F_: 1_0 1.5 2.0 2_5 3.0 3.5 4_0 45 50 5_5 6_0 6.5 70
conservation IR N N N e N RN T ¥

CG.GT

SCPP7 PN CAAC ATC T CAAGCAATA...TAC G 7
SCPP7' PP GAT A C C CAATTAATG...TATTATAAGC T
SCPP7 AM AAT G T il ATCTGCTIG. . .GTTG GTCTTATTG 7
SCPP7°ClI GAT A C il .. TAT G 7
SCPP7 DR GAT A C i} .. TAT G 7
SCPP7-LW GAT A C C CCAACTGATGTA G 80
SCPP7-C1°CC GAA T C il TCGATG...TAT G 7
SCPP7-C2°CC GAG A © il TTGATG...TAT G 7
SCPP7-C1'SG GAA T C il TTGATG...TAT G 7
SCPP7-C2'SG GAG A C i TTGATG...TAT G 7
SCPP7-C1'SA GAA T C il TTGATG...TAT G 7
SCPP7-C2'SA GAG A C il TTGATG...TAT A 7
SCPP7-C1'SR GAA T C i TTGATG...TAT G 7
SCPP7-C2'SR GAG A C il TTGATLG. . .TAT G T
80 85 90 95 105 110 115 120 125 130 135 140 145 150 155
conservation ! [ Plskokosk Do |k RN [ e ! ke P PP Pk bl Dl
SCPP7 PN CCACGTGGCTCCG GIGCCGCT G CC i GGAG 157
SCPP7' PP CATGGCTCCA. CECTTCCT, C il AGAG 148
SCPP7 AM CTCTTGCTGCC. GITGCCCCC T C GGAG 148
SCPP7°ClI AATGGCTCAA. CICGTCCTGCT C il AGAG 148
SCPP7 DR AATGGCTCCA. CTCAGCAAGCG T C CGAG 148
SCPP7-LW CATGGC CICTTCCTGCG C il AGAG 151
SCPP7-C1°CC CCTGGC GICTTCCTGCG T il CGAA 148
SCPP7-C2°CC CCTGGC CICTTCCTGCG T i TGAG 148
SCPP7-C1'SG CCTGGC CICTTGCTGCG C il CGAA 148
SCPP7-C2'5G CCTGGC CICTTCCTGCG T i CGAA 148
SCPP7-C1'SA CCTGGC CICTTGCTGCG C il CGAA 148
SCPP7-C2'SA CCTCGC CICTTCCTGCG T il CGAA 148
SCPP7-C1'SR GTATAA GATCTA CICTTGTTGCG C i CGAA 151
SCPP7-C2'SR CCTG.C CCA. CICTTCCTGCG T il CGAG 148
1§0 1@5 1‘(0 1?5 1&_30 1§5 1(:)0 9 290 295 210 215 220 225 230
conservation LRI 1ok ! e * ! ! '!! IR RN N NN NN RN
SCPP7 PN GGCAGCTCAGAATCGT. .. GGAGCTC GCT CAAACAC 234
SCPP7 PP GGCTGCTCAACAGGCT GGAGGTT T GT AA ATC TAAACAT 228
SCPP7 AM GGCTCAGCAGGCAGCTGCAGCT. . .. .. CAC GCT CAAACAC 222
SCPP7°CI GGCAGCTCACCAGGCT GGAGTTC T CT AA GTC CAAACAC 228
SCPP7 DR GGCAGCTCAGCAGGCT GGAGTTC CGTC TAAACAC 228
SCPP7-LW AGTTAAGGCTGGGGGC GGGCAAAT GTCATTC ACA CAAGTACTCTC 231
SCPP7-C1°CC GGCAGCTCAGCAGGCT GGAGTTC AA GTC TAAGCAT 228
SCPP7-C2°CC GGCAGCTCAGCAGGCT GGAGTTC AA GTC TAAGCAT 228
SCPP7-C1'5G GGCAGCTCAGCAGGCT GGAGTTC AA GTC TAAGCAT 228
SCPP7-C2'5G GGCAGCTCAGCAGGCT GGAGTTC AA GTA TAAGCAT 228
SCPP7-C1'SA GGCAGCTCAGCAGGCT GGAGTTC AA GTC TAAGCAT 228
SCPP7-C2'SA GGCAGCTCAGCAGGCT GGAGTTC AA GTA TAAGCAT 228
SCPP7-C1'SR GGCAGCTCAGCAGGCT GGAGTTC AA GTC TAAGCAT 231
SCPP7-C2'SR CATGAAACTCTAGATG TCAGTTC AA GTA TAAGCAT 228
235 245 250 255 260 265 270 275 280 285 290 295 300 305 310
