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Figure S1: Alignment of multiple ScTCP and select BHLH domain amino acid sequences
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Figure S2: Analysis of conserved motifs and gene structures in the phylogenetic tree of 26 ScTCP genes.
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ScTCP3 AKDRHESK VNG -
ScTCP4  SKDRHSK VDG -
ScTCP7  SKDRHSK VDG -
ScTCPS NKDRHTK VDG -
ScTCP11 KD RHMK VDG -
ScTCP12 SKDRHEK VDG -
ScTCP14 SKDRHTK VDG -
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RRIRMPIICAARVFQLER HKS QT 1 LLRQAEPSITAATR
RRIRMPALCAARIFQLER HKS TVOQWLLQQAEPAIVAAT
RRIRMPALCAARVFQLER HKT TV LLQQAEPAIVAAR
RRIRMPAICAARVFQLER HKT T1 LLQQAEPAVIAAN
RRIRMPALCAARVFQLER HKS T1 LLRQQAEPAILAARN
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ScTCP18 NRDRHTK V' - RRIRMAAPCAARVAQLER HKT TIRWLLQQSEPAIVAAT
ScTCP21 VKDRHSK VNG - RRVRMPIVCAARVFQLER LKS QT 1 LLRQAEPSILAAR
ScTCP22 BKDRHEK V. - RRIRMPALCAARVFQLER HKT ! LLQQAEPAVIAAR
ScTCP23 NRDRHEK V/ - RRIRMPAACAARIFQLER HKS TVRWLLQOQSEPAIVAAR
ScTCP24 PSDRHAKVARG - RRVRIPAMVAARVFQLER HRE T1 LLRQAEPSITAAR v
ScTCP26 AKDRHSK VNG - - - RRVRMPIVCAARVFQLER LK§ QTV LLRQAEPS ILAAT T
ScTCP9 RKDRHSKICTA MRDRRMRLSLDVARKFFALQD) FDKASKTVOWL LNTSKSA I REVMS A
ScTCP10 REKDRHSK I CHRA MRDRRMRLSLDVARKFFALQ KASKTVOQWL LNTSKSAIREVMS A
ScTCP15S REDRHSK IRTAQGVRDRRMRLSLDVARDFFALQ KASKTV LLEQSKPAIDRLSESSR
ScTCP16 REFDRHSK IRTAQGVRDRRMRLSLDVARDFFALQ KASKTV LLEQSKPAIDRLSESSR

ScTCP20 RKDRHSKISTA MRDRRMRLSLDVARRFFALQ KASKT\'QWLL.RSTA.INHLAASMS

ScTCP25 REDRHSKIRTAQGVRDRRMRLSV VAR.FFALQ KASKTV LLEQSKPAI RLA.

ScTCP1 KDRHSKVREVKGLRDRRVRLSVPTFAIQLY LSQPSKVV LLNAAQH.I KLPPLQF
LIKAAAAAIDKLP L.A
LIKNAK.EI NLDTLPA

ScTCP2 KDRHSKVYRAKGIRDRRVRLSVAFAIQFY YDQPSKAV
ScTCP5S RKDRHSKVCTARGPRDRRVRLSAHTAIQFY RPSKAV
ScTCP6 KDRHSKVKEVKGLRDRRVRLSVOTAIQLY LNQPSK VYV LLNAARH KLPPLQF

ScTcP13 GKDRHSKVVISIRGLRDRRIRLSVQTAIQFY vDQPSKAIEWL 1QaAAffla1DGLPSLDC
Scrcp17 GKDRHSKVVESRGLRDRRIRLSVQTAIQFY VDQPSKAIEWL 1QAAAMAIDGLPSLDC
Sercp19 GKDRHSKVYTSKGIRDRRVRLSVPMAIQFY FDQPSKAVEWL INAASAAIDELPALDP
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