A) CDS sequence alignments for Cgl351933 and Cgl23722

10 20 30 40 50 60
B e e e e I S e
Cgl351933 ATGATGCTGG ATCTCACCCT GGCGTCGTCC CCTGACGACA CGTACAAGGG CAGCGTGGAA 60
Cgl23722  ATGATGCTGG ATCTCACCCT GGCGTCGTCC CCTGACGACA CGTACAAGGG CAGCGTGGAA 60
Clustal Co *xkxkkkkkk kkkkkkkhkkkx Xkkhkkhkkhkhhk *khkkhkkkkkkh *kkkkkkkhkk *kkkkkkxkx G(
70 80 90 100 110 120
O T L L L L T Y I I
Cgl351933 GCCTCCGTGA ACGAGTCCGG AACGTCCAAG TCCTCCGTCC TCAACGGAGA CGGCTCCAGC 120
Cgl23722 GCCTCCGTGA ACGAGTCCGG AACGTCCAAG TCCTCCGTCC TCAACGGAGA CGGCTCCAGC 120
Clustal Co  *xkkkkkkkk Hhkkhkkhkkkkx Xhkkhkkhkhhkkhk kkkkkkkhkkk *kkkhkkkkkk K*xkxkkhkk*kx 12()
130 140 150 160 170 180
O T T T I s L I I e
Cgl351933 AACGACGATT CATGCTCCAA CCGCGTTGCC GCGGCGGGGT TCCGCTTCGG CATCCTCAAG 180
Cgl23722  AACGACGAGT CATGCTCCAA CCGCGTTGCC GCGGCGGGAT TCCGCTTCGG CATCCTCAAG 180
Clustal Co *xkkxkkkk * Hkkkkkkkkx Xhkkkkhkkhkkk kkkkkkkk * *kkkhkkkkkk K*xkkxkkkk*x 7178
190 200 210 220 230 240
B T T T O T L Y I
Cgl351933 GACGGGGACG ACGAAGATGA CGACTTGGTT GAGCAGGAGG TGCCCAACGA CGACGATGGT 240
Cgl23722 GACGGGGACG ACGAAGATGA CGACTTGGTT GAGCAGGAGG TGCCCAACGA CGACGATGGT 240
Clustal Co xkkkkkkkk Hkkkkhkkkkhx Xhkkhkkhkkhkkk kkkkkkkkhkkh *kkkhkkkkkk K*kkxkkkk*x 238
250 260 270 280 290 300
O e e e O e e B
Cgl35193 GTTGACGATG ACGGGGCGTT TGGCCGGATG GGGGGCCTCG CCACCAAGGA CTTGTTCCCG 300
Cgl23722 GTTGACGATG ACGGGGCGTT TGGCCGGATG GGGGGCCTCG CCACCAAGGA CTTGTTCCCG 300
Clustal Co Fxkkkkkkkk Hkkhkkhkkkkx Xhkkkhkkhkkhkkk kkkkkkkkkk *khkkkkkkkk *xkxkkkx*k%x 208
310 320 330 340 350 360
e e e e I I D
Cgl35193 CCACCTATGA TGGCCTGCGT GGAAGGCACC CTGGGAGCGA ACGCTGCGGG TATACGGGCT 360
Cgl23722 CCACCTATGA TGGCCTGCGT GGAAGGCACC CTGGGAGCGA ACGCTGCGGG TATACGGGCT 360
Clustal Co  rkkxkkkkkk kkkkkkhhkhkk Hhhkkkhkkkhkhk *hkkhkkkhkkhhkk kkkkkhkkkkk kkkkkxkkk* 35§
370 380 390 400 410 420
D S S T e e T e I I I
Cgl351933 GTTCCCTTCG TTCCTGTGGG ATCTTCGTCG TCCTCTGCTG CCTGCAGGCC GCAGTTGGTG 420
Cgl23722 GTTCCCTTCG TTCCTGTGGG ATCTTCGTCG TCCTCTGCTG CCTGCAGGCC GCAGTTGGTG 420
Clustal Co  *x*kkkkkkk khkkkkhkkhkhx Xhkkhkkhhhkhk *kkkkkkhkh *kkkhkkhkkkk *xkxkkhk*x 4718
430 440 450 460 470 480
e e e e e o I e
Cgl35193 GATCTGAGTT TCTGCCGGAG GGATGCAGCA GTGAGGCCGG AGGTCAGGAC ACTCCCTCAG 480
Cgl23722 GATCTGAGTT TCTGCCGGAG GGATGCAGCA GTGAGGCCGG AGGTCAGGAC ACTCCCTCAG 480
Clustal Co  *x*kkkkkkk Hhkkkkhkkkhx Xhkkhkkhkhhkhk kkkkkkkhkkh *kkkhkkkkkk *xkxkkkk*x 478
490 500 510 520 530 540
B T e e e e e I
Cgl351933 CAGCCGCCGC CGCCACCGCC GCAGCAGCAG CAGCCGCAAC AACAGGTGAA GAAGAGCCGG 540
Cgl23722 CAGCCGCCGC CGCCGCCGCC GCAGCAGCAG CABCCGCAAC ATCAGGTGAA GAGAAGCCGG 540
Clustal Co  *x*xkkkkkk kkkk kkkkkx Xkkkkkkkkk *k Kkkkkkkk * *kkkkkkk **k *kkk*kx 533
550 560 570 580 590 600
e e e e L T e I
Cgl351933 CGTGGCCCAC GGTCCCGAAG CTCGCAGTAC CGTGGCGTCA CGTTCTACCG TAGGACTGGA 600
Cgl23722 CGTGGCCCAC GGTCCCGAAG CTCGCAGTAC CGTGGCGTCA CGTTCTACCG TAGGACTGGA 600
Clustal Co  *x*kkkkkkk Hkkkkkkkkhx Xhkkhkkhkkhhkkhk kkkkkkkkkk *kkkkkkkkk *xkkkkkk*k*x 5093
610 620 630 640 650 660
O e o e O I R
Cgl35193 AGATGGGAAT CCCACATTTG GGACTGTGGA AAGCAGATCT ATCTAGGTGG CTTTGACACT 660
Cgl23722 AGATGGGAAT CCCACATTTG GGACTGTGGA AAGCAGATCT ATCTAGGTGG CTTTGACACT 660
Clustal Co Fxkkkkkkkk Hkkhkkkkkkx Xhkkkhkkhkkhhkkhk kkkkkkkkkk *khkkkkkkkk *xkkkkkk*k*x G53
670 680 690 700 710 720
e o O e O I I
Cgl35193 GCTCATGCCG CAGCAAGGGC ATATGACCGG GCTGCTATAA AATTTAGGGG AATAGATGCA 720
Cgl23722 GCTCATGCCG CAGCAAGGGC ATATGACCGG GCTGCTATCA AATTTAGGGG AATAGATGCA 720

