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Table. S3: Nucleotide BLAST results from the 20 herbal samples.
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Aristolochia tagala voucher MUS-5400 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial se... Aristolochia tagala 494 494
Avistolochia tagala voucher MUS-5401 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial se... Aristolochia tagala 486 486
Avistolochia tagala chloroplast, complete genome. Aristolochia tagala 484 484
Avistolochia tagala chioroplast, complete genome. Aristolochia tagala 484 484
Aristolochia tagala voucher MUS-5386 PsbA (psbA) gene, partial cds; and psbA-trnH intergenic spacer, partial se... Aristolochiatagala 483 483
Aristolochia pierrei voucher MUS-5409 PsbA (psbA) gene, partial cds; and psbA-trH intergenic spacer, partial se... Aristolochia pierrei 481 481
Aristolochia tagala voucher YC0672MT06 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial ... Aristolochia tagala 448 448
Aristolochia tagala voucher YC0672MT05 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial ... Aristolochia tagala 448 448
Avistolochia tagala voucher YC0672MT01 PsbA (psbA) gene, partial cds; and psbA-trH intergenic spacer, partial ... Aristolochia tagala 448 448
Aristolochia tagala voucher YC0672MT04 PsbA (psbA) gene, partial cds; and psbA-trnH intergenic spacer, partial ... Aristolochia tagala 442 442
Aristolochia tagala voucher YC0672MT03 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial ... Aristolochia tagala 442 442
Avistolochia tagala voucher YCO672MT02 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial .. Aristolochia tagala 442 442
Aristolochia sp. MMS-2020 voucher SPPU0103 psbA-tmH intergenic spacer region, partial sequence; chloroplast ~ Aristolochia sp.... 435 435
Aristolochia indica voucher SPPU0101 psbA-trmH intergenic spacer region, partial sequence; chloroplast Aristolochia indica 433 433
Aristolochia bracteolata chloroplast, complete genome Aristolochia bract... 412 412
Aristolochia tubiflora chloroplast, complete genome Aristolochia tubifl... 409 409
Aristolochia tubiflora chloroplast, complete genome Avristolochia tubifl... 409 409
Aristolochia tagala isolate AT PsbA (psbA) gene. partial cds: and psbA-trnH intergenic spacer. partial sequence: Aristolochiatagala 409 409
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Avistolochia pierrei voucher MUS-5409 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gen... Aristolochia pierrei 1748 1748 99% 0.0 98.69% 1428 KP998768.1

Aristolochia sp. SH-2010 chloroplast gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, par... Aristolochia sp. S... 1742 1742 99% 0.0 98.59% 1303 AB586208.1
Aristolochia tagala chloroplast, complete genome Avistolochia tagala 1736 1736 99% 0.0 98.48% 159308 NC_041455.1
Aristolochia tagala chloroplast, complete genome Avistolochia tagala 1736 1736 99% 0.0 98.48% 159308 MK503931.1

Avistolochia tagala voucher MUS-5400 ribulose-1

isphosphate carboxylase/oxygenase large subunit (rbcL) gen... Aristolochia tagala 1736 1736 99% 0.0 98.48% 1428 KP998772.1

Avistolochia tagala voucher MUS-5386 ribulose-1 phosphate carboxylase/oxygenase large subunit (rbcL) gen... Aristolochia tagala 1736 1736 99% 0.0 98.48% 1428 KP998774.1

Avistolochia tagala voucher MUS-5401 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcL) gen... Aristolochia tagala 1736 1736 99% 0.0 98.48% 1428 KP998775.1

Aristolochia zollin... 1736 1736 99% 0.0 9848% 1417 AB205599.1

Avistolochia bract... 1709 1709 99% 0.0 97.98% 158234 MT130705.1
Avistolochia albida chloroplast rbel. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase, partial cds Aristolochia albida 1709 1709 99% 0.0 97.98% 1417 AB205585.1

Aristolochia debilis chioroplast, complete genome Avistolochia debilis 1703 1703 99% 0.0 97.88% 159793 MF539928.1

Aristolochia pothieri voucher MUS-5374 ribulose-1

5-bisphosphate carboxylase/oxygenase large subunit (rbcL) ge... Aristolochia pothieri 1703 1703 99% 0.0 97.88% 1428 KP998769.1

Aristolochia pothieri voucher MUS-5416 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) ge... Aristolochia pothieri 1703 1703 99% 0.0 97.88% 1428 KP998776.1
Aristolochia tubiflora chloroplast, complete genome Avistolochia tubifl... 1698 1698 99% 0.0 97.78% 160520 NC_041456.1
Aristolochia tubifiora chloroplast, complete genome Aristolochia tubifl... 1698 1698 99% 0.0 97.78% 160520 MK503932.1
Aristolochia contorta chloroplast, complete genome Aristolochia cont... 1698 1698 99% 0.0 97.78% 160576 MF539927.1
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Emilia sonchifolia voucher MY144 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, complet... Emilia sonchifolia 1210 1210 100% 0.0  100.00% 655 MH808127.
Emilia sonchifolia voucher LSC90 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribo... Emilia sonchifolia 1136 1136 100% 0.0 98.02% 723 MH768103.
Emilia sonchifolia ES-08 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2 and 28S rRNA, partial and complete sequence  Emilia sonchifolia 1136 1136 100% 0.0 98.02% 752 LC503591.1
Emilia sonchifolia ES-07 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2 and 28S rRNA, partial and complete sequence  Emilia sonchifolia 1136 1136 100% 0.0 98.02% 752 LC503583.1
Emilia sonchifolia ES-06 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2 and 28S rRNA, partial and complete sequence  Emilia sonchifolia 1136 1136 100% 0.0 98.02% 752 LC503575.1
Emilia sonchifolia ES-05 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2 and 28S rRNA, partial and complete sequence  Emilia sonchifolia 1136 1136 100% 0.0 98.02% 752 LC503567.1
Emilia sonchifolia ES-04 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2 and 28S rRN, Emilia sonchifolia 1136 1136 100% 0.0 98.02% 752 LC503559.1
Emilia sonchifolia ES-03 genes for 18S rRNA, 1TS1, Emilia sonchifolia 1136 1136 100% 0.0 98.02% 752 LC503551.1
Emilia sonchifolia ES-02 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2 and 28S rRNA, partial and complete sequence  Emilia sonchifolia 1136 1136 100% 0.0 98.02% 752 LC503543.1
Emilia sonchifolia ES-01 gene for 18S rRNA, ITS1, 5.88 rRNA, ITS2 and 28S rRNA, partial and complete sequence Emilia sonchifolia 1136 1136 100% 0.0 98.02% 752 LCA498822.1
Emilia sonchifolia voucher TangXS0455 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene. co... Emilia sonchifolia 1136 1136 100% 0.0 98.02% 653 MHB808126.
Emilia sonchifolia 1136 1136 100% 0.0 98.02% 724 FJ980355.1
javanica 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S riboso... Emilia sonchifolia... 1136 1136 100% 0.0 98.02% 798 EF108405.1
Emilia prenanthoidea isolate 649 voucher Sino-American Guizhou Botanical Expedition no. 2373 18S ribosomal RNA ... Emilia prenanthoi... 1125 1125 100% 0.0 97.71% 735 EF538196.1
Emilia exserta 1125 1125 96% 0.0 98.57% 631 EF538195.1
.. Emilia sonchifolia 114 1114 98% 0.0 97.98% 641
Emilia sonchifolia var. javanica internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spac... Emilia sonchifolia... 1098 1098 98% 0.0 97.51% 641
W e haa 4nma Annor A OR Aao.  77n





image10.png
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments

select all 700 sequences selected

Description

Emilia sonchifolia maturase K (matK) gene, partial cds; chloroplast

Enmilia sonchifolia voucher TangXS0455 maturase K (matK) gene, partial cds; chloroplast

Emilia sonchif

ia chloroplast, complete genome
Emilia sonchifolia voucher T. Y. Siu 668 chloroplast, complete genome

Emilia sonchifolia maturase K (matk) gene, partial cds; chloroplast

Emilia sonchifolia voucher PS0709MT01 maturase K (matK) gene, partial cds; chloroplast
Emilia prenanthoidea maturase K (matK) gene, partial cds; chioroplast
Emilia sonchifolia voucher LSC90 maturase K (matk) gene, partial cds; chloroplast

Emilia sonchifolia voucher MY144 maturase K (matK) gene, partial cds; chioroplast

Enmilia sonchifolia ES-08 chloroplast matk gene for maturase K, complete cds
Emilia sonchifolia ES-07 chloroplast matk gene for maturase K, complete cds
Emilia sonchifolia ES-06 chloroplast matk gene for maturase K, complete cds

Emilia sonct

ES-05 chloroplast matk gene for maturase K, complete cds

Emilia sonchifolia ES-04 chloroplast matk gene for maturase K, complete cds

Emilia sonchifolia ES-03 chloroplast matk gene for maturase K, complete cds

Enmilia sonchifolia ES-02 chloroplast matk gene for maturase K, complete cds

Emilia sonchifolia ES-01 chloroplast matK gene for maturase K, complete cds

I’’’ ooeo

S ——

S T e N e et vu—

Download v
GenBank  Graphics
Scitifc Name s’:‘:::e ;:::'e
v -
Emilia sonchifolia 14% 1496
Emilia sonchifolia 1496 1496
Emilia sonchi 14% 1496
Emilia sonchifolia 1496 1496
Emilia sonchifolia 1496 1496
Emilia sonchifolia 1496 1496
Emilia prenanthoidea 1485 1485
Emilia sonchifolia 1478 1478
Emilia sonch 1465 1465
Emilia sonchifolia 1463 1463
Emilia sonchifolia 1463 1463
Emilia sonchifolia 1463 1463
Emilia sonch 1463 1463
Emilia sonchifolia 1463 1463
Emilia sonchifolia 1463 1463
Emilia sonchifolia 1463 1463
Emilia sonchifolia 1463 1463

SE—

S aEn

P,

Distance tree of results

Query

Cover
v

100%.
100%
100%.
100%
100%.
100%
100%
98%
97%
100%
100%
100%
100%
100%
100%
100%
100%

o

Select columns

3

value
-

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

n

Per.

Ident
v

100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
99.75%
100.00%
100.00%
99.26%
99.26%
99.26%
99.26%
99.26%
99.26%
99.26%
99.26%

A Aoy

Show

Acc.

Len
v

863
810
151472
151474
896
843
895
815
793
1518
1518
1518
1518
1518
1518
1518
1518

[ZZMSA Viewer

Accession

KP996864.1
MN267091.1
MZ958826.1
NC_058645.1
MN783922.1
HM989792.1
MN783921
MH767804.1
MK435705.1
LC503592.1
LC503584.1
LC503576.1
LC503568.1
LC503560.1
LC503552.1

LC503544.1

LC4988;
o





image11.png
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download “ [z Select columns ¥ Show
select all 700 sequences selected GenBank Graphics Distance tree of results [ZEIMSA Viewer
oscigion Scrtotme | .. | o o [vake | ert | Lom | Aosson
v v v v - -
Emilia sonchifolia chloroplast, complete genome Emiliasonchifolia 1037 1037 100% 0.0 100.00% 151472 MZ958826.1
Emilia sonchifolia voucher T. Y. Siu 668 chioroplast, complete genome Emilia sonchifolia 1037 1037 100% 0.0 100.00% 151474 NC_058645.1
Emilia sonchifolia ES-08 chioroplast genes for photosystem Il protein D1, psbA-tmH intergenic spacer and tRNA-... Emilia sonchifolia 1037 1037 100% 0.0 100.00% 561 LCS503504.1
Emilia sonchifolia ES-07 chioroplast genes for photosystem Il protein D Emiiasonchifolia 1037 1037 100% 0.0 100.00% 561 LC503586.1
Emilia sonchifolia ES-06 chioroplast genes for photosystem Il protein D1, psbA-tmH intergenic spacer and tRNA:-... Emilia sonchifolia 1037 1037 100% 0.0 100.00% 561 LC503578.1
Emilia sonchifolia ES-05 chioroplast genes for photosystem Il protein D1, psbA-tmH intergenic spacer and tRNA:-... Emilia sonchifolia 1037 1037 100% 0.0 100.00% 561 LC503570.1
Emilia sonchifolia ES-04 chioroplast genes for photosystem Il protein D1, psbA-tmH intergenic spacer and tRNA-... Emilia sonchifolia 1037 1037 100% 0.0 100.00% 561 LC503562.1
Emilia sonchifolia ES-03 chioroplast genes for photosystem Il protein D1, psbA-tmH intergenic spacer and tRNA-... Emilia sonchifolia 1037 1037 100% 0.0 100.00% 561 LCS503554.1
Emilia sonchifolia ES-02 chioroplast genes for photosystem Il protein D1, psbA-tmH intergenic spacer and tRNA:... Emilia sonchifolia 1037 1037 100% 0.0 100.00% 561 LC503546.1
Emilia sonchifolia ES-01 chioroplast gene for photosystem Il protein D1, psbA-trH intergenic space and tRNAHi... Emilia sonchifolia 1037 1037 100% 0.0 100.00% 561 LC498825.1
Crassocephalum montuosum voucher US:Funk13477 tmH-psbA intergenic spacer, partial sequence; chioroplast ~ Crassocephalum... 953 953 91% 00 100.00% 516 MN229013.1
Emilia coccinea PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete sequence; and tRNA-His (t... Emilia coccinea 926 1036 95% 0.0 97.95% 535 [EF538020.1
Emilia sonchifolia var. javanica isolate AG2KJ93 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-m. .. Emilia sonchifoli... 898 1008 91% 00 98.07% 516 MF348787.1
Emilia sonchifolia voucher Trotta950146 psbA-mH intergenic spacer, partial sequence; chioroplast Emilasonchifolia 869 869 83% 0.0 10000% 470 MH621890.1
Emilia fosbergii voucher Trotta950082 psbA-trH intergenic spacer, partial sequence; chioroplast Emiiafosbergi 865 865 83% 0.0 100.00% 468 MH621889.1
Senecio triqueter PsbA (psbA) gene, partial cds; psbA-mH intergenic spacer, complete sequence; and tRNA-His ... Senecio triqueter 852 852 100% 00 94.49% 549 EF538074.1
Dendrosenecio battiscombei chioroplast, complete genome Dendroseneciob... 850 850 100% 0.0 94.48% 150556 KY4341
Dendrosenecio keniodendron chioroplast, complete genome. Dengroseneciok.. 850 850 100% 00 _04s% 150555 KvissiolE
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Emilia sonchifolia voucher MY144 ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rbcl) gene, p. sonchifolia

