWLPELARLPTEWIHHP
FEGYKFDANGEYVRRWLPELARLPTEWIHHP
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EE[EPT----R
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KTRLLEALSEMWQQEA
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E.grandis
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* Kk = Kk KAhhk Ak kK- -kkkh-KkAkAhk-Kk K - * -

HLAAR ] EVPSNTDSGIASAASSQQF
GFAAR ] EVPSNRDSGTASAASSQQF
LNPNR ] EVPRNMVNTNQAQQ---R-
LPVAR ] EVPVTANAQQONV-G---V-
PATNR ] EVPRDVNVNQEPRR---D-
PGPVHRYEDQM EVPANVNLNEEPRR---D-

VW
EW

VW

VWYPPTSSYSEQFVGDDNG IGATSSYLQRHPQSHQI INWRRLSQTG-—————————————
VWYPBETSSYSDQIAGDENG I GNGSAFLQRHPQSHQI INWRRLSQTG-—————————————
*x

————— 655

KYAVL 572

————— 681

————— 681

————— 680

————— 679

MA_10428291p0010 (http://congenie.org/)

AFV79203.1 (https://www._ncbi.nIm_nih.gov/)
AT4G08920.1 (https://www.arabidopsis.org)
Glyma.04G101500.1 (https://phytozome.jgi.doe.gov/)
Potri.005G164700.2 (https://phytozome. jgi.doe.gov/)
Eucgr.F00326.1 (https://phytozome.jgi.doe.gov/)
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CLUSTAL 0(1.2.4) multiple sequence alignment — PIF3

A.thaliana
P.taeda
P.abies
P_sylvestris

A.thaliana
P.taeda
P.abies
P_sylvestris

A.thaliana
P.taeda
P.abies
P_sylvestris

A.thaliana
P.taeda
P.abies
P.sylvestris

A.thaliana
P.taeda
P.abies
P.sylvestris

A.thaliana
P.taeda
P.abies
P_.sylvestris

A.thaliana
P.taeda
P.abies
P_.sylvestris

A.thaliana
P.taeda
P.abies
P_sylvestris

A.thaliana
P.taeda
P.abies
P_sylvestris

A.thaliana
P.taeda
P.abies
P_sylvestris

Sequence details

P.abies
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MPLFELFRLTKAKLESAQDRNPSPPVDEVVELVWENGQISTQSQSSRSRNIPPPQANSSR

ARE IGNGSKTTMVDE I PMSVPSLMTGLSQDDDFVPWLNHHPSLDGYCSDFLRDVSSPVTV
----------------------------------- MSHYRPSLTSFIPK----AS—--—-

—————— LQVKTY IFSFSFYTLIHCYGFAGPRRGASTSRLIQTGFPPSR--------QKHK
QQTNPDRFT-——---— QTQEPLITSNKPSLVNFSHFLRPATFAKTTNNN-LHDTKEKSPQS
DQKTP-HFALRIMAQKCSEPGFLVNNSALWDDED----- ALNRNYNYNYYTDLWGGLPLS
———————————— MAHKCLEPSFLVHNPVLWDDED-----ALNRNYNYNYYTDLWGGLPLS
———————————— MAQKCSEPGFLVNNSALWDDED—————ALNRNYNYNYYTDLWGGLPFS

- kS - - * - - * * * * *

PPNVFQTRVLGAKDSEDKVLNESVASATPKDNQKACL I SEDSCRKDQESEKAVVCS---S
SS-AP--ARTSAEDSRPKVVAASEAVE--SDYG--RVNK--N-NNTVSADTQLSCETAAT
SS-VATTARTSAEDSRPEVVAVSEALE--SDYG--RLNN--NNNNNVSADTQLSCETAAT
SS- APATARTSAENSRPKVVAASEAVE——SDYG——RVNN——K NNNVSADTQLSCETAAT