Clustal Co KAk kkhkhkhkkhhAhk, KAhkkdkAhkkhkhAkhkkhk, *AkhkkAkhAhkkdkhAhkk,k *khkAhkkhkkhhk * **kxhk kkhkhkkhd,*x *,khkkhkk kxkk,%k% 712



730 740 750 760 770 780
D T L e e O I I
Cgl35193 GACATAAATT TCAACCTCAG TGACTACGAT GATGATATGA AACTGATGAG CAATCTCTCC 780
Cgl23722 GACATAAATT TCAACCTCAG TGACTACGAT GATGATATGA AACTGATGAG CAATCTCTCC 780
Clustal CO  Fxkkkkxkkhkh AXKkhkhArhk AXKKKAAX KK AXKKKAAXK K AXKKKAAA KK AXKKKkAXK K 77D
790 800 810 820 830 840
B T T I
Cgl35193 AAGGAGGAAT TCGTTCACAT ATTGCGTCGC CAAAGTACAG GATTTTCAAG AGGAAGTTCA 840
Cgl23722 AAGGAGGAAT TCGTTCACAT ATTGCGTCGC CAAAGTACAG GATTTTCAAG AGGAAGTTCA 840

Clustal CO Khkkhkhkkhkhkhkk Kk, *hkkhkhAkhkk hAkhkk Ak *hAkkhhAkkhkkhhkhkk, (kA khkhAkhhhk, *hrkkkhhrkkhkhhrk )k *kkrkk kkk*x%k 832