Emilia sonchifolia voucher TangXS0455 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) g... Emilia sonchifolia

Emilia sonchifolia chloroplast, complete genome Emilia sonchifolia

Emilia sonchifolia voucher T. Y, Siu 668 chioroplast, complete genome

Emilia sonchifolia voucher PS0709MTO01 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) g... Emilia sonchifolia

Emilia sonchifolia ES-08 chloroplast rbcl. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subun... Emilia sonchifolia

Emilia sonchifolia ES-07 chioroplast rbcl gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subun.

milia sonchifolia

Emilia sonchifolia ES-06 chloroplast rbcl. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subun... Emilia sonchifolia

Emilia sonchifolia ES-05 chloroplast rbcl. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subun... Emilia sonchifolia

Emilia sonchifolia ES-04 chioroplast rbcl gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subun.

milia sonchifolia

Emilia sonchifolia ES-03 chioroplast rbl. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subun... Emilia sonchifolia

Emilia sonchifolia ES-02 chloroplast rbcl. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subun... Emilia sonchifolia

Emilia sonchifolia ES-01 chloroplast rbcl. gene forribulose-1,5-bisphosphate carboxylase/oxygenase large subuni... Emilia sonchifolia

Emilia coccinea isolate 126 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial c.
Mimosa bimucronata voucher RQHN00258 ribulose-1,5-bisphosphate carboxylase large subunit (rbcl) gene, part... Mim imt

milia sonchifolia

milia coccinea

Petasites hybridus ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds; plasti

Petasites hybridus

Sanansia midinglike ahincaniast aamalabe aanae Sanacia mding) Ea
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Thunbergia laurifolia genes for 5.8 rRNA, ITS 2, 285 rRNA, partial and complete sequence, isolate: CHULA-031 Thunbergia laurifolia 547 ~ 547 59%  4e-151 98.05% 351 LC456370.1

Thunbergia grandifiora voucher PW072 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, com... Thunbergia grand... 438 438 63% 3e-118 89.97% 486 KT004502.1

hunbergia coc

Thunbergia coccinea voucher PWO062 5.88 ribosomal RNA gene, partial sequence; internal transcribed spacer 2, com 433 433 63% 1e-116 89.43% 472 KT004499.1

Thunbergia coccinea genomic DNA containing 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, spec... Thunbergia cocei... 429 429 62%  2e-115 89.67% 758 HG004805.1

. Thunbergia cocci... 381 381 57% 5e-101 89.00% 541 EU528909.1

Thunbergia alata voucher BKF189462 5.8S ribosomal RNA gene, partial sequence; interal transcribed spacer 2, comy

hunbergia alata 351 351 63% 4e92 85.33% 403 KT004498.1

Thunbergia fragrans voucher BKF189466 5.8S ribosomal RNA gene, partial sequence; intemal transcribed spacer 2, c... Thunbergia fragrans 324 324 63%  8e-84 83.78% 418 KT004501.1

Thunbergia alata voucher MIB:SASS 0010 5.8S ribosomal RNA gene, partial sequence; intemal transcribed spacer 2, c...Thunbergia alata 315 315 63%  5e-81 8363% 452 MZ489675.1

Thunbergia colpifera voucher BKF189465 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, hunbergia col

292 292 63% 274 8223% 474 KI004500.1
Thunbergiaalata 283 283 56% 1e-71 83.44% 677 AF169850.1

Thunbergia erecta voucher MO:Carisen3102 5.8S ribosomal RNA gene, partial sequence; intemal transcribed spacer 2... Thunbergia erecta 265 265 59%  5e-66 81.73% 352 OL536686.1

Callicarpa macrophylla isolate BBO636 5.8S ribosomal RNA gene, partial sequence; interal transcribed spacer 2, com... Callicarpa macrop...

244 63% 660 80.35% 406 KRS531867.1

Lyperia tristis ITS1, 5.8S rRNA gene and ITS2, specimen voucher Bremer 3717 (UPS) Lyperia tristis 244 244 63% 6e-60 80.12% 806 AJ550614.1

Verbascum thapsus voucher NMW946 5.8S ribosomal RNA gene, partial sequence; intemal transcribed spacer 2, com... Verbascum thapsus 243 243 63%  2e-59 80.00% 453 KX167916.1
Verbascum thapsus voucher NMW2690 5.8S ribosomal RNA gene, partial sequence; intemal transcribed spacer 2, co... Verbascum thapsus 243 243  63% 2650 80.00% 453 KX165592.1
Verbascum thapsus 241 241 62%  8e-59 79.94% 391 MN601921.1

Verbascum thapsus 5.8S ribosomal RNA gene, partial sequence; internal transcribed

omplete sequence; an.

acer

< BB NN E<H<N<N<N<]

241 241 63% B8e-59 79.94% 815 AJG16:

Anastrabe integerrima ITS1 (partial), 5.8S rRNA gene and ITS2 (partial) Anastrabe integer...
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Thunbergia laurifolia chloroplast matK gene for maturase K, complete cds Thunbergia laurif... 1471 1471 100% 0.0 99.38% 1527 AB649970.1

Thunbergia grandifiora chloroplast matK gene for maturase K, complete cds Thunbergia gran... 1459 1459 100% 0.0 99.13% 1527 AB649971.1

Thunbergia coccinea chloroplast partial matK gene for maturase K, specimen voucher HITBC:Liana Mengsong 14... Thunbergia cocci... 1443 1443 100% 0.0 98.76% 945 HG004920.1

Thunbergia grandifiora voucher BioBot01365 maturase K (matK) gene. partial cds; chloroplast Thunbergia gran... 1434 1434 97% 00 99.49% 784  JQ586428.1
Thunbergia laurifolia chioroplast matK gene for maturase K, partial cds Thunbergia laurif... 1393 1393 94% 00 9961% 769 LC456371.1
Thunbergia erecta chioroplast, complete genome Thunbergia erecta 1232 1232 100% 0.0 94.17% 152202 MZ555773.1
Thunbergia erecta chioroplast matK gene for maturase K, complete cds Thunbergia erecta 1232 1232 100% 0.0 94.17% 1530 ABG649972.1
Thunbergia alata trK gene, partial sequence; and maturase (matK) gene, partial cds; chloroplast Thunbergia alata 1206 1206 100% 0.0 93.38% 1697 HQ384512.1

Thunbergia alata tmK gene, intron; and maturase (matK) gene, complete cds; chioroplast genes for chioroplast pr... Thunbergiaalata 1206 1206 100% 0.0 93.38% 2467 AF531811.1

Thunbergia erecta voucher MO:Carisen3102 maturase K (matK) gene, partial cds; chloroplast Thunbergiaerecta 1160 1160 93% 0.0 94.56% 834 OL690189.1
Thunbergia tsavoensis isolate UHURU1494-15 maturase K (matK) gene, partial cds; chloroplast Thunbergia tsavo... 1129 1129 91% 00 94.18% 739  MK294440.1
Thunbergia tsavoensis isolate UHURU1495-15 maturase K (matK) gene, partial cds; chloroplast Thunbergia tsavo... 1088 1088 91% 0.0 93.16% 750 MK294513.1
Catalpa purpurea chloroplast, complete genome Catalpa purpurea 1077 1077 100% 0.0 90.71% 158105 MW148798.1
Schlegelia fuscata trK gene, partial sequence; and maturase (matK) gene, partial cds; chloroplast Schlegelia fuscata 1077 1077 100% 0.0 90.71% 1752 HQ384514.1
Schlegelia parviflora chloroplast partial matK gene for maturase Schlegelia parvifl... 1077 1077 100% 0.0 90.71% 1756 AJ429345.1

Chilopsis linearis chioroplast, complete genome Chilopsis linearis 1072 1072 100% 0.0 9057% 158431 MW148797.1
Chilopsis linearis chloroplast, complete genome Chilopsis linearis 1072 1072 100% 0.0 90.57% 158436
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Thunbergia laurifolia voucher BKF189449 photosystem If protein D1 (psbA) gene, partial cds; psbA-trnH intergenic... Thunbergia laurif... 905 905 7% 0.0 99.20% 535 KT161377.1
Thunbergia laurifolia chloroplast gene for psbA, psbA-trH intergenic spacer, partial sequence, isolate: CHULA-031 Thunbergia laurif... 894 894 95% 00 99.39% 512 LC456373.1
Thunbergia coccinea voucher PWO62 photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergenic spa... Thunbergia cocci... 821 821 97% 00 9568% 567 KT161356.1
Thunbergia grandifiora voucher PW072 photosystem Il protein D1 (psbA) gene, partial cds; psbA-mH intergenics... Thunbergia gran... 815 815 97% 0.0 95.48% 567  KT161359.1
Thunbergia coceinea chioroplast DNA containing psbA-mH IGS, specimen voucher HITBG:Liana Mensong 145_8... Thunbergiacocci... 806 806 94% 0.0 ©6.35% 522 HG005045.1
Thunbergia alata voucher BKF 189462 photosystem I protein D1 (psbA) gene, partial cds; psbA-tmH intergenic sp... Thunbergiaalata 562 562 90% 26155 88.84% 571 KI161355.1
Thunbergia erecta chioroplast, complete genome Thunbergiaerecta 544 544 97% 5e-150 86.45% 152202 MZ555773.1
Thunbergia alata tmH-psbA intergenic spacer, partial sequence; chioroplast Thunbergiaalata 529 529 87% 2e-145 88.17% 525 KR735387.1
Thunbergia erecta voucher MO:Carlsen3102 photosystem Il protein D1 (psbA) gene, partial cds; psbA-mH interge... Thunbergia erecta 527 527 95% 5e-145 8621% 521 OL312101.1
Thunbergia fragrans voucher BKF189466 psbA-mH intergenic spacer and tRNA-His (tmH) gene, partial sequence... Thunbergia fragr... 520 520 81% 9e-143 89.50% 425 KT161375.1
Thunbergia alata tmH-psbA intergenic spacer, partial sequence; chioroplast Thunbergiaalata 518 518 84% 3e-142 88.42% 500  KR735640.1
Thunbergia alata voucher B4_K1270_Thunbergia_alata psbA-tmH intergenic spacer, partial sequence; chioroplast ~ Thunbergiaalata 501 501 83% 3e-137 88.18% 450 MK260909.1
Thunbergia alata tmH-psbA intergenic spacer, partial sequence; chloroplast Thunbergiaalata 448 448 73% 4e-121 88.27% 447 KR735198.1
Thunbergia colpifera voucher BKF189465 photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergenic... Thunbergia colpif... 259 371 86% 264 8224% 533 KT161357.1
Elytraria caroliniensis voucher BRIT:Gostel516 photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH inter... Elytraria carol 156 156 93% 3e-33 74.07% 513 OK469527.1
Camarotea souiensis voucher Decary s.n. (US) PsbA gene, partial cds; psbA-imH intergenic spacer, complete seq... Camarotea souie.. 156 231 47%  3e-33 8113% 528 KC420635.1
Scrophularia arguta isolate LA7-SA150 psbA-tmH intergenic spacer, partial sequence; chloroplast Scrophulariaarguta 152 152 36% 4e32 81.44% 281 KU945
Scrophularia arguta isolate LA7-SA144 psbA-trnH intergenic spacer, partial sequence; chloroplast Scrophularia arguta 152 152 36% 4e-32 8144% 281 @E
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Thunbergia coccinea isolate 145_8_28 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) ge..

Thunbergia mysorensis ribulose 1,5-bisphosphate carboxylase large subunit (tbcl) gene, partial cds; chloroplast ...
Thunbergia lauriflia chioroplast rbel. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, p..

Thunbergia erecta chloroplast, complete genome

Thunbergia capensis chloroplast partial rbeL gene for ribulose bisphosphate carboxylase large subunit, specimen...

Thunbergia usambarica chloroplast ribulosebisphosphate carboxylase large subunit (rbcl) gene, partial cds

Thunbergia alata ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rbl) gene, partial cds; chloro.
Thunbergia erecta voucher MO:Carlsen3102 ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rb.

Thunbergia alata ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rbL) gene, partial cds: chloro,

Thunbergia alata ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (1beL) gene, partial cds; chloro...
Thunbergia alata ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (1beL) gene, partial cds; chloro...

Thunbergia alata ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rbeL) gene, partial cds; chloro.

Thunbergia alata ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds; chioro...

Thunbergia alata ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rbeL) gene, partial cds: chloro,

Thunbergia alata ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds; chioro.
Avicennia alba voucher AUFMS123 ribulose-1.! sphosphate carboxylase/oxygenase large subunit (bel) gene,

Avicennia alba ribulose 1,5-bisphosphate carboxylase large subunit (rbcL) gene, partial cds; chloroplast gene for ...
Avicennia alba isolate Avicennia_alba? ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit bk ge...

Download

GenBank
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Thunbergia cocci...