Lkemk k- * * -

VGSGNSLDGPSESPSL ---SLKRKHSN1QD I DCHSEDVEEESGDGRKEAGPSRTGLGSKR
SSSGGSMSSPSKSNEV IKSSKNKVLMGTKDIECQSQ--—————=———=—————————————
SSSGGSMSSPSNGNKYV IKSSKKKVLMGTKD IECQSQKAQEDSGENFKQCST--GTSSSKR
SSSGGSMSSPSKSNEV IKSSKNKVLMGTKD IECQSQKAREDSGENFKQCST--GTS-SKR
_**_*:_ **:_ - * - _ :**:*:*:
SRSAEVHNLSERRRRDR INEKMRALQEL I PNCNKVDKASMLDEAITEYLKSLQLQVQ IMSM
———————————— RRRNR INEKMKALQNL IPNSNKTDKASMLDEATEYLKKLQLQVQMLSA
SRAAEVHNLSEKRRRNR INEKMKALQNL I PNSNKTDKASMLDEAIEYLKKLQLQVQMLSA
SRAAEVHNLSEKRRRNR INEKMKALQNL I PNSNKTDKASMLDEATEYLKKLQLQVQMLSA

FEEK=XAkAXkAKX =K Xk =Kkkhkk *h KAXAXAXAAXAAAXAAX *hdkxhkd--%

ASGYYLPPAVMFPP----GMGHYPAAAAAMA----MGMGMPYAMGLPDLSRGGSSVNH--
RSG IDLSSMRWLAQMPHLQ IQQMPKACMAIDQHAGVP I SMPVGSGL INTNQGSEKRPLPL
RSGIDISSMRWLAQMPHLQ IQQMPKACMTTDQHAGVS I SMPVGSGLMNTNQGSEKRPLPL
RSGIDLSSMRWLAQMPHLQIQQMPKARMAIDQHAGVPISMPAGSELINTNQGSEKRPLPL

** - - - % * - - - ** * - -*

GPQFQVSGMQQQPVAMGIPR--VSGGG I FAGSST IGNGSTRDLSGSKDQTTTNNNSNLKP
HDLYKSGALCNTAIP INLSSVRIDDHHSCKMDHPQGHFTLPQLPT----TTQEVHSAL-S
HDLY ISGALGNTAIP INLPSAR IDDHQSCKMDRPQGHFTLPQLPT----TTQEVHSAL-S
HDLYNSGALGNTAIPINLSSVRIDDHHSCKMDHPQGHFTLPQLPT————TTQEVHSAL S

*- - *k - -k ok

IKRKQGSSDQFCGSS 524

LQEK-—————————- 369
LQEK——————————- 333
LQEK-—————————- 331

MA_26114p0010 (http://congenie.org/)

PSY00020194 (https://bioinformatics.psb.ugent.be/plaza/)
AT1G09530.2 (https://www.arabidopsis.org)

PITA_000009665 (http://congenie.org/)
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CLUSTAL 0(1.2.4) multiple sequence alignment — HY5
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MQAITAPDFSG----SATGDKL I TSSSGDPHEEAMNECVNESDDD IRRVPEMGVQTGFVM-
MQGTAPDLSG----SATGDKFFTSSSGDLHEEARNECVNESDDD IRRVPEMGVQTGVVV-
MQEQATSSLAASSLPSSSERS---SSSAPHLE--IKEGIESDEE IRRVPEFGGEAVGKET
MQDTAASTST——QHQSTSEKSSSSAAPAQFRQ——AKDAIESDDDIRRVPEMGGMQAGPST

*** - ****** *

—--HSDLAVKTESERASASGGSQRRRGRTPADKEHKRLKRLLRNRVSAQQARERKKAYLNE
--NSDLVVKTESERGLSGSGSQRRRGRTPADKEHKRLKRLLRNRVSAQQARERKKAYLNE
SGRESGSATGQERTQATVGESQRKRGRTPAEKENKRLKRLLRNRVSAQQARERKKAYLSE
CVPMRLD————NPQPSTGVVAHRKRGRAPADKEHKRLKRLLRNRVSAQQARERKKAYLND

--* *** ** ** nnnnnnnn

LETKANELQQKNSELEERVSTLQNENFMLRQVLKNMTAKNKGGGFVEAEG--- 163
LETKAKELQQRNSELEERVSTLQNENYMLRQVLKNMTAKNKGGGVGEVEG--- 163
LENRVKDLENKNSELEERLSTLONENQMLRHILKNTTGNKRGGGGGSNADASL 168
LETRVKEIEHKNSELEERLSTLQNENHMLRQILKNTTMKKKGSGNSGAET——— 162
KKk = mmmmmm

dkk- mkkk Kk - -k Kk

MA_41006p0010 (http://congenie.org/)

PSY00021926 (https://bioinformatics.psb.ugent.be/plaza/)
AT5G11260.1 (https://www.arabidopsis.org)

PITA_000075685 (http://congenie.org/)
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