850 860 870 880 890 900
B T T T O T L Y I
Cgl35193 AAATACAGAG GGGTGACGTT GCACAAGTGT GGTCGCTGGG AAGCTCGCAT GGGGCAGTTC 900
Cgl23722  AAATACAGAG GGGTGACGTT GCACAAGTGT GGTCGCTGGG AAGCTCGCAT GGGGCAGTTC 900
Clustal Co *xkkkkkkkk Hkkhkkkkkkx Xhkkkhkkkhkkhkkk kkkkkkkkkk *kkkkkkkkk *kkxkkkx*k%x 8092
910 920 930 940 950 960
e e e e T O I
Cgl35193 CTGGGAAAGA AGTATATATA TCTTGGATTG TTCGACAGTG AAGTAGAGGC TGCAAGGGCT 960
Cgl23722 CTGGGAAAGA AGTATATATA TCTTGGATTG TGTGACAGTG AAGTAGAGGC TGCAAGGGCT 960
Clustal Co *xkkkkkkkk Hkkkkkkkkx Xkhkkkkkhkkhkkk *x Hhhkkkkkk *xkkhkkkkk* *kkkkkkx*kx OF()
970 980 990 1000 1010 1020
e e o D
Cgl35193 TATGACAAGG CAGCTATCCG ATGTAATGGG AGGGAGGCTG TCACAAATTT CGACCTGAGT 1020
Cgl23722 TATGACAAGG CAGCTATCCG ATGTAATGGG AGGGAGGCTG TCACAAATTT CGACCTGAGT 1020
Clustal Co  rkkxkkkkhkk Xkkkkhkhhkhk Hhhkkkhkhkhkhk *hkkkkhhkhhkkx kkkkkkkkkk kkkkkxkkx* 1010
1030 1040 1050 1060 1070 1080
D S S T e O T e I I I
Cgl35193 ACTTACGAAG GGGAGCTTAT CTCGGAAGCA GACACTGAGG GCCATAACCT TGACTTGAGT 1080
Cgl23722 ACTTACGAAG GGGAGCTTAT CTCGGAAGCA GACACTGAGG GCCATAACCT TGACTTGAGT 1080

Clustal Co khkkhkhkkhkhkhkk Kk, *hkk kA hAkhkk Ak *hAkkkhhkkhkkhhkk, (kA khkhkhhhk, *khhrkkhkhkrkkhkhrk )k kkkkk kkkxkkx%k 1070

1090 1100 1110 1120 1130 1140
D e e e e e e T
Cgl135193 CTAAGTATTT CCCAGCCTGC CAGTGACAGT CCCAAGGGGG ATAAGACCCC GAATACTGTT 1140
Cgl23722 CTAAGTATTT CCCAGCCTGC CAGTGACAGT CCCAAGGGGG ATAA-—————= —————————— 1124
Clustal CO khkhkkhkkhkhkhkhkh *Ahkkhkkhkhkhkhhhdx ),k khkhkhhrhhkk K khkhhrhxkkk,k* **r*x* 1114
1150 1160 1170 1180 1190 1200
D e e e T
Cgl35193 CTGATCCAGT CCCTTTCATT TGACTCGCCA GAGGTTAAGA AGTCTCGGAT CGATTTTCCT 1200
Cgl23722 ———————mmm m e e e e 1124
Clustal Co 1114
1210 1220 1230 1240 1250 1260
B T e e e I T e
Cgl35193 TCGTCCTTTT CCATCAGCCA GACATGCAGA CCAGCTGAAG GACGACACGG GCTTCCCATG 1260
Cgl23722 ————————— = mm e m e e e 1124
Clustal Co 1114
1270 1280 1290 1300 1310 1320
- | | | | (I | | | | |
Cgl35193 TGGGTGACTC AGGCCAATTG TTTTCCAAGC TTTGAGGGGA GCGCACTTGA CAAGAGGCCA 1320
Cgl23722 —————————= ——mmmmmmm— mm e —m e e 1124
Clustal Co 1114
1330 1340 1350 1360 1370 1380
cee | | | | et | | | | |
Cgl35193 GAGACGAAAC CGATTGCTCT TCCAAGTTTG TCATGGCAAG TGCATGCTGC TGGTCCTACC 1380
Cgl23722 ———=———— == mmm e e e 1124
Clustal Co 1114
1390 1400 1410 1420 1430 1440
S S s [ O O I I
Cgl35193 TCACTGCCAT CCTCTGCAGC ATCATCAGGA TTCTCTGCAA CCGCAATGCC TGCTGCAGTC 1440
Cgl23722 ——————mmmm e e e e 1124