Thunbergia mys...

Thunbergia laur...

Thunbergia erecta

Thunbergia cape...

Thunbergia usa.
Thunbergia alata
Thunbergia erecta
Thunbergia alata

Thunbergia alata

Thunbergia alata
Thunbergia alata
Thunbergia alata

Thunbergia alata

hunbergia alata

. Avicennia alba

Avicennia alba

Avicennia alba
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985 985 99% 00 100.00% 558 KF181493.1
976 976 99% 00 99.63% 1402 AY008828.1
974 974 98% 00 100.00% 552 LC456372.1
959 959 99% 00 99.06% 152202 MZ555773.1
959 959 99% 00 99.06% 1395 AM234783.1
959 959 99% 00 99.06% 1428 L12596.1
948 948 99% 00 98.69% 1461 HQ384878.1
946 946 98% 00 99.05% 553 OL537147.1
941 941 98% 00 98.86% 553 KR737090.1
941 941 98% 00 98.86% 553 KR737083.1
941 941 98% 00 98.86% 553 KR737000.1
941 941 98% 00 98.86% 553 KR736645.1
941 941 98% 00 98.86% 553 KR736371.1
939 939 98% 00 98.86% 552 KR737260.1
939 939 98% 00 98.86% 552 KR737024.1
920 920 99% 00 97.75% 1201 KFB48222.1
920 920 99% 00 97.75% 1402 AYO0BS:

o7 o1 % 00 or7an 533 Moorod e
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¥ Phyllanthus emblica voucher 1323 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complet... Phyllanthus emblica 564 564 92% 3e-156 99.35% 419 MG731124.1
% Phyllanthus emblica voucher 1322 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complet... Phyllanthus emblica 564 564 92% 3e-156 99.35% 418 MG731123.1
n Phyllanthus emblica voucher 758 5.8S ribosomal RNA gene, partial sequence: internal transcribed spacer 2, complete... Phyllanthus emblica 560 560 92% 3e-155 99.04% 443 MG731122.1
n Phyllanthus emblica voucher 757 5.8S ribosomal RNA gene, partial sequence: internal transcribed spacer 2, complete... Phyllanthus emblica 560 560 92% 3e-155 99.04% 464 MG731121.1
n Phyllanthus emblica voucher 756 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete. .. Phyllanthus emblica 5§60 560 92% 3e-155 99.04% 442 MG731120.1
% Phyllanthus emblica voucher MSoLS_PE_1 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene. .. Phyllanthus emblica 560 560 92% 3e-155 99.04% 651 OM677795.1
n Phyllanthus emblica voucher QRI 215 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and i... Phyllanthus emblica 560 560 92% 3e-155 99.04% 650 OL672493.1
n .. Phyllanthus emblica 560 560 92% 3e-155 99.04% 678 HM236855.1
n .. Phyllanthus emblica 560 560 92% 3e-155 99.04% 389 FJ391972.1
n Phyllanthus emblica 560 560 92% 3e-155 99.04% 389 FJ391970.1
a Phyllanthus emblica 560 560 92% 3e-155 99.04% 388 EU876843.1
ﬂ Phyllanthus emblica 555 556 92% 2e-153 98.72% 657 KF926380.1
a Phyllanthus emblica genes for 5.8S rRNA, ITS 2, 28S rRNA, partial and complete sequence, isolate: CHULA-015 Phyllanthus emblica 549 549 90% 7e-152 99.02% 329 LC435430.1
% Phylianthus emblica voucher Van Welzen 2003-11 (L) 18S ribosomal RNA gene, partial sequence; internal transcribed... Phyllanthus emblica 549 549 90% 7e-152 99.02% 657 GQS503378.1
n Phyllanthus emblica 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA g... Phyllanthus emblica 547 547 92% 3e-151 98.40% 823 AY830087.1
n Phyllanthus emblica 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete sequence; a... Phyllanthus emblica 542 542 92% 1e-149 98.08% 349 EU626400.1

Phyllanthus reticulatus 5.8 ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete sequence. .. Phyllanthus reticu... 536 536 92% 6e-148 97.76% 370
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Phyllanthus emblica chloroplast, complete genome Phyllanthus embl... 1535 1535 99% 0.0 9871% 156208 NC_047477.1
Phyllanthus emblica chloroplast, complete genome Phyllanthus embl... 1535 1535 99% 00 9871% 156208 MN711725.1
Phyllanthus pectinatus voucher Yu 65 (L){RNA-Lys (tmK) gene, partial sequence; and maturase K (matk) gene, c... Phyllanthus pecti... 1535 1535 99% 0.0 98.71% 1790 MN916236.1
Phyllanthus emblica voucher Makino banical garden expedition(2015) 103008 tRNA-Lys (trnK) gene, partial seque... Phyllanthus embl... 1535 1535 99% 00 9871% 1790 MN916167.1
Phyllanthus emblica maturase K (matK) gene, partial cds; plastid Phyllanthus embl... 1535 1535 99% 00 9871% 1321 FJ235251.1
Phyllanthus emblica maturase K (matk) gene, partial cds; chloroplast Phyllanthus embl... 1535 1535 99% 00 9871% 909 EU643743.1
Phyllanthus emblica chioroplast, complete genome Phyllanthus embl... 1530 1530 99% 0.0 9859% 156447 MN122078.1
Phyllanthus phuquocensis voucher Tagane et al. 5532 (FU) tRNA-Lys (trnK) gene, partial sequence; and maturase... Phyllanthus phug... 1530 1530 99% 00 9859% 1775 MN916242.1
Phyllanthus collinsi: icher Mi 2 (L) tRNA-Lys (trK) gene, partial sequence; and maturase K (matK)... Phyllanthus collin... 1530 1530 99% 00 9859% 1775 MN916155.1
Phyllanthus emblica tmK gene, partial sequence; and maturase K (matK) gene, complete cds; chloroplast Phyllanthus embl... 1530 1530 99% 0.0 9859% 1831 AY936594.1
Phyllanthus columnaris voucher Fujikawa et al. 095327 (L) tRNA-Lys (tmK) gene, partial sequence; and maturase ... Phyllanthus colu... 1524 1524 99% 0.0 9848% 1790 MN916157.1
Phyllanthus bokorensis voucher Toyama et al. 1740 (FU) tRNA-Lys (tmK) gene, partial sequence; and maturase K... Phyllanthus boko... 1524 1524 99% 0.0 98.48% 1792 MN916132.1
Phyllanthus annamensis voucher Yahara et al. V3843 (L) tRNA-Lys (trnK) gene, partial sequence; and maturase K... Phyllanthus anna... 1524 1524 99% 0.0 9848% 1794 MN916120.1
Phyllanthus polyphyllus trnK gene, partial sequence; and maturase K (matK) gene, complete cds; chloroplast Phyllanthus poly... 1524 1524 99% 0.0 9848% 1814 AY830278.1
Phyllanthus rufus-chaneyi voucher Van der Ent (L) tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK... Phyllanthus rufus... 1519 1519 99% 0.0 9836% 1775 MN916259.1
Phyllanthus rheophyticus voucher Shi-Xiao Luo 319 tRNA-Lys (tmK) gene, partial sequence; and maturase K (mat... Phyllanthus rheo... 1519 1519 99% 0.0 98.36% 1782 GU263803.1
Phyllanthus oxyphyllus tmK gene, partial sequence; and maturase K (matK) gene, complete cds; chloroplast Phyllanthus oxyp... 1513 1513 99% 0.0 9824% 1816
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Phyllanthus emblica chloroplast, complete genome Phyllanthus embl. 468 468 96% 2e-127 95.50%
Phyllanthus emblica chloroplast, complete genome Phyllanthus embl... 468 468 96% 2e-127 95.50% 156208 MN711725.1
Phyllanthus emblica chloroplast gene for psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHU... Phyllanthus embl... 466 466 89% 7e-127 98.11% 284  LC435433.1
Phyllanthus emblica chloroplast, complete genome Phyllanthus embl... 436 436 96% 5e-118 94.06% 156447 MN122078.1
Phyllanthus emblica trmH-psbA intergenic spacer, partial sequence; chloroplast Phyllanthus embl... 383 469 89% 7e-102 92.80% 275 KT726868.1
Phyllanthus indofischeri clone 2 psbA-tmH intergenic spacer, partial sequence; chloroplast Phyllanthus indof... 361 535 84% 3e95 92.80% 307 GU598559.1
Phyllanthus indofischeri clone 1 psbA-trH intergenic spacer, partial sequence; chloroplast Phyllanthus indof... 355 441 83% 1e-93 92.71% 240 GU598558.1
Phyllanthus emblica clone 2a psbA-tmH intergenic spacer, partial sequence; chloroplast Phyllanthus embl... 355 441 83% 1e93 9271% 240 GUS598547.1
Sauropus quadrangularis voucher A. Chveerach 1013.1 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spa... Sauropus quadra... 230 230 46% 9e-56 96.35% 337 MH052665.1
Phyllanthus urinaria isolate Pur3 psbA-trnH intergenic spacer, partial sequence; chloroplast Phyllanthus urina... 228 414 91% 3e-55 94.04% 343  GQ409815.1
Phyllanthus urinaria isolate Pur1 psbA-trH intergenic spacer, partial sequence; chloroplast Phyllanthus urina... 228 417 91% 3e-55 94.04% 342 GQ409813.1
Breynia fruticosa isolate 1842 psbA-tmH intergenic spacer region, partial sequence; chioroplast Breynia fruticosa ~ 224 384 84%  4e-54 9562% 377 MH837820.1
Breynia fruticosa isolate 1841 psbA-tmH intergenic spacer region, partial sequence; chloroplast Breynia fruticosa 224 397 88% 4e-54 95.62% 385 MH837819.1
Breynia fruticosa isolate 1840 psbA-tmH intergenic spacer region, partial sequence; chloroplast 224 397 88% 4e-54 95.62% 393 MH837818.1
Breynia retusa voucher A. Chveerach 1011.1 PsbA (psbA) gene, partial cds; psbA-trnH intergenic spacer, compl... Breynia retusa 224 224 46% 4e54 9562% 336 MH052663.1
Breynia fruticosa voucher A. Chveerach 1015.1 PsbA (psbA) gene, partial cds; psbA-trH intergenic spacer, com... Breynia fruticosa 224 224  46% 4e-54 95.62% 327 MH052657.1

Breynia fruticosa chloroplast, complete genome 224 4e-54  95.00%
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Phyllanthus emblica chloroplast, complete genome Phyllanthus embl.. 981 981 100% 0.0 100.00% 156208 NC_047477.1
Phyllanthus emblica chloroplast, complete genome Phyllanthus embl... 981 981  100% 0.0 100.00% 156208 MN711725.1

Phyllanthus emblica ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds; ct

. Phyllanthus embl... 981 981 100% 00 100.00% 721 MN125633.1

Phyllanthus sp. FU-1740 chloroplast rbcl gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subun... Phyllanthus sp. F... 981 981 100% 00 100.00% 579 AB936022.1

Phyllanthus emblica isolate TMP72 ribulose 1,5-bisphosphate carboxylase large subunit (rbeL) gene, partial cds; ... Phylanthus embl... 981 981 100% 0.0 10000% 578 KF381148.1
Phyllanthus emblica voucher PS0212MT03 ribulose-1.5-bisphosphate carboxylase/oxygenase large subunit (rbcL... Phylanthus embl... 981 981 100% 0.0 10000% 703 GU441788.1

Phyllanthus polyphyllus ribulose 1,5-bisphosphate carboxylase large subunit (rbcl) gene, partial cds; chloroplast ~ Phyllanthus poly... 981 981 100% 0.0 100.00% 1408 AY663611.1

Phyllanthus amarus voucher A2426 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene,
Chenopodium album isolate UQU ALP81 ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rbel).... Chenopodiumal... 976 976 100% 00 99.81% 586 MH598868.1
‘Sauropus macranthus isolate BBO173 ribulose-1,
Phyllanthus urinaria voucher SCSB-HNJ-0139 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (r... Phylanthus urina...

Phyllanthus emblica chioroplast, complete genome Phyllanthus embl

Phyllanthus ama... 977 977 99% 00 100.00% 605 MH069817.1

phosphate carboxylaseloxygenase large subunit (rbcl) gen... Sauropus macra... 976 976 100% 00 99.81% 618  KRS530000.1

976 976 100% 00 99.81% 723 MN192716.1
976 976 100% 0.0 99.81% 156447 MN122078.1

Pseudoglochidion anamalayanum voucher GUH 4951 ribulose-1,5-bisphosphate carboxylaseloxygenase large su... Pseudoglochidio... 976 976 100% 0.0 99.81% 655 KC514096.1

Sauropus spatulifolius chloroplast, complete genome Sauropus spatull.. 976 976 100% 0.0 99.81% 154707 NC 058216.1

976 976 100% 00 99.81% 1425 JX664064.1

... Phyllanthus urina...