conservation ||*| |||| Ul D hsksk DU DT s b DU DL s b ] % Pokskok Do Dotk Dl D Do Dok D Dok D | Dokok | Ik | )
SCPP7 PN CGTGAG CTC ATTTGA TGCCECCGET AGCCGTTCCTGT A 314
SCPP7 PP A A CIG CITTCGG TCCTGAACCT TGCTGTCCCAGC G 308
SCPP7' AM G T CTC ATTCGG TGCTECCGCT GGCTGCCCCGGC A 302
SCPP7°CI A A CTG CTTCGG TCCTCAACCT A TGC A 308
SCPP7 DR A G CIG CITTCGA C...CGTCCA T TGT il 305
SCPP7-LW G A TIT CTATGA CAGTCGGCAC. . G AAA C 308
SCPP7-C1°CC G A CIG ATTCGG TCCTCAAGCT A TGC il 308
SCPP7-C2°CC A A CTG ATTCAG TCCTCAACCT A AGC A 308
SCPP7-C1'SG G A CTG ATTCGA TCCTCAAGCT A TGC il 308
SCPP7-C2'SG A A TG ATTCAG TCCTCAACCT A TGC il 308
SCPP7-C1'SA G A CTG ATTCGG TCCTCAAGCT A TGC i 308
SCPP7-C2'SA A A TG ATTCCG TCCTCAACCT A AGC il 308
SCPP7-C1'SR G A CTG ATTCGG TCCTCAAGCT A TGC i 311
SCPP7-C2'SR A A TILG ATTCAG TCCTCAACCT A AGC il 308
315 320 325 330 335 340 345 350 355 360 365 370 375 380 385 390
conservation Pk D1k | Dok 11k * | Pkl skox [ * * * *  kok ok * % * % * X kok
SCPP7 PN AGCTGTTCCTGCAGCTCETGTTGTCCAGCCTTCTCCT. . .CCCAGGAGCGATGATGATGATGATG 391
SCPP7' PP AGTTGCTCCTGCTGCCCCAGCT . . . ... ... it CCTGTTCCAAAGGATGATGATGATG 370
SCPP7 AM AGTTGCCCCTGTAGCTCETGTTGCCCGGGCC. ... ... .. CCTCTTCCCAGGAGTGATGATGATG 373
SCPP7°ClI AGCAGTACCTGTGGCACICCGCGGCACCCGCAGCACCCGCGCCTGTT . . . v v v v e e e e e e e 369
SCPP7 DR AGCTGCCCCAGCTGCCCCAGTTGCTCCTGCTGCCCCGGCTCCCGTTCCAAAGGATGATGATGATG 385
SCPP7-LW AAATCTGCCCGCAGCACCTGTGGCACCCGCAGCACCAGCGCCTGTT . . v v v v v it e e e e e e e 369
SCPP7-CI'CC T i TGCT TGCTGCCCCAGTACAGTCCAAACTGAACGCCCCTGTTCCAAAGGACGATGATGATG 388
SCPP7-C2CC T i TGCT TGCTGCCCCAGCAGCACCCGCAGCACCCGCACCTGTTCATGTAAACCCTTCTCATT 388
SCPP7-C1SG T i AGCA CGCAGAAC T . . . .ttt e e e e e e e e e e e e e e e e e 342
SCPP7-C25G T i TGCT AGTACAGTCAAACTGAAAAATTGCCCCTGTTCCAAAG. .. ... GACGATGATGATG 382
SCPP7-CI'SA T 1] AGCA TGCAGCACCCGTAGCACCCGCA . . . ittt e e e e e e e e e e e e 354
SCPP7-C2SA T i TGCT AGTACAGTCAAACTGAAAATTTGCCCCTGTTCCAAAG. ... .. GACGATGATGATG 382
SCPP7-CISR T i AGCA TGCAGCACK C . . . ot e e e e e e e 345
SCPP7-C2SR T i ATCA AGCTGCCCETGCAGCACCTGCAGCACCTGCACCTGTT. ... ... i e 369




conservation
SCPP7' PN
SCPP7'PP
SCPP7AM
SCPP7ClI
SCPP7' DR
SCPP7-LW
SCPP7-C1°CC
SCPP7-C2°CC
SCPP7-C1'SG
SCPP7-C2'SG
SCPP7-C1SA
SCPP7-C2°SA
SCPP7-C1'SR
SCPP7-C2'SR

395 400 405

ACCATGATGACTAA
ATCATGATGACTAA
ATGAGAACGAT. ..

ATCATGATGACTAA
CAAAATCAGAC. ..

K non conserved

X >55% conserved
K >85) conserved

405
384
384
369
399
369
402
399
342
396
354
396
345
369