Clustal Co 1114



1450 1460 1470 1480 1490 1500

B B e B L I R IR IR S B I
Cgl35193 CCAGCCTTCC CTTCTGCTCC TTCACACAAA AGACAACTGA TTCAATCAAA CGACAAGCCA 1500

Cgl23722 ———mmmmmm e e e e e 1124
Clustal Co 1114
1510 1520 1530 1540 1550 1560
D T e e e e O e AT
Cgl35193 TCTGCCCCCA TCAATATCCA GTTCAATTCT TCAGGCGAGG CATACAAGAG GAAGGGTCAG 1560
Cgl23722 ———————mmm e e e e 1124
Clustal Co 1114
1570
R P
Cgl35193 AACCGGGGGT GA 1572
Cgl23722 ——===————= -—— 1124
Clustal Co 1114

miR172 binding site
Cgl35193 1382 TCACTGCCAT CCTCTGCAGC ATCATCAGGA TTCTCTGCAA CCGCAATGCC TGCTGCAGTC 1440

B)

10 20 30 40 50 60
B B e B T I H e e B R I R
Cgl35193 MMLDLTLASS PDDTYKGSVE ASVNESGTSK SSVLNGDGSS NDDSCSNRVA AAGFRFGILK 60
Cgl23722 MMLDLTLASS PDDTYKGSVE ASVNESGTSK SSVLNGDGSS NDESCSNRVA AAGFRFGILK 60

Clustal Co KAKAkARAAKdh *AAXAIAAXIAA K K* *hAdhAdhhAkd *AhAAIAAXAhA K  AkohkhkhhAhhkh KAk hA Ak XA kxkh Kk 60

70 80 90 100 110 120
R e e e e T T e
Cgl35193 DGDDEDDDLV EQEVPNDDDG VDDDGAFGRM GGLATKDLFP PPMMACVEGT LGANAAGIRA 120
Cgl23722 DGDDEDDDLV EQEVPNDDDG VDDDGAFGRM GGLATKDLFP PPMMACVEGT LGANAAGIRA 120

Clustal Co AhkKkAkhkkhkkhhkkhk, KA AAAAAhhA, A KAAXAAAA*hk KA *AAkhAkAk hk *AkAdkhkkhkhhkk *kx )k kkk,kk*x% 120

130 140 150 160 170 180
O e L T O e I
Cgl35193 VPFVPVGSSS SSAACRPQLV DLSFCRRDAA VRPEVRTLPQ QPPPPPPQQOQO QPQOQOQOVKKSR 180
Cgl23722 VPFVPVGSSS SSAACRPQLV DLSFCRRDAA VRPEVRTLPQ QPPPPPPQQQ -PQHQVKRSR 179

Clustal Co khkkhkhkkhkhkhkkhkhkk kA hkhkkhhkhkkhkx (hkkhhk khkhrkhk K hkkkhhkkhkhrkk *hkrxk kkkhrkhkkk%k *k e kkk o kK 179

190 200 210 220 230 240
B B e I L I BRI IR ISP I B I
Cgl35193 RGPRSRSSQY RGVTFYRRTG RWESHIWDCG KQIYLGGFDT AHAAARAYDR AAIKFRGIDA 240
Cgl23722 RGPRSRSSQY RGVTFYRRTG RWESHIWDCG KQIYLGGFDT AHAAARAYDR AAIKFRGIDA 239

Clustal Co kAR hkAhkhkk khhk *AhAAkhAAA AkhAAk Kk *hAdhkAhhkk Kk (kA kA hhAk* K*hhkkhAkhhkkhkhhk Kk khkk Ak hkkk%k 239

250 260 270 280 290 300
B e o e e e L
Cgl35193 DINFNLSDYD DDMKLMSNLS KEEFVHILRR QSTGFSRGSS KYRGVTLHKC GRWEARMGQF 300
Cgl23722 DINFNLSDYD DDMKLMSNLS KEEFVHILRR QSTGEFSRGSS KYRGVTLHKC GRWEARMGQF 299

Clustal CO KKhkAhkAkK hkhAkk Kk, *hkAkhAkhAAkhAkkAk A, *hAkkhkkhkhAkkhkhhkhk, (kA kA hhk, *k hAkkhkkhkkrkkhkhkxk )k rkk kkkk,k*x% 299