Breynia cernua chioroplast rhel gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, partial ... Breynia cernua 976 976 100% 00 99.81% 1331 AB233918.1

[CE<E < EE<E<N<E<E<N<N<N<N<N<N<N<]

‘Sauropus racemosus ribulose 1,5-bisphosphate carboxylase large subunit (rbcl) gene, partial cds; chloroplast ~ Sauropusracem... 976 976 100% 00 99.81% 1408
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Andrographis paniculata voucher YC0257MTO02 internal transcribed spacer 2, partial sequence Andrographis pan... 420 420 100% 4e-113 100.00% 227 KT898259.1
Andrographis paniculata 2021-Al13 genes for 5.8S rRNA, ITS2, and 28S rRNA, partial and complete sequence Andrographis pan... 274 274 93% 3e-69 90.09% 270 LC646048.1
Andrographis paniculata 2021-A138 genes for 5.8S rRNA, ITS2, and 28S rRNA, partial and complete sequence Andrographis pan... 272 272 87% 1e-68 91.41% 268 LC646073.1
Andrographis paniculata 2021-AI37 genes for 5.8S rRNA, ITS2, and 28S rRNA, partial and complete sequence Andrographis pan... 272 272 87% 1e-68 91.41% 268 LC646072.1
Andrographis paniculata 2021-AI26 genes for 5.8S rRNA, ITS2, and 28S rRNA, partial and complete sequence Andrographis pan... 272 272 87% 1e-68 91.41% 268 LC646061.1
Andrographis paniculata 2021-Al25 genes for 5.8S rRNA, ITS2, and 28S rRNA, partial and complete sequence Andrographis pan... 272 272 87% 1e-68 91.41% 268 LC646060.1
Andrographis paniculata 2021-A124 genes for 5.8S rRNA, ITS2, and 28S rRNA, partial and complete sequence Andrographis pan... 272 272 87% 1e-68 91.41% 268 LC646059.1
Andrographis paniculata 2021-Al23 genes for 5.8S rRNA, ITS2, and 28S rRNA, partial and complete sequence Andrographis pan... 272 272 87% 1e-68 91.41% 268 LC646058.1
Andrographis paniculata 2021-Al22 genes for 5.8S rRNA, ITS2, and 28S rRNA, partial and complete sequence Andrographis pan... 272 272 87% 1e-68 91.41% 268 LC646057.1

.8S ribosomal RNA gene, complete se... Stachys debilis 676 676 45% 6e-07 79.05% 580 KF529584.1

Stachys debilis isolate SN-52 internal transcribed spacer 1, partial sequence;
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Andrographis paniculata chloroplast, complete genome Andrographis pa... 1567 1567 100% 0.0 99.30% 150249 KF150644.2

Andrographis lobelioides maturase K (matK) gene, partial cds; plastid Andrographis lob... 1467 1467 96% 00 98.32% 845 MH423499.1
Andrographis lawsonii maturase K (matK) gene, partial cds; plastid Andrographis la... 1450 1450 96% 0.0 97.96% 845 MH428005.1

Andrographis paniculata voucher 14CS8941 maturase K (matK) gene, partial cds; chioroplast Andrographis pa... 1386 1386 87% 00 99.73% 821 MN311828.1

Andrographis paniculata chioroplast gene for maturase K, partial cds, isolate: CHULA-007 Andrographis pa... 1371 1371 86% 0.0 99.73% 747 LC461762.1
Andrographis paniculata voucher LWX30027 maturase K (matk) gene, partial cds; chloroplast Andrographis pa... 1369 1369 86% 00 99.73% 810 MN311827.1
Andrographis paniculata maturase K (matK) gene, partial cds; chloroplast Andrographis pa... 1321 1321 84% 00 9931% 729 KP455312.1
Andrographis paniculata isolate AG2KK73 maturase K (matK) gene, partial cds; chloroplast Andrographis pa... 1314 1314 87% 00 98.02% 826 MF349897.1
Andrographis paniculata voucher HJCB-0572 maturase K (matK) gene, partial cds; plastid Andrographis |

1312 1312 83% 00 99.58% 719 MT445717.1

Andrographis lineata maturase K (matK) gene, partial cds; chioroplast Andrographi 1293 1203 84% 00 9863% 729 KP455310.1
Phlogacanthus curvifiorus voucher CPG15116 maturase K (matk) gene, partial cds; chloroplast Phlogacanthus c... 1291 1291 100% 0.0 93.50% 1101 KX526475.1
Cystacanthus paniculatus voucher CPG25312 maturase K (matK) gene, partial cds; chloroplast Cystacanthus pa... 1279 1279 100% 00 9327% 1407 KX526467.1
Gymnostachyum kwangsiense voucher CPG24183 maturase K (matK) gene, partial cds; chloroplast Gymnostachyum... 1273 1273 100% 00 93.16% 1155 KX526469.1
Andrographis nallamalayana maturase K (matK) gene, partial cds; chioroplast Andrographis nal... 1271 1271 84% 00 98.08% 729 KP455311
Andrographis megamalayana voucher HJCB-1454 maturase K (matK) gene, partial cds; plastid Andrographis me... 1247 1247 83% 00 97.92% 723 MT445716.1
Andrographis echioides maturase K (matK) gene, partial cds; chloroplast Andrographis ec... 1205 1205 84% 00 96.43% 729 KPA455308.1

<N EC < NN NN NN <N<N<]

raphis alata 1205 1205 84% 00 96.43% 729

Andrographis alata maturase K (matK) gene, partial cds; chioroplast And

1
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Andrographis paniculata voucher BKF188939 photosystem Il protein D1 (psbA) gene, partial cds; psbA-trnH inter.... Andrographis pa... 564 564 86% 3e-156 99.67% 361 KT161335.1
Andrographis paniculata chloroplast, complete genome Andrographis pa... 564 564 86% 3e-156 99.67% 150249 KF150644.2
Andrographis paniculata voucher MICET P00101 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, co... Andrographis pa... 564 564 86% 3e-156 99.67% 388  JQ922119.1
Andrographis paniculata voucher EDQM 25820 PsbA (psbA) gene, partial cds; psbA-trnH intergenic spacer, com... Andrographis pa. 564 564 86% 3e-156 99.67% 383 JF907427.1
Andrographis paniculata voucher A2358 psbA-tmH intergenic spacer, partial sequence; chloroplast Andrographis pa... 558 558 86% 1e-154 99.67% 351 MH069869.1
Andrographis paniculata PsbA (psbA) gene, partial cds; psbA-trnH intergenic spacer, complete sequence; and tR... Andrographis pa... 553 553 86% 6e-153 99.03% 377 MG947194.1
Andrographis paniculata chioroplast psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-0... Andrographis pa... 547 547 84% 3e-151 99.66% 338 LC461764.1
Andrographis paniculata voucher HICB-0572 psbA-tmH intergenic spacer region, partial sequence; plastid Andrographis pa... 545 545 85% 1e-150 99.01% 306 MT445685.1
Andrographis paniculata isolate AG2KK73 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-tmH int... Andrographis pa... 542 542 84% 1e-149 99.33% 338 MF348796.1
Andrographis megamalayana voucher HJCB-1454 psbA-trnH intergenic spacer region, partial sequence; plastid ~ Andrographis me... 523 523 85% Se-144 97.69% 306 MT445684.1
Andrographis megamalayana voucher HJCB-1190 psbA-tmH intergenic spacer region, partial sequence; plastid ~ Andrographis me... 523 523 85% 5e-144 97.69% 306 MT445683.1
Andrographis paniculata voucher PS0732MT04 psbA-tmH intergenic spacer region, partial sequence; chloroplast Andrographis pa... 477 477 73% 4e-130 100.00% 258 GQ435145.1
Haplanthodes sp. HSP1 psbA-tmH intergenic spacer region, partial sequence; plastid Haplanthodes sp... 405 405 84% 2e-108 90.91% 312 MT445678.
Haplanthodes plumosa isolate HP2 psbA-tmH intergenic spacer region, partial sequence; plastid Haplanthodes pl... 405 405 84% 2e-108 90.91% 312 MT445674.1
Haplanthodes neilgherryensis isolate HN4 psbA-tmH intergenic spacer region, partial sequence; plastid Haplanthodes ne... 405 405 84% 2e-108 90.91% 312  MT445671.1
Haplanthodes neilgherryensis isolate HN2 psbA-tmH intergenic spacer region, partial sequence; plastid Haplanthodes ne... 405 405 84% 2¢-108 90.91% 312 MT445669
Haplanthodes neilgherryensis isolate HN1 psbA-tmH intergenic spacer region, parti Haplanthodes ne. 405 405 84% 2e-108 90.91% 312
Haplanthodes verticillatu late HV1 psbA-trnH intergenic spacer region, partial seq ;_ plastid Haplanthe 403 90.38%





image24.png
Graphic Summary Alignments

Taxonomy

Sequences producing significant alignments

selectall 700 sequences selected

[N EEHE<E<NE<N<N<N<N<]

Description
-

Andrographis lobelioides ribulose-

Download

GenBank

Scientific Name
v

bisphosphate carboxylase/oxygenase large subunit gene, partial cds; chlor.... Andrographis lob...

Argyreia sp. APKM_003 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds:... Ipomoea sp. AP...

Andrographis paniculata ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds;... Andrographis pa...

Andrographis paniculata chloroplast, complete genome

Andrographis paniculata LWX30027 ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rbeL.) gene.... Andrographis pa...

Andrographis paniculata voucher P6838 ribulose-1,5-bisphosphate carbo;

Andrograp!
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Andrographis paniculata voucher A2358 ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (tbcl)g...
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Andrographis paniculata isolate AG2KKT3 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl.)... Andrographis pa...

Andrographis paniculata chloroplast gene for ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit, pa... Andrographis pa...

Andrographis

Andrographis sp. MP 718 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cd... Andrographis sp..

paniculata ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbel.) gene, partial cds;... Andrographis pa...
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Pueraria candollei var. mirifica small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, . Pueraria candolle... 593 593 88% 4e-165 98.78% 3965 KY860925.1
Pueraria candollei var. Pueraria candolle... 588 588 88% 2e-163 98.48% 507 JQ886463.1
Pueraria candollei genes for 5.8S rRNA, ITS 2, 28S rRNA, partial and complete sequence, isolate: CHULA-041 Pueraria candollei 584 584 87% 2e-162 98.77% 362 LC456342.1
Pueraria candolle... 579 579 87% 1e-160 98.46% 731 KM982351.1
Pueraria tuberosa voucher FRLH:L/07/10/028 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA ge... Pueraria tuberosa 579 579 88% 1e-160 98.17% 731 GQ892046.1
Pueraria candollei KW2511201613 genes for 18S rRNA, ITS1, 5.88 rRNA, ITS2, partial and complete sequence Pueraria candollei 534 534 80% 2e-147 98.65% 742 LC424315.1
Pueraria candollei KW2511201612 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, partial and complete sequence Pueraria candollei 534 534 80% 2e-147 98.65% 742 LC424314.1
Pueraria candollei KW2702201618 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, partial and complete sequence Pueraria candollei 534 534 80% 2e-147 98.65% 742 LC424312.1
Pueraria candollei KW1705201832 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, partial and complete sequence Pueraria candollei 532 532 79% 8e-147 98.65% 742 LC424307.1
Pueraria candollei KW2710201610 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, partial and complete sequence Pueraria candollei 531 531 80% 3e-146 98.32% 742 LC424313.1
Pueraria candollei KW0610201613 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, partial and complete sequence Pueraria candollei 531 531 80% 3e-146 98.32% 742 LC424309.1
Pueraria candollei KW2511201611 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, partial and complete sequence Pueraria candollei 531 531 80% 3e-146 98.32% 742 LC424308.1
Pueraria candollei KW2710201611 genes for 18S rRNA, ITS1, 5.88 rRNA, ITS2, partial and complete sequence Pueraria candollei 531 531 80% 3e-146 98.32% 742 LC424306.1
Pueraria candollei KW2710201617 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, partial and complete sequence Pueraria candollei 529 529 80% 1e-145 98.32% 742 LC424311.1
Pueraria candollei KW2710201612 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, partial and complete sequence Pueraria candollei 529 529 80% 1e-145 98.32% 742 LC424310.1
Pueraria candollei var. mirifica voucher DLXY130517PMO3 18S ribosomal RNA gene, partial sequence; internal transc... Pueraria candolle... 525 525 79% 1e-144 98.31% 744 KM982353.1
Pueraria candollei var. mirifica voucher DLXY130517PM02 18S ribosomal RNA gene, partial sequence; internal transc... Pueraria candolle. 525 525 79% 1e-144 98.31% 744

<
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Pueraria candollei var. mirifica voucher DLXY130517PMO03 maturase K (matK) gene, partial cds; mitochondrial Pueraria candoll... 1411 1411 100% 0.0 99.36% 791 KM982347.1
Pueraria candollei var. mirifica voucher DLXY130517PM02 maturase K (matK) gene, partial cds; mitochondrial Pueraria candoll... 1411 1411 100% 0.0 99.36% 790 KM982346.1

Pueraria candollei var. mirifica voucher DLXY130517PM01 maturase K (matK) gene, partial cds; mitochondrial Pueraria candoll.. 1411 1411 100% 00 99.36% 790 KM982345.1

Pueraria candollei var. mirifica voucher WY270106 maturase K (matK) gene, complete cds: chloroplast Pueraria candoll.. 1411 1411 100% 0.0 99.36% 1521 EU106110.1
Pueraria candollei var. mirifica voucher TH090505 maturase K (matK) gene, complete cds; chloroplast Pueraria candoll.. 1411 1411 100% 00 99.36% 1521 EU106108.1
Pueraria candollei var. candollei voucher TH150206 maturase K (matK) gene, complete cds; chloroplast Pueraria candoll.. 1411 1411 100% 0.0 99.36% 1521 EU106107.1
Pueraria candollei var. candollei voucher WY081205 maturase K (matk) gene, complete cds; chioroplast Pueraria candoll.. 1411 1411 100% 0.0 99.36% 1521 EU106106.1
Pueraria candollei var. mirifica voucher WY281205 maturase K (matK) gene, complete cds; chloroplast Pueraria candoll.. 1406 1406 100% 0.0 99.23% 1521 EU106109.1
Pueraria edulis chloroplast, complete genome Pueraria edulis 1373 1373 100% 00 98.46% 153434 MN515038.1
Pueraria montana var. lobata TUS:K. Ohashi 2971 chloroplast matK gene for maturase K, complete cds Pueraria montar 100% 0.0 98.46% 2545 LC315202.1

