. . e o
Go_s2469 o
29577 16
@ 20355 o
G577 VI I : 33
Gp 19005 CTACCACATIGTAAGCGCT! - TCGACTTICGAACTITT! T \TAGRAGCTGCT! GIT 180
@ 01518 RO : I o
@ 01520 CATAAATACARAAGACATTARCACRE 26
Commenais

LocaT 153
Gb_s2469 il i e 12
@ 29577  ACACACICICCATICCTTTGGACTARCTCCTICETETT TGe6C mmm c 156
@ 20355 . reoce 2 B s i 2 138
G577 CCATICETICCATACETCRE < i i 208
@ 15005 TCTCTGCC TTAGCGGATIGTACTTC < 355
@01518 ... S < 121
@ 01520 GARATTGOHATACTA 205
Commenais

LncATL 333
Gb_s2469 512
@ 25577 373
@ 20355 218
@ 35771 388
@ 15005 535
@ 01515 d - : 301
G 01520 TTCTARGEGA 385
Comsensus

LncATL 168
Gr_s2469 P
25577 s51
@ 20355 57
@ 35771 ses
@ 15005 73
@ 01515 a5
@ 01520 ses
Consensus

LnowaTy 168
or_s2469 c6s
@277 730
@ 20355 e
@ 35771 745
v 15005 852
@ 01518 658
@ 01520 7a
Consensus

LnowaTy 168
o _s2469 1
@ 2977 s0s
@ 20355 856
@ 35771 22
@ 15005 1068
@ 01518 835
@ 01520 21
Consensus

LnawaTL . e e . e . RETTTRTTTT ETTTTRTT . S 168
oo_32465 o o Gl ... & C 1014
@ 29577 TCAgAC < e 1083
20355 2 cac 2. < 2 1025
@ 3577 i, < 1085
@ 15005 : il : 1262
@ 01518 ere. ..o et 6 1008
@ 01520 cecaagAtecTTT il B g 1084
Consensus

LnawaTy . TP . e T 168
oo_32465 1Cct c 1 AAGAAC 1165
@ 29577 cance TATTAGT ccncanficarcicieact 1284
20355 - 1187
@ 35771 c 1263
@ 15005 rccigr < e cacos Ta10
G 01518 < ac e acan 1176
eo_o1520 SE— Corncs AceTccageT ACTATCICCTCCGICRAGTAE 1272
Consensus

LnawaT1 168
ao_32465 S O RS 1185
@ 29577 TATICTATCIGTAATICAGTT CACCTACTTITCTAGTACCTATCGTT CTTACCTACCARRGRTTTTARGTIGATAT CATGTCCGRRT 1434
@ 20355 U . S 1197
@ 35771 . 1263
@ 15005 1a10
G oisis ..l . VLI VI 1176
@ 01520 ATGEATCICIICT CrCTecTCRACee: T caccrerer 1352
Consensus

Lo 68
b_32465 ... R 1185
@ 25877 ATTGAIC GTCTE T 512
@ 20355 1187
@ 35771 . 1263
@ 15005 1a10
G 01518 1176
@ 01520 . 1386
Consensus

Fig. S15 Sequence alignment of the LncNATI reverse-complement strand with other
G. biloba CHS genes (excluding Gb_19002).