310 320 330 340 350 360
B B I I L I Il RPN IR IR I B I
Cgl35193 LGKKYIYLGL FDSEVEAARA YDKAAIRCNG REAVTNFDLS TYEGELISEA DTEGHNLDLS 360
Cgl23722 LGKKYIYLGL CDSEVEAARA YDKAAIRCNG REAVINFDLS TYEGELISEA DTEGHNLDLS 359

Clustal Co kkhkkhkkkhkhkkkKk khkkhkhkkhkkhkhkhkk K hkhkkhAkhhkkhhhkk, Akhkhkhkkhkhkkhkkhhk, KA Ahkhkkxkhkhkk hkk *AAk*khkkhkkrkkx%x 358

370 380 390 400 410 420



Cg135193

LSISQPASDS PKGDKTPNTV LIQSLSFDSP EVKKSRIDEFP SSEFSISQTCR PAEGRHGLPM 420

373

373

Cgl23722 LSISQPASDS PKGD—-=—=—=== —————————— ———mmmm——— — e ———— e —————
Clustal CO Ak kkkkkhkhkhKh KKk %k 372
430 440 450 460 470 480

D e T o O O A I
Cgl35193 WVTQANCFPS FEGSALDKRP ETKPIALPSL SWQVHAAGPT SLPSSAASSG FSATAMPAAV 480
Cgl23722 ——————— === mm e e e
Clustal Co 372

490 500 510 520

e e e I
Cgl135193 PAFPSAPSHK RQLIQSNDKP SAPINIQFNS SGEAYKRKGQ NRG- 523
Cgl23722 ———======= ———————m— = ————————— -—-——= 373
Clustal Co 372
)]
Cgl35193 MMMLDLTLASSPDDTYKGSVEASVNESGTSKSSVLNGDGSSNDDSCSNRVAAAGFRFGILK 60
Cgl23722 MMMLDLTLASSPDDTYKGSVEASVNESGTSKSSVLNGDGSSNDESCSNRVAAAGEFRFGILK 60
Cgl35193 DGDDEDDDLVEQEVPNDDDGVDDDGAFGRMGGLATKDLFPPPMMACVEGTLGANAAGIRA 120
Cgl23722 DGDDEDDDLVEQEVPNDDDGVDDDGAFGRMGGLATKDLFPPPMMACVEGTLGANAAGIRA 120

NLS
Cgl35193 VPEFVPVGSSSSSAACRPQLVDLSFCRRDAAVRPEVRTLPQOPPPPPPQOQOQOPQOQQOVKKSR 180
Cgl23722 VPEFVPVGSSSSSAACRPQLVDLSFCRRDAAVRPEVRTLPQQOPPPPPPQOQO*PQHQVKRSR 180
AP2-R1
Cgl35193 RGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQIYLGGFDTAHAAARAYDRAAIKFRGIDA 240
Cgl23722 RGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQIYLGGFDTAHAAARAYDRAAIKFRGIDA 240
AP2-R2
Cgl35193 DINFNLSDYDDDMKLMSNLSKEEFVHILRRQSTGEFSRGSSKYRGVTLHKCGRWEARMGQF 300
Cgl23722 DINFNLSDYDDDMKLMSNLSKEEFVHILRRQSTGEFSRGSSKYRGVTLHKCGRWEARMGQF 300
Cgl35193 LGKKYIYLGLFDSEVEAARAYDKAAIRCNGREAVTNFDLSTYEGELISEADTEGHNLDLS 360
Cgl23722 LGKKYIYLGLCDSEVEAARAYDKAAIRCNGREAVTNFDLSTYEGELISEADTEGHNLDLS 360
Cgl35193 LSISQPASDSPKGDKTPNTVLIQSLSFDSPEVKKSRIDFPSSEFSISQTCRPAEGRHGLPM 420
Cgl23722 LSISQPASDSPKGD 374
miR172

Cgl35193 WVTQANCFPSFEGSALDKRPETKPIALPSLSWQVHAAGPTSLPSSAASSGFSATAMPAAYV 480
Cgl23722 374
Cgl35193 PAFPSAPSHKRQLIQSNDKPSAPINIQFNSSGEAYKRKGQONRG- 523

Cgl23722

374