Pueraria montana var. lobata chioroplast, complete genome Pueraria montan... 1373 1373 100% 00 98.46% 153577 OL622103.1

Pueraria montana var. thomsonii chioroplast, complete genome

1373 1373 100% 0.0 98.46% 153442 OL547396.1

Pueraria montana chloroplast, complete genome Pueraria montana 1373 1373 100% 0.0 98.46% 153442 NC_060608.1
Pueraria montana var. thomsonii chioroplast, complete genome Pueraria montan... 1373 1373 100% 00 98.46% 153673 NC_060607.1

Pueraria montana chloroplast partial matK gene for maturase K, specimen voucher HITBC:Liana Mengsong 75_3_1 Pueraria montana 1373 1373 100% 00 9846% 834 HG005001.1
Pueraria montana var. lobata chioroplast, complete genome Puerariamontan... 1373 1373 100% 00 98.46% 153411 MN180247.1
Pueraria montana voucher M F Wojciechowski & M Lavin 1189 (ASU) maturase K (matK) gene, complete cds; chl... Puerariamontana 1373 1373 100% 0.0 98.46% 1518 JQB695

NN ECEE< < NN <N<N<N<N<]
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ueraria candoll. 523 523 87% Se-144 98.34% 354  KM982356.1
Pueraria candollei var. mirifica voucher DLXY130517PM02 photosystem I protein D1 (psbA) gene, partial cds; tr... Pueraria candoll... 523 523 87% 5e-144 98.34% 354  KM982355.1
Pueraria candollei var. mirifica voucher DLXY130517PM01 photosystem Il protein D1 (psbA) gene, partial cds; tr... Pueraria candoll... 523 523 87% 5e-144 98.34% 354 KM982354.1
Pueraria candollei chloroplast gene for psbA, psbA-trnH intergenic spacer, partial sequence, isolate: CHULA-041 Pueraria candollei 512 512 81% 1e-140 100.00% 303 LC456345.1
Pueraria tuberosa voucher SKC517 tmH-psbA intergenic spacer, partial sequence; and Photosystem Il protein D... Pueraria tuberosa 497 497 84% 3e-136 97.61% 296 MN176697.1
Pueraria montana var. lobata voucher J.R. Abbott 23100 (FLAS) PsbA (psbA) gene, partial cds; and psbA-tmH in... Pueraria montan... 473 473 87% 5e-129 95.10% 335 GU135309.2
Pueraria candollei chloroplast KW2710201612 DNA, psbA-tmH intergenic spacer, partial sequence Pueraria candollei 449 449 73% 8e-122 99.20% 276  LC424302.1
Pueraria candollei var. mirifica 2020-01-23-NY03 chloroplast gene for psbA-tmH intergenic spacer, partial cds Pueraria candoll... 442 442 70% 1e-119 100.00% 239 LC570937.1
Pueraria edulis chloroplast, complete genome Pueraria edulis 433 433 87% 8e-117 92.41% 153434 MN515038.1
Pueraria montana var. thomsonii chloroplast, complete genome Pueraria montan... 433 433 87% 8e-117 9241% 153442 OL547396.1
Pueraria montana chloroplast, complete genome Pueraria montana 433 433 87% 8e-117 92.41% 153442
Pueraria montana var. thomsonii chloroplast, complete genome Pueraria montan... 433 433 87% 8e-117 92.41% 153673 NC_060607.1
Pueraria montana var. lobata chloroplast, complete genome Pueraria montan... 433 433 87% 8e-117 92.41% 153411 MK820065.1
Pueraria montana var. lobata chloroplast, complete genome Pueraria montan... 433 433 87% 8e-117 92.41% 153411 MN180247.1
Pueraria montana var. lobata chloroplast, complete genome Pueraria montan... 433 433 87% 8e-117 9241% 153442 MT818508.1
Pueraria candollei chloroplast KW2710201623 DNA, psbA-tmH intergenic spacer, partial sequence Pueraria candollei 425 425 73% 1e-114 97.24% 281 LC424301.1
Pueraria candollei chloroplast KW0610201613 DNA, psbA-tmH intergenic spacer, partial sequence Pueraria candollei 422 491 73% 2e-113 97.19% 276  LC4243( =
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Pueraria edulis chioroplast, complete genome Puerariaedulls 970 970 99% 0.0 99.44% 153434 MN515038.1
Pueraria candolle var. mirifica voucher DLXY130517PMO3 ribulose-1,5-bisphosphate carboxylase/oxygenase larg... Pueraria candoll... 870 970 99% 00 99.44% 724  KM982359.1
Pueraria candollei var. miriica voucher DLXY130517PM02 ribulose-1.5-bisphosphate carboxylaseloxygenase larg... Pueraria candoll.. 970 970 99% 0.0 99.44% 680 KM982358.1
Pueraria candollei var. miriica voucher DLXY130517PMO1 ribulose-1,5-bisphosphate carboxylaseloxygenase larg... Pueraria candoll.. 970 970 99% 0.0 99.44% 723 KM982357.1
Pueraria montana var. lobata chioroplast, complete genome Puerariamontan... 970 970 99% 0.0 99.44% 153577 OL622103.1
Pueraria montana var. thomsonii chioroplast, complete genome Puerariamontan... 970 970 ©9% 0.0 99.44% 153442 OL547396.1
Pueraria montana chloroplast, complete genome Puerariamontana 970 970 ©9% 0.0 ©9.44% 153442 NC_ 060608.1
Pueraria montana var. thomsoni chioroplast, complete genome Puerariamontan... 70 970 ©9% 0.0 99.44% 153673 NC_ 060607.1
Pueraria montana var. lobata chioroplast, complete genome Puerariamontan... 970 970 99% 00 99.44% 153411 MKB20065.1
Pueraria montana var. lobata isolate shawpc0980L ribulose-1.5-bisphosphate carboxylaseloxygenase large subuni... Pueraria montan... 970 970 99% 00 99.44% 679 JN407295.1
Pueraria montana var. lobata isolate shawpc0528L ribulose-1,5-bisphosphate carboxylase/oxygenase large subuni... Pueraria montan... 970 970 99% 00 9944% 657 JN407293.1
Pueraria montana var. lobata chioroplast, complete genome Puerariamontan... 970 970 99% 00 99.44% 153442 MT818508.1
Pueraria montana var. lobata voucher PS0313MT04 ribulose-1.5-bisphosphate carboxylase/oxygenase large subu... Pueraria montan... 970 970 99% 0.0 99.44% 703 GQ436361.1
Pueraria montana voucher J.R. Abbott 23100 (FLAS) ribulose-1,5-bisphosphate carboxylaseloxygenase large sub... Pueraria montana 970 970 99% 0.0 99.44% 567 GU135142.1
Calopogonium caeruleum ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rboL) gene, partial cds... Calopogoniumc... 970 970 99% 0.0 99.44% 1426 AF308723.1
Pueraria candollei chioroplast rbel. gene for ribulose-1.5-bisphosphate carboxylaseloxygenase large subunit, part... Pueraria candollei 968 968 98% 0.0 99.44% 552 LCA56344.1
Pueraria montana voucher 95304HIM ribulose-1,5-bisphosphate carboxylase/oxygenase large subunt (tbeL) gene. .. Pueraria montana 968 968 98% 00 99.44% 552
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Senna occidentalis voucher RC11 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1

Pittosporum mannii voucher NMK:EA-19341-10998 5.8S ribosomal RNA gene, partial sequence; intemal transcribed s.

Senna italica isolate UQU ALP127 5.88 ribosomal RNA gene, partial sequence; interal transcribed spacer 2, complet...
Senna italica subsp. micrantha isolate CIMAP-C026 clone Senna species 5.8S ribosomal RNA gene, partial sequence...

Senna occidentalis

Senna italica

Senna italica sub...

Pittosporum mannii

Description Scientific Name

v v
Senna alata internal transcribed spacer 2, complete sequence Senna alata
Senna alata voucher FS021 intemal transcribed spacer 1, partial sequence; 5.8 ribosomal RNA gene and internal tra.... Senna alata
Senna alata isolate Salat_JRan 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.88 riboso... Senna alata
.. Senna alata
.. Senna alata
Senna alata 18S ribosomal RNA gene, partial sequence; intemnal transcribed spacer 1, 5.8S ribosomal RNA gene, and... Senna alata
Senna alata genes for 5.8S rRNA, ITS 2, 28S rRNA, partial and complete sequence, isolate: CHULA-003 Senna alata
Senna alata voucher PS1362MTO01 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S rib... Senna alata
Senna alata isolate AD123 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ri... Senna alata
Senna alata voucher RQHN00282 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1,... Senna alata
Senna alata voucher ATREE106 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 6.8S ribos.... Senna alata
Senna alata voucher ATREE105 18S ribosomal RNA gene, partial sequence; intemal transcribed spacer 1, 5.85 Senna alata

|

Senna italica subsp. micrantha isolate CIMAP-C044 clone Senna species 5.88 ribosomal RNA gene, partial sequence...

Senna italica sub...
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Senna alata S7/Yokohama/JPN/2017 chloroplast matK gene for maturase K, partial cds Senna alata 1404 1404 100% 0.0 99.48% 837 LC385933.1
Senna alata PL5/Yokohama/JPN/2017 chloroplast matK gene for maturase K, partial cds Senna alata 1404 1404 100% 00 99.48% 836 LC385928.1
Farsetia aegyptia voucher Far10 maturase K (matK) gene, partial cds; chloroplast Farsetia aegyptia 1404 1404 100% 0.0 99.48% 842 MK125090.1
Senna alata voucher Bruneau 1076 (K) tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, co... Senna alata 1404 1404 100% 0.0 99.48% 1695 EU362042.1
Senna alata S6/Yokohama/JPN/2017 chloroplast matK gene for maturase K, partial cds Senna alata 1393 1393 100% 00 99.22% 810 LC385932.1
Senna alata voucher ATREE105 maturase K (matK) gene, partial cds; chloroplast Senna alata 1387 1387 100% 0.0 99.09% 793 KJ638433.1
Senna alata voucher ATREE 106 maturase K (matK) gene, partial cds; chloroplast nna al: 1382 1382 100% 00 9896% 793 KJ638434.1
Senna alata chloroplast matK gene for maturase K, partial cds, isolate: CHULA-003 nna alat: 1373 1373 97% 00 9960% 756 LC435423.1
Senna alata voucher ATREE 104 maturase K (matK) gene, partial cds; chloroplast Senna alata 1371 1371 100% 0.0 9870% 793 KJ638432.1
Senna alexandrina PL4/Yokohama/JPN/2017 chloroplast matK gene for maturase K, partial cds Senna alexandrina 1365 1365 100% 00 9857% 836 LC385927.1
Senna alexandrina isolate SA9 maturase K (matK) gene, partial cds; chloroplast Senna alexandrina 1365 1365 100% 0.0 9857% 831 MHS558313.1
‘Chrozophora oblongifolia voucher Chr20 maturase K (matK) gene, partial cds; chloroplast Chrozophora obl... 1365 1365 100% 0.0 9857% 813 MK125096.1
Phyllanthus rotundifolius voucher Phy16 maturase K (matK) gene, partial cds; chloroplast Phyllanthus rotun... 1365 1365 100% 00 9857% 814 MK125093.1
Senna alexandrina maturase K (matK) gene, partial cds; chloroplast Sennaalexandrina 1365 1365 100% 00 98.57% 836 JQ301886.1
enna italica mat e K (matK) gene, partial cds; chloroplast Senna italica 1365 1365 100% 00 9857% 836 JQ301884.1
Senna alata maturase K (matK) gene, partial cds; chloroplast nna al: 1365 1365 100% 00 9857% 836 JQ301868.1
Senna reficulata voucher BioBot11813 maturase K (matK) gene, partial cds; chloroplast Senna reficulata 1365 1365 99% 00 9870% 772 JQ58784
Senna italica voucher OM417 maturase K (matK) gene, partial cds; chloroplast Senna italica 1363 1363 99% 0.0 9869% 765
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Senna alata voucher A2417 psbA-trmH intergenic spacer, partial sequence; chloroplast Senna alata 702 702 93% 0.0 9897% 418 MH069997.1
Senna alata chioroplast gene for psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-003  Senna alata 689 689 91% 0.0 9895% 402 LC4354251
Senna alata isolate Salat_JRan (RN enna alata 689 689 93% 0.0 9821% 450 KR134005.1
Senna alata voucher A2388 psbA-trnH intergenic spacer, partial sequence; chloroplast Senna alata 688 688 92% 0.0 9869% 383 MH069996.1
Senna alata isolate PS1362MTO01 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete sequenc... Senna alata 684 684 91% 0.0 9869% 402 GU396790.1
Senna alata psbA-tmH intergenic spacer, partial sequence; chloroplast Senna alata 682 682 91% 00 9869% 399 HQ161753.1
Senna alata voucher ATREE104 PsbA (psbA) gene, partial cds; and psbA-trnH intergenic spacer, partial sequenc... Senna alata 656 65 88% 0.0 9864% 416 KJ638460.1
‘Senna alata voucher ATREE105 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial sequenc... Senna alat 649 649 88% 00 9836% 416 KJ638461.1
Senna alata voucher $1 psbA-tmH intergenic spacer, partial sequence; chioroplast Senna alata 634 634 87% 3e177 97.56% 402 GU969278.1
Chamaecrista nigricans psbA-mH intergenic spacer, partial sequence; chloroplast Chamaecrista 628 628 91% 1e-175 96.06% 402 HQ161770.1
Senna alexandrina voucher CIMAP:C025 psbA-trnH intergenic spacer region, partial sequence; chioroplast Semnaalexandrina 623 623 91% 5e-174 9580% 402  KY464126.1
Senna italica subsp. micrantha voucher CIMAP-C026 psbA-mH intergenic spacer, partial sequence; plastid Sennaitalicasub... 623 623 91% Se-174 9580% 402  KY635830.1
Senna alexandrina voucher CIMAP:C039 psbA-trnH intergenic spacer region, partial sequence; chioroplast Sennaalexandrina 619 619 90% 7e-173 96.01% 402 KY464128.1
Senna pleurocarpa var. angustifolia voucher MO:Carisen3169 photosystem Il protein D1 (psbA) gene, partial cds; ... Senna pleurocar... 614 614 91% 3e-171 95.14% 411  OL312251.1
Senna unifiora psbA-tmH intergenic spacer, partial sequence; chioroplast Senna unifiora 610 610 91% 4e-170 9528% 400 HQ161772.1
Senna atomaria chloroplast DNA containing psbA-tmH IGS, specimen voucher NPLO463 Semnaatomaria 601 681 91% 3e-167 94.76% 402  HG963809.
Piscidia carthagenensis voucher 0118737192 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, comple... Piscidia carthage... 599 679 91% 9e-167 94.75% 402  KJ4268
Senna alexandrina voucher CIMAP:C032 psbA-trmH intergenic spacer region, partial sequence; chloroplast Sennaslexandrina 597 597 90% 3e-188 9495% 402 KvasuiANNE
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Boesenbergia rotunda gene for 5.8S rRNA, ITS 2 and 28S rRNA, partial and complete sequence, isolate: CHULA-037 ~ Boesenbergiarot... 588 588 90% 2e-163 99.08% 351 LC461777.1

