A a-N-Zarl (aa 33-49)
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Xl Zarta [MASFSEEAMDRY MY PAY NPY SY RY INPRINKGM SWRQKNY LASY GDT GDY|JDNY QRAQ LKATLSQVNPNLTPRUJRJANTRDV GVQVNPRQD

XI Zarlb [MASFSEEAMDSY MY PAY NPY SY RY[MTPKNKGM SWRQKNY LASY GDTGDYY DNY QRAQLKATLSQVNPNLTPRLRKANTRDVGVQVNPRQD

Xtzarl ------- MD SYMY PAY NPY SYRY LTPKNKGMSWRQKNY LASY GDTGDYYDNYQRAQLKATLSQVNPNLTPRLRKANTRDVGVQVNPRQD
N-Zar1< C-Zarl

100 110 120 130 140 150 160 17 180

Xl Zarla [ASVQCSLGPRT LLRRRPGALRKP--JPPEQGSPASPTKTVR FPRTIAVY SPVAAGRLAPFQOHQYNHEKGH - JAVRSEG - JEGGRIQE
X1 Zarib [ASVQCSLGPRTLLRRRPGALRKPQQSPPEQGSPASPTKTVR FPRTIAVY SPVAAGRLAPFQOK|GENLSEKTH- JA/lR SEGSRGEGGRPEG
1] A <

XtZarl |ASVQCSLGPRTLLRRRPGAIARKPQQT|P[JEQGSPASPTKTVRFPRTVIAVY SPVAAGRLAPFQDR|GEN LIA/EK/AIEGEAMR JKD|SRGEGGRPE

190 200 210 220 230 240 250 260 270
XiZarta [KQGDGEIKEQMKMDKT/DJHEEAAPAQTRPKFQFLEQKY GYY HCKDCNIRWESAY VWCVQETNKVY FKQFCRTCQKSYNPYRVEDIMCQSCK
Xl Zar1b (KQEDGEIKEQTKMDKA QEAP_DQTRPKFQFLEQKY GYYHCKDCNIRWESAYVWCVQGTNKVY FKQFCRTCQKSYNPYRVEDIMCQSCK
XtZar1 |KQGDGGI] TKMDKADKEEAAPGQTRPKFQFLEQKY GYYHCKDCNIRWESAYVWCVQGTNKVY FKQFCRTCQKSYNPYRVEDIMCQSCK|
280 290 300 310 320 330 340 350 360

XiZarta [QTRA[CPVK LRHVDPKRPHRQDLCGRCKGKRLSCDST FSFKY IT
Xl Zar1b [QTRCMCPVKLRHVDPKRPHRQDLCGRCKGKRLSCDSTFSFKY IT]
XtZart [QTRCMCPVKLRHVDPKRPHRQDLCGRCKGKRLSCDSTFSFKYTIT]

10 20 50 60 70 80 90

30 40
Xt genomic [ACCAGGGT CCATAGCTGTTTTATTCATAGAJAAGCTJAGAT JCAJTCCATGAGGGGCAGGCAAATCCCA(TJACACCTTGATIJATTAATC
XtEST

Xl Zarla AAGATdeA dA G CTAAGA CT] ACACCTTGATTATTAATa
XIZarlb oo ACACCTTGATTATTAAT
100 110 120 130 140 150 160 170 180
Xt genomic [AGACCAGCCCCTACTTAAGCAGGCAGCTGGGAGTTGCTGTTAGCCAGACATTATGGCTAGCTTCTCAGAGGAAGCAATGGATAGCTACAT
= JGGCTAGCTTCTCAGAGGAAGCAATGGATAGCTACAT

Xl Zar1a AGACCAGCCCCTACTTAAGCAG|QCAGCTGGGAGTTGCMTTAGCCAGACATTATGGCTAGCTTCTCAGAGGAAGCAATGGATGCTACAT
Xl Zarib AGACCAGCCCCTACTTAAGCAGGCAGCTGGGAGTTGCTGTTAGCCAGACATTATGGCTAGCTTCTCAGAGGAAGCAATGGATAGCTACAT

A —=G cC —G c—

190 200 210 220 230 240 250 260 270

Xt genomic [GTACCCAGCTTACAATCCTTATTCGTATAGGTACCTGACCCCTAAGAATAAAGGGATGAGCTGG(GACAGA- - - - - - - - - -~ - - - - - - - -
Xt EST GTACCCAGCTTACAATCCTTATTCGTATAGGTACCTGACCCCTAAGAATAAAGGGATGAGCTGG(GACAGAAGAACTATTTGGCCAGTTA
Xl Zar1a GTACCCAGCTTACAATCCTTATTCGTATAGGTACCTGACCTAGAATAAAGGGATGAGCTGGAGACAGAAGAACTATTTGGCCAGTTA
Xl Zar1b GTACCCAGCTTACAATCCTTATTCGTATAGGTACmTGACTCCTAAGAATAAAGGGATGAGCTGGA GACAGAAGAACTATTTGGCCAGTTA

C conserved upstream in-frame stop sites
70 20 30 40 50 60 70 80 90
Xt Zar1 FFLEKLRSP* GKSHSHLDD*SDQPLLKQAAGSCO*PDIMASFSEEAMDSY MY PAY NPY SYRY LT PKNKGMSWRQ- - - - - - -
XlZarla - ----- KMDT LR UT|PRIGTGK|SH* JHLDY]* |DQP LLKQPAGS H*PDIMASFSEEAM[ElYMYPAYNPYSYRYl_L|EP|E|NKGMSWRQKNY LASY
XlZarlb - - - - oo EGQ-HLDY[**DQPLLKQAAGSCJ*PDIMASFSEEAMDSYMY PAY NPY SYRYMTPKNKGMSWRQKNY LA SY

A A A

Potential starting methionines