Boesenbergia rotunda 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA.... Boesenbergiarot... 580 580 90% 3e-161 98.47% 641 AF478726.1

Boesenbergia rotunda intemal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and internal transcrib... Boesenbergiarot... 562 562 88% 1e-155 98.43% 582 AY626269.1

Boesenbergia rotunda isolate 72.1 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribo... Boesenbergiarot... 545 545 84% 1e-150 98.70% 605 KR002077.1

Boesenbergia rotunda isolate 72.1 clone 4 internal transcribed spacer 1, partial sequence; 5.8 ribosomal RNA gene, ... Boesenbergiarot... 536 536 83% 6e-148 98.68% 601 KM983482.1

Boesenbergia rotunda isolate 72.1 clone 3 internal transcribed spacer 1, partial sequence; 5,88 ribosomal RNA gene,

Boesenbergiarot.. 536 536 83% 6e-148 98.68% 601 KM983481.1

Boesenbergia rotunda isolate 72.1 clone 2 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, ... Boesenbergiarot... 536 536 83% 6e-148 98.68% 601 KM983480.1

.8S ribosomal RNA gene, ... Boesenbergiarot... 531 531 83% 3e-146 98.34% 601 KM983483.1

Boesenbergia rotunda isolate 72.1 clone 5 internal transcribed spacer 1, partial sequence;
Boesenbergia rotunda voucher 20040188-85 (BR) internal transcribed spacer 1
Boesenbergia sp. 19710472 voucher 19710472 (BR) internal transcribed spacer 1, partial sequence; 5.88 ribosomal R... Boesenbergiasp..... 531 531 83% 3e-146 98.34% 584 KU215135.1

| sequence; 5.8S ribosomal RNA. .. Boesenbergia rot...

531 531 83% 3e-146 98.35% 585 KU215139.1

Boesenbergia rotunda isolate 72.1 clone 1 internal transcribed spacer 1, partial sequence; 5.8 ribosomal RNA gene, ... Boesenbergiarot... 525 525 83% 1e-144 98.01% 601 KM983479.1
Boesenbergia rotunda 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.88 ribosomal RNA ... Boesenbergiarot... 520 520 90% 6e-143 94.48% 640 AF478727.2

Boesenbergia rotunda voucher BKF:J. Mood 11P27 18S ribosomal RNA gene, partial sequence; internal transcribed s... Boesenbergiarot.. 505 505 90% 2e-138 94.28% 651 KU159400.1

Boesenbergia meghalayensis isolate 72.2 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.... Boesenbergiame... 505 505 84% 2e-138 96.14% 611 KR002076.1

Boesenbergia minor isolate M13C24 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer ... Boesenbergia minor 505 505 90%  2e-138 94.28% 646 MN803352.1
Boesenbergi 501 501 90% 2e-137 94.28% 634 KF982796.1

Boesenbergi

[N H << NN <N<N<H<N<N<N<]

Caulokaempferia violacea isolate M12C31 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.

pferia alba isolate M12C30 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8 501 501 26137 94.28%
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esenbergia rotunda chloroplast gene for maturase K, partial cds, isolate: CHULA-037 Boesenbergiarot... 1218 1218 100% 0.0 10000% 659 LC461778.1
Haplochorema uniflorum voucher OIH113 tRNA-Lys (trK) gene, partial sequence; and maturase K (matK) gene, ... Haplochorema u... 1218 1218 100% 0.0 100.00% 2557 ~KY492463.1
Boesenbergia rotunda isolate M1552 tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) oesenbergiarot... 1218 1218 100% 00 100.00% 2640 KY701344
Haplochorema aff. uniflorum M3439 isolate LP1184 tRNA-Lys (trmK) gene, partial sequence; and maturase K (ma... Haplochorema af... 1218 1218 100% 0.0 100.00% 2652 KU291122.1
Haplochorema unifiorum isolate LP1196 tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, c... Haplochorema u... 1218 1218 100% 0.0 100.00% 2652 KU291120.1
Boesenbergia sp. M12C33 isolate LP1058 tRNA-Lys (trmK) gene, partial sequence; and maturase K (matK) gene,... Boesenbergia sp... 1218 1218 100% 0.0 100.00% 2588 KU291118.1
Boesenbergia rotunda isolate 72,1 maturase K (matK) gene, pariial cds; plastid Boesenbergiarot... 1218 1218 100% 0.0 100.00% 717 KM9834251
Boesenbergia rotunda isolate 72.1 maturase K (matK) gene, partial cds; plastid Boesenbergiarot... 1218 1218 100% 0.0 100.00% 718  KR002075.1
Caulokaempferia alba isolate M3253 RNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, com... Boesenbergiaalba 1218 1218 100% 00 100.00% 2639 KF982801.1
Boesenbergia rotunda isolate M3358 tRNA-Lys (tmK) gene, intron; and maturase K (matK) gene, complete cds ~ Boesenbergiarot... 1218 1218 100% 0.0 100.00% 2645 MNB03407.1
Boesenbergia orbiculata isolate M3426 tRNA-Lys (tmK) gene, intron; and maturase K (matK) gene, complete cds ~ Boesenbergiaor... 1218 1218 100% 0.0 100.00% 2649 MNB03397.1
Boesenbergia sp. OIH138 tRNA-Lys (tmK) gene, intron; and maturase K (matK) gene, complete cds Boesenbergiasp... 1218 1218 100% 0.0 100.00% 2683 MN803391.1
Boesenbergia burttiana isolate M3410 tRNA-Lys (tmK) gene, intron; and maturase K (matk) gene, cor Boesenbergia bu... 1218 1218 100% 0.0 10000% 2652 MNB03388.1
Boesenbergia baimail isolate M3275 tRNA-Lys (trnK) gene, intron; and maturase K (matK) gene, complete cds ~ Boesenbergiaba... 1218 1218 100% 0.0 100.00% 2640 MNB03386.1
Boesenbergia rotunda tRNA-Lys (tmK) gene, intron; and maturase K (matK) gene, partial cds; chloroplast Boesenbergia rot... 1218 1218 100% 0.0 100.00% 1520 HM367644.1
nbergia rotunda tRNA-Lys (tmK) gene, intron; and maturase K (matK) gene, complete cds; chioroplast Boesenbergiarot... 1218 1218 100% 0.0 100.00% 2645 AF478827
Boesenbergia rotunda tRNA-Lys (tmK) gene, intron; and maturase K (matk) gene, complete cds; chioroplast Boesenbergiarot... 1218 1218 100% 0.0 100.00% 2659 AF478820MES
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Boesenbergia rotunda PsbA (psbA) gene, partial cds; and psbA-trnH intergenic spacer, partial sequence; chloroplastBoesenbergiarot... 1349 1446 97% 0.0 100.00% 730 DQ408327.1

Boesenbergia sp. JT-2006-2 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial sequence; ch... Boesenbergiasp... 1343 1440 97% 00 99.86% 730 DQ408324.1
Boesenbergia regalis PsbA (psbA) gene, partial cds: and psbA-tmH intergenic spacer, partial sequence; chloroplast Boesenbergiare... 1304 1402 97% 00 99.17% 724 DQ408323.1
Boesenbergia rotunda chioroplast psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-037 Boesenbergiarot... 1299 1396 93% 00 10000% 753 LCA61780.1
Scaphochlamys minutiflora isolate JT2007-2 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, parti.
Comnukaempferia aurantiflora PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial sequence; c... Comukaempferia... 1290 1387 97% 00 98.63% 732 DQ408332.1
Curcuma ecalcarata photosystem If protein D1 (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete se... Curcuma ecalcar... 1273 1370 97% 00 98.36% 768  KY978414.1

Scaphochlamys ... 1299 1396 97% 00 99.04% 726 GQ386058.1

Curcuma mutabilis photosystem Il protein D1 (psbA) gene, partial cds; psbA-mH intergenic spacer, complete seq... Curcuma mutabilis 1273 1370 97% 0.0 98.36% 766 KY978413.1
Curcuma decipiens photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete seq...Curcuma decipiens 1273 1370 97% 0.0 98.36% 762 KY978412.1
Curcuma xanthorrhiza photosystem If protein D1 (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete ... Curcuma xanthor... 1273 1370 97% 0.0 98.36% 774 KY978408.1

Curcuma bhatil photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete sequen...

Curcumabhatii 1273 1370 97% 00 98.36% 763 KY963942.1

Curcuma kamatakensis photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete...Curcuma kamata... 1273 1370 97% 0.0 98.36% 765 KY963941.1

Curcuma oligantha var. oligantha photosystem Il protein D1 (psbA) gene, partial cds; psbA-trnH intergenic spacer.... Curcuma oligant... 1273 1370 97% 00 98.36% 768 KY963940.1

Curcuma kudagensis photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete s... Curcuma kudage... 1273 1370 97% 00 98.36% 771 KY963939.1

Curcuma haritha photosystem Il protein D1 (psbA) gene, partial cds; psbA-mH intergenic spacer, complete seque... Curcuma haritha 1273 1370 97% 00 98.36% 773  KY963938.1

Curcuma neilgherrensis photosystem Il protein D1 (psbA) gene, partial cds;
Curcuma inodora photosystem Il protein D1 (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial seq... Curcumainodora 1273 1370 97% 0.0 98.36% 774 KYﬂSﬂE
‘Curcuma montana photosvstem I protein D1 (osbA) aene. partial cds: and psbA-trnH interaenic spacer. partial se.. Curcuma montana 1273 1370 97% 00 98.36% 781 KY851

bA-tmH intergenic spacer, complet... Curcuma neilghe... 1273 1370 97% 00 98.36% 766 KY963937.1

NN NN NN <N N<N<]
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Description

Curcuma amada isolate Z122 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, par...

Boesenbergia rotunda chioroplast gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, pa.

Scaphochlamys sp. Kennedy 4462 isolate L-83.0941 plastid
Kaempferia elegans chloroplast, complete genome

Kaempferia galanga chloroplast, complete genome

Kaempferia elegans isolate Ka3 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (bcl) gene, p.

Kaempferia galanga isolate Ka2 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcL) gene,

Boesenbergia kingii isolate Bo1 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcL) gene, p...

Curcuma flavifiora chloroplast, complete genome

Pommereschea lackneri chloroplast, complete genome

Cautleya gracilis chioroplast, complete genome

Zingiber mioga voucher XuZD246 ribulose-1

-bisphosphate carboxylase/oxygenase large subunit (rbel) gene..
Zingiber mioga voucher Lihq0442 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene,
Zingiber montanum chloroplast, complete genome

Zingiber corallinum chloroplast, complete genome

Roscoea purpurea voucher 23726 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbel ) gene.

Download ~ [z Select columns ¥ Show €

GenBank  Graphics Distance tree of results  [ZZIMSA View
AR A

v v v - - -

Curcumaamada 976 976 100% 0.0 99.26% 1367 KF981155.1
Boesenbergiaro... 974 974 99% 00 99.26% 552 LC461779.1
Scaphochlamys... 965 965 100% 0.0 98.88% 125003 MH603440.1
Kaemperiaeleg... 965 965 100% 0.0 98.88% 163555 NC_040852.1
Kaempferiagala.. 965 965 100% 0.0 98.88% 163811 NC 040851.1
Roscoeapurpurea 965 965 100% 0.0 98.88% 705 KX344679.1
_Kaempferiacleg... 965 965 100% 0.0 98.88% 576 KX758498.1
.Kaempferiagala... 965 965 100% 0.0 98.88% 579 KX758497.1
Boesenbergia ki.. 965 965 100% 00 98.88% 575 KX758491.1
Curcuma flaviflora 965 965 100% 0.0 98.88% 160478 KR967361.1
Pommereschea 965 100% 0.0 98.88% 163301 NC 060764.1
Cautleya gracilis 965 965 100% 0.0 98.88% 163831 MW769781.1
Zingiber mioga 965 965 100% 00 98.88% 724 MN205304.1
.Zingbermioga 965 965 100% 00 9888% 723  MN192906.1
Zingibermontan... 965 965 100% 0.0 98.88% 161483 MWB01386.1
Zingiber corallinum 965 965 100% 0.0 98.88% 160957 MW801385.1
.Roscoeapurpurea 965 965 100% 0.0 98.88% 570 OK148454.1
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Clinacanthus nutans genes for 5.8S rRNA, ITS 2,

8S rRNA, partial and complete sequence, isolate: CHULA-023 Clinacanthus nut... 597 597 90% 3e-166 99.39% 354 LCA56354.1

Clinacanthus nutans voucher PW040 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, comp... Clinacanthus nut... 208 298 95%  3e-76 8220% 479 KT004477.1

Acanthus mollis 5.8S ribosomal RNA gene, partial sequence; interal transcribed spacer 2, complete sequence; and 2... Acanthus mollis 289 289 92% 2073 8216% 431 KI004468.1

Acanthaceae sp. 4 MIB:SASS:0369 voucher MIB:SASS 0369 5.8S ribosomal RNA gene, partial sequence; internal tra... Acanthaceae sp.... 248 248 95% 3e-61 79.83% 436 MZ489746.1

Rungia pectinata voucher BKF 189445 5.8S ribosomal RNA gene, partial sequence; intemal transcribed spacer 2, com... Rungia pectinata 243 243 95%  2e-59 79.44% 471 KI004494.1

.. Rungia pectinata 237 237 95% 7e58 79.15% 460 MG757273.1

231 231 95% 3e56 79.04% 483 KU724208.1

. Isoglossacollina 230 230 95%  1e-55 78.92% 501 MG730172.1

Isoglossa o

ia voucher 337 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete se... Isoglossacollna 230 230 95% 1e55 78.92% 499 MG730171.1

Isoglossa collina voucher 336 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete se... Isoglossacolina 230 230 95%  1e-55 78.92% 476 MG730170.1

Megaskepasma erythrochlamys voucher PWO30 5.88 ribosomal RNA gene, partial sequence; internal transcribed spa... Megaskepasma 226 226 95% 2e54 78.75% 484 KT004485.1

X Ruttyruspolia sp. BKF189461 5.88 ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete s... x Ruttyruspolia sp... 224 224 95% 6e-54 78.75% 400 KT004505.1
Pseuderanthemum malaccense isolate BBO615 5.8S ribosomal RNA gene, partial sequence; internal transcribed spac... Pseuderanthemu... 224 224 95%  6e-54 78.87% 401 KR532510.1

teral transcribed sy

Pseuderanthemum gracilifiorum isolate J710 cer 1, partial sequence; 5.8 ribosomal RNAgen... Pseuderanthemu... 224 224 95%  6e-54 78.87% 499 KR532509.1

Justicia betonica voucher BKF 189468 5.8S ribosomal RNA gene, partial sequence; intemal transcribed spacer 2, com... Justiciabetonica 222 222 95%  2e-53 78.65% 486 KI004480.1

[N NCE<H<NCE<E<N<N<N<N<N<N<N<]

220 220 95% T7e53 78.53% 485 KT004482.1
219 219 95% 3e52 7847% 453
219 219 95% 3e-52 7847% 451

Just

artial seq
Justicia ventricosa voucher 603 5.8S ribosomal RNA gene, partial sequence;

ventricosa voucher 1468 5.8S ribosomal RNA ge
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Bacopa monnieri genes for 18S rRNA, ITS1, 5.8 rRNA, ITS2, 28S rRNA, partial and complete sequence, isolate: BM01Bacopa monnieri

Bacopa monnieri bio-material ChromaDex_Lot_00030842-197 5.8S ribosomal RNA gene, partial sequence; interal ... Bacopa monnieri

.. Bacopa monnieri
Bacopa monnieri
. Bacopa monnieri
.. Bacopa monnieri

... Bacopa monnieri
Bacopa monnieri isolate BMH 18S ribosomal RNA gene, partial sequence:

internal transcribed spacer 1, 5.8S ribosom... Bacopa monnieri

... Bacopa monnieri
... Bacopa monnieri
Bacopa monnieri
Sesuvium portula...

. Bacopa floribunda

. Bacopa rotundifolia

Bacopa caroliniana genes for 188 rRNA, ITS1, 5.88 rRNA, ITS2,

..Bacopa caroliniana

Bacopa rotundifolia voucher CCDB-24918-E12 5.8S ribosomal RNA gene and internal transcribed spacer 2, . Bacopa rotundifolia

< NN < B N<E<N<N<H<N<N<]

Bacopa eisenii internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, complete s.

. Bacopa eisenii

3

Max
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v

619
614
614
614
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575
575
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551
544
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274
263
207
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Distance tree of results
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Score
v

619
614
614
614
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575
575
551
551
544
531
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274
263
207
207
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Cover
v

100%
100%
100%
100%
100%
93%
95%
90%
90%
90%
86%
85%
100%
98%
100%
80%
80%

value
v

6e-173
3e-171
3e-171
3e-171
4e-169
1e-159
1e-159
2e-152
2e-152
4e-150
3e-146
Se-144
1e-110
5e-69
1e-65
5e-49
5e-49

Per.

Ident
v

99.12%
98.83%
98.83%
98.83%
98.54%
98.75%
98.46%
98.70%
98.70%
98.38%
98.65%
98.63%
88.30%
81.42%
80.69%
80.36%
80.36%

ZMSA Viewer

716
674
616
725
373
722
326
631

Accession

LC214982.1
MKO087877.1
KM887387.1
MZ520548.1
MFA409649.1
KX365333.1
KR215626.1
KP844738.1
AY492095.1

MW54712
MW332059.1
MF063857.1
LC214990.1
MG219154.1
LC214983.1
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Clinacanthus nutans chioroplast, complete genome Clinacanthus nut.. 905 905 100% 00 96.40% 151669 NC 0421621
Clinacanthus nutans chioroplast, complete genome Clinacanthus nut.. 905 905 100% 00 96.40% 151669 MH778102.1
Clinacanthus nutans chioroplast matk gene for maturase K, partial cds Clnacanthus nut.. 905 905 100% 00 9640% 718  LCA56355.1
Clinacanthus nutans vousher BP11536.5 maturase K (matK) gene, partial cds; chioroplast Clnacanthus nut.. 883 883 100% 00 9564% 812  KX014786.1

Clinacanthus nutans voucher PS11536.1 maturase K (matK) gene, partial cds; chioroplast canthusnut.. 883 883 100% 00 9564% 788 KX014785.1

Pachystachys lutea isolate AD5JP66 maturase K (matK) gene, partial cds; chioroplast Pachystachys lutea 872 872 100% 00 9527% 798 MF349830.1
Pachystachys lutea voucher MO:Carlsen3103 maturase K (matK) gene, partial cds; chloroplast Pachystachys lutea 872 872 100% 00 9527% 833 OL690095.1
Justicia camea isolate JC1 maturase K (matk) gene, partial cds; chloroplast Justiciacamea 872 872 100% 00 9527% 783 MH373657.1
Schaueria flavicoma voucher MO:6857114 maturase K (matK) gene, partial cds; chloroplast Schaueria flavico... 867 867 100% 00 95.08% 843 MT362769.1
Schaueria humuiifiora isolate NE694 maturase K (matK) gene, partial cds; chioroplast Schaueria humuli... 867 867 100% 00 95.08% 853 MT370550.1
Yeatesia platystegia voucher BRIT:Gostel456 maturase K (matK) gene, partial cds; chioroplast Yeatesiaplatyste... 861 861 100% 00 9489% 829 OL537985.1
Thyrsacanthus ramosissimus isolate NE469 maturase K (matK) gene, partial cds; chioroplast Thyrsacanthusra... 861 861 100% 00 94.89% 825 MT370547.1
Anisacanthus quadrifidus var. wrighti isolate AD5JP51 maturase K (matk) gene, partial cds; chioroplast Anisacanthus qu... 850 850 100% 0.0 94.51% 820 MF350158.1

Justicia campylostemon voucher OM2299 maturase K (matkK) gene, partial cds; chioroplast
Duvernoia adhatodoides voucher OM1759 maturase K (matK) gene, partial cds

828 828 100% 0.0 9375% 771 JX518170.1

821 821 99% 00 9355% 769 JF270753.1

[N E<ECE<NE<H<NN<N<N<N<N<]

Duvernoia aconitiflora voucher OM1816 maturase K (matK) gene, partial cds Justicia aconitifora 821 821 99% 00 93.55% 769 JF270752.1
Carlowrightia arizonica isolate CBP321 maturase K (matK) gene, partial cds; chioroplast Carlowrightia ariz... 819 819 100% 00 93.30% 912
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Clinacanthus nutans chioroplast, complete genome Clinacanthus nut... 595 595 76% 1165 98.50% 151669 NC_042162.1
Clinacanthus nutans chioroplast, complete genome Clinacanthus nut... 595 595 76% 1e-165 98.50% 151669 MH778102.1
Clinacanthus nutans voucher PW040 photosystem I protein D1 (psbA) gene. partial cds; psbA-tmH intergenic sp... Clinacanthus nut... 595 595 76% 1e-165 98.50% 397 KI161340.1
Clinacanthus siamensis voucher PW039 photosystem Il protein D1 (psbA) gene, partial cds: psbA-mH intergeni... Clinacanthus sia... 584 584 76% 3e-162 97.90% 369 KI161341.1
Clinacanthus nutans chloroplast gene for psbA, psbA-rH intergenic spacer, partial sequence, isolate: CHULA-023Clinacanthus nut... 579 579 74% 1e-160 98.46% 346 LCA56357.1
Clinacanthus nutans voucher SP11536.3 photosystem Il protein D1 (psbA) gene, partial cds; psbA-mH intergeni... Clinacanthus nut... 531 531 76% 4e-146 95.51% 374  KU985410.1
Clinacanthus nutans voucher BF11536.4 photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergeni... Clinacanthus nut... 531 531 76% 4e-146 9551% 386 KU985408.1
Clinacanthus nutans voucher PS11536.1 photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergeni... Clinacanthus nut... 531 531 76% 4e-146 9551% 387 KU985407.1
Clinacanthus nutans voucher A2355 psbA-tmH intergenic spacer, partal sequence; chioroplast Clinacanthus nut... 525 525 67% 2e-144 9831% 324  MH069900.1
Clinacanthus nutans voucher BP11536.5 photosystem Il protein D1 (psbA) gene, partial cds; psbA-mH intergeni... Clinacanthus nut... 525 525 76% 2e-144 9521% 385 KU985400.1
Clinacanthus nutans voucher PS0749MTO01 psbA-trmH intergenic spacer region, partial sequence; chloroplast ~ Clinacanthus nut... 492 492 61% 2e-134 100.00% 266 GQ435151.1
Pachystachys lutea voucher PW043 photosystem Il protein D1 (psbA) gene, partial cds; psbA-mH intergenicsp... Pachystachys lutea 425 425 68% 2e-114 92.04% 402  KT161345.1
Schaueria flavicoma voucher MO:6857114 photosystem l protein D1 (psbA) gene, partial cds: and psbA4mH int... Schaueria flavico... 424 424 66% 6e-114 92.74% 354 MH749313.1
Anisacanthus brasiliensis plastid DNA, psbA-mH intergenic spacer Anisacanthusbr... 414 414 68% de-111 91.43% 399 AB474961.1
Pachystachys Iutea isolate AD5JP86 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-tmH intergeni... Pachystachys lutea 409 409 66% 2e-109 91.80% 356 MF348426.1
Anisacanthus quadrifidus var. wrightii isolate AD5JP51 photosystem Il protein D1 (psbA) gene, partial cds; and p... Anisacanthus qu... 394 394 66% 5e-105 90.88% 359  MF348455.1
Justicia camea isolate JC1 photosystem Il protein D1 (psbA) gene, partial cds; psbA-tmH intergenic spacer, com... Justiciacamea 388 388 63% 20103 91.50% 345 %
Mackava bella voucher Daniel s.n. (CAS) PsbA aene. bartial cds: psbA-tmH interaenic spacer. complete sequen .~ Mackava bella 370 379 76%  1e.100 87 25% 385  KCA42 =
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Clinacanthus nutans chioroplast, complete genome Clinacanthusnut.. 976 976 98% 00 100.00% 151669 NC_042162.1
Clinacanthus nutans chloroplast, complete genome Clnacanthusnut.. 976 976 98% 00 100.00% 151669 MH778102.1

Clinacanthus nutans voucher BP11536.5 ribulose-1,5-

isphosphate carboxylase/oxygenase large subunit (tbcl).... Clinacanthus nut.. 976 976 98% 0.0 10000% 577 KU985404.1
phosphate carboxylase/oxygenase large subunit (rbcl)

phosphate carboxylase/oxygenase large subunit (rbe... Clinacanthus nut... 976 976 98% 0.0 100.00% 703 GQ436501.1

Clinacanthus nutans voucher PS11536.1 ribulos bi Clinacanthus nut.. 976 976 98% 0.0 100.00% 580  KU985403.1

Clinacanthus nutans voucher PS0749MTO1 ribulose-1

Clinacanthus nutans chloroplast rbcl. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, p... Clinacanthus nut... 974 974 98% 0.0 100.00% 552 LC456356.1

Ruttya sp. SH-2010 chloroplast gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, partial ... Ruttya sp. SH-2010 970 970 98% 0.0 99.81% 1360 AB586158.1

Clinacanthus nutans voucher A2355 ribulose-

5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene... Clinacanthus nut... 966 966 97% 0.0 100.00% 605 MH069767.1

013 voucher PM4946

ulos

canthaceae s

Acanthaceae sp. Of 5-bisphosphate carboxylase/oxygenase large subunit (rbe. 965 965 98% 00 99.62% 705 KC628217.1
Clinacanthus nutans voucher KK11536.1 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl).... Clinacanthus nut.. 963 963 97% 0.0 100.00% 578 KU985406.1

Clinacanthus nutans voucher SP11536.3 ribulose-

bisphosphate carboxylase/oxygenase large subunit (rbcl).... Clinacanthus nut.. 963 963 97% 0.0 100.00% 579 KU985405.1

Ecbolium amplexicaule voucher Chase, 15943, (K) ribulose-1,5-bisphosphate carboxylase/oxygenase large subu... Ecbolium amplex... 959 959 98% 0.0 99.43% 1383 JQ933315.1

Acanthaceae sp. KR2699 ribulose- 952 952 97% 00 99.62% 531 MG817001.1

bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cd... Acanthaceae sp.

Acanthaceae sp. KR2698 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cd... Acanthaceae sp.... 952 952 97% 00 99.62% 531 MG816999.1

Pseuderanthemu graciliflorum isolate J617 ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (tb... Pseuderanthemu... 948 948 98% 0.0 99.05% 632 KR529939.1
Gray

[ N NN RN E NN NN N<N<N<N<]

hosphate carboxylase/oxygenase large subunit (tbcl) ge... Graptophyllum e... 948 948 98% 00 99.05% 562  KF496794.1

hyllum excelsum isolate D1818 ribulose-1

Pseuderanthemum haikangense chioroplast, complete genome Pseuderanthemu... 948 948 98% 00 99.05% 152849
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Curcuma longa gene for 5.8S rRNA, ITS 2 and 28S rRNA, partial and complete sequence, isolate: CHULA-002 Curcuma longa 440 440 67% S5e-119 97.62% 252 LC461717.1
Curcuma longa isolate CL4 clone 1 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8 rib... Curcuma longa 435 435 69% 2e-117 96.12% 1470 KX832032.1
Curcuma haritha 435 435 69% 2e-117 96.12% 620 KJ872083.1
urcuma haritha 435 435 69% 2e-117 96.12% 617 KJ872082.1
clone. . Curcuma haritha 435 435 69% 2e-117 96.12% 625 KJ872080.1
Curcuma longa voucher NMNH 2000052 5.8S ribosomal RNA gene, partial sequence; r .. Curcuma longa 435 435 69% 2e-117 96.12% 315 KJ803148.1
Curcuma cordata voucher NMNH 2000054 5.8S ribosomal RNA gene and internal transcribed spacer 2, partial seque... Curcuma cordata 435 435 69% 2e-117 96.12% 290 KJ803136.1
Curcuma longa isolate Zn_45.5 clone 10 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.... Curcuma longa 435 435 69% 2e-117 96.12% 626 KF304501.1
Curcuma longa isolate cgbottu8 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1 an... Curcuma longa 429 429 69% 1e-115 95.74% 694 MF076952.1
Curcuma longa isolate CL4 clone 3 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S rib... Curcuma longa 429 429 69% 1e-115 95.74% 1485 KX832036.1
Curcuma longa isolate CL4 clone 4 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S rib... Curcuma longa 429 429 69% 1e-115 95.74% 1476 KX832035.1
Curcuma longa isolate CL4 clone 5 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.88 rib... Curcuma longa 429 429 69% 1e-115 95.74% 1485 KX832033.1
Curcuma longa isolate CL2 clone 3 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S rib... Curcuma longa 429 429 69% 1e-115 95.74% 1483 KX832028.1
Curcuma longa isolate CL2 clone 1 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S rib... Curcuma longa 429 429 69% 1e-115 95.74% 1486 KX832026.1
Curcuma longa isolate CL16 clone 6 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.88 ri... Curcuma longa 429 429 69% 1e-115 95.74% 1482 KX832023.1
Curcuma longa isolate CL14 clone 2 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.88 ri. 429 429 69% 1e-115 95.74% 1478 KX832009.1
Curcuma longa isolate CL13 clone 2 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ri. 429 429 69% 1e-115 95.74% 1477
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Curcuma zedoaria chioroplast, complete genome

Curcuma zedoaria chioroplast, complete genome
Curcuma kwangsiensis plastid, complete genome

Curcuma longa chioroplast, complete genome

Curcuma aromatica chloroplast, complete genome

Curcuma kwangsiensis plastid, complete genome

Curcuma longa chloroplast, complete genome

Curcuma aromatica chloroplast, complete genome
Curcuma phaeocaulis chloroplast, complete genome

Curcuma longa chioroplast, complete genome

Curcuma longa chloroplast, complete genome

Curcuma longa chioroplast, complete genome

Curcuma phaeocaulis voucher CUR04 chioroplast, complete genome

Curcuma wenyujin voucher CUR03 chloroplast, complete genome

Curcuma longa voucher wen13706 chioroplast, complete genome

Curcuma longa chioroplast, complete genome

Curcuma roscoeana isolate 96-1594A plastid

Curcuma longa chioroplast gene for maturase K, partial cds, isolate: CHULA-002

Download
GenBank
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Curcuma zedoaria 1391
Curcuma kwang... 1391
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Curcuma kwang... 1391
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Curcuma longa chloroplast psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-002 Curcumalonga 1339 1437 95% 0.0 99.46% 735 LC461720.1

Curcuma longa voucher Pratibha PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete sequenc

Curcumalonga 1330 1427 95% 00 99.32% 742 KR996163.1

Curcuma amada voucher ZSDO1 PsbA (psbA) gene, partial cds; psbA-trH intergenic spacer, complete sequence;...Curcuma amada 1312 1409 93% 0.0 99.58% 742 KC597935.1

Curcuma longa tRNA-His (tmH) gene, partial sequence; tmH-psbA intergenic spacer, complete sequence; and Ps... Curcumalonga 1290 1387 98% 00 97.01% 812 KJ025042.1

Curcuma longa voucher A2564 psbA-trnH intergenic spacer, partial sequence; chloroplast Curcumalonga 1273 1370 89% 0.0 99.86% 691 MHO069905.1
Canna indica chloroplast rpl2, tmH, rps19, psbA genes, partial and complete cds and complete sequence Canna indica 1273 1370 98% 00 96.62% 992 AB331269.1

Zingiber shuanglongense haplotype ZS_Hap_10 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, ... Zingiber shuangl... 1271 1368 95% 00 97.70% 2579 MH758540.1

Curcuma mangga voucher 1049 PsbA (psbA) gene. partial cds; and psbA-trnH intergenic spacer, | ...Curcuma mangga 1269 1366 95% 00 97.46% 752 KM521589.1

Amomum sp. ZSBO3 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, cor Amomumsp.ZS... 1269 1366 96% 00 97.21% 776 KC598058.1

Zingiber shuanglongense haplotype ZS_Hap_11 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, ... Zingiber shuangl... 1266 1363 95% 0.0 97.57% 2580 MH758541.1

Curcuma aeruginosa voucher 1144 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial seque... Curcuma aerugin...

1264 1361 95% 00 97.33% 752 KMS521590.1

Zingiber shuanglongense isolate ZS_DLS_401_ photosystem Il Q protein (D1) (psbA) gene, partial cds; ribosomal... Zingiber shuangl... 1264 1361 95% 00 97.69% 735 MZ340007.1

Curcuma cordata isolate AG2KL33 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-tmH intergenic's... Curcuma cordata 1262 1359 95% 00 97.32% 766 MF348806.1

Curcuma caesia voucher ZSD04 PsbA (psbA) gene, partial cds; psbA-trH intergenic spacer, complete sequence;... Curcuma caesia 1262 1359 96% 0.0 97.07% 776 KC507938.1
Curcuma kwangsiensis isolate A11 PsbA (psbA) gene, partial cds; psbA-trH intergenic spacer, complete sequenc... Curcuma kwangs... 1262 1359 95% 00 97.32% 766 EU552520.1

Zingiber mioga chloroplast Zingiber mioga 1260 1357 98% 00 96.35% 159868 MWO067011.1

< E<N<NCE<NE<E<NN<NN<N<N<N<]

Zingiber shuanglongense isolate ZS_EJT_Y01_ photosystem Il Q protein (D1) (psbA) gene, partial cds; ribosomal... Zingiber shuangl... 1258 1355 95% 0.0 97.56% 736

Curcuma xanthorrhiza voucher 1108 PsbA (psbA) gene, partial cds: i i . Curcuma xanthor... 96% X X 775
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Curcuma zedoaria chioroplast, complete genome Curcumazedoaria 972 972 100% 00 99.25% 162135 NC_048505.1
Curcuma zedoaria chloroplast, complete genome Curcuma zedoaria 972 972 100% 0.0 99.25% 162135 MK262734.1
Curcuma kwangsiensis plastid, complete genome Curcuma kwang... 972 972 100% 00 99.25% 159439 NC_046685.1
Curcuma longa chioroplast, complete genome Curcumalonga 972 972 100% 00 99.25% 162232 MN711722.1
Curcuma aromatica chioroplast, complete genome Curcuma aromatica 972 972 100% 00 99.25% 159723 NC_ 046602.1
Curcuma kwangsiensis plastid, complete genome Curcuma kwang... 972 972 100% 00 99.25% 159430 MK621775.1
Curcuma longa chioroplast, complete genome Curcumalonga 972 972 100% 00 99.25% 159469 MK621774.1
Curcuma aromatica chioroplast, complete genome Curcuma aromatica 972 972 100% 00 99.25% 159723 MK621773.1
Curcuma phaeocaulis chloroplast, complete genome Curcuma phaeoc... 972 972 100% 00 99.25% 159423 MK621772.1
Curcuma longa chioroplast, complete genome Curcumalonga 972 972 100% 00 99.25% 162255 MK965541.1
Curcuma longa chloroplast, complete genome Curcumalonga 972 972 100% 00 99.25% 162176 MK262732.1
Cureuma longa chioroplast, complete genome Curcumalonga 972 972 100% 00 99.25% 162180 MK109020.1
Curcuma phaeocaulis voucher CUR04 chioroplast, complete genome Curcumaphacoc.. 972 972 100% 0.0 99.25% 162133 NC_045242.1
Curcuma wenyujin voucher CUR09 chloroplast, complete genome Curcumawenyun 972 972 100% 00 99.25% 162266 NC_045241.1
Curcuma aeruginosa ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit gene, partial cds; chloroplast Curcuma aerugin... 972 972 100% 00 99.26% 598  MK934697.1
Curcuma longa voucher wen13706 chioroplast, complete genome Curcumalonga 972 972 100% 00 99.25% 159550 NC_042886.1
Curcuma longa chioroplast, complete genome Curcumalonga 972 972 100% 00 99.25% 159550
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Centella asiatica voucher MIB:SASS 0453 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer ... Centella asiatica 848 848 100% 0.0 100.00% 459 MZ489791.1)
Centella asiatica bio-material Chromadex_Lot 00041348-460 5.8S ribosomal RNA gene, partial sequence; internal t... Centellaasiatica ~ 821 821 100% 0.0  98.91% 460 MK087886.1
Centella asiatica isolate gotu_kola 5.88S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, compl... Centella asiatica 695 695 87% 0.0 97.50% 400 KU724202.1
Centella asiatica isolate UAS-SEC146 ir entella asi: 673 673 81% 0.0 99.20% 855 KR215628.1
Centella asiatica voucher MSoLS_CA_R4 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene... Centella asiatica 662 662 79% 0.0 99.18% 671 OM639650.
Centella asiatica voucher TuTY1530 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S... Centella asiatica 651 651 79% 0.0 98.64% 702 MH768338.1
Centella asiatica gene for 5.8S rRNA, ITS 2 and 28S rRNA, partial and complete sequence, isolate: CHULA-012 Centella asiatica 651 651 79% 0.0 98.64% 368 LC461753.1
Centella asiatica voucher CMPR8787 small subunit ribosomal RNA gene, partial sequence; internal transcribed spa. 640 640 77% 6e-179 99.15% 676 MN883870.1
Centella asiatica isolate SBB-1370 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and in.. 636 636 77% 8e-178 98.88% 696 KM887373.1
Centella asiatica voucher US:Suissa158 5.8S ribosomal RNA gene and internal transcribed spacer 2, partial sequence Centella asiatica 593 593 73% 5e-165 98.52% 337 MH766949.1
Centella asiatica voucher MSoLS_CA _1 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, ... Centella a: 592 592 72% 2e-164 98.80% 556 MWS547130.
. Centella asiatica 582 582 70% 1e-161 99.08% 626 AF272352.1
.. Centella asiatica 575 575 70% 2e-159 98.77% 610 MH768337.1
Centella asiatica 556 556 67% 6e-154 99.03% 619 KX277730.1
Panax trifolius cultivar Panax trifolius small subunit ribosomal RNA gene, | sequence; internal transcribed spac. anax_ 551 551 100% 3e-152 88.48% 5991 MF099781.1
Aralia continentalis isolate GDR-68 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, comp... Aralia continentalis 545 545 100% 1e-150 88.29% 455 KX271054.1
Aralia continentalis isolate GDR-66 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, comp... Aralia continentalis 545 545 100% 1e-150 88.29% 455 %
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Centella asiatica chioroplast, complete genome Centella asiatica 1423 1423 100% 00 100.00% 154771 MNB54377.1
Centella asiatica isolate shawpc1021K maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1423 1423 100% 00 100.00% 782 JN407219.2
Centella asiatica isolate shawpc0933K maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1423 1423 100% 00 100.00% 786 JN407217.2
Centella asiatica isolate shawpc0944K maturase K (matk) gene, partial cds; chioroplast Centella asiatica 1423 1423 100% 00 100.00% 775 JN407218.1
Centella asiatica voucher TuTY1530 maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1421 1421 99% 00 100.00% 777 MH768044.1
Centella asiatica voucher CMPRS787 maturase K (matk) gene, partial cds; chioroplast Centella asiatica 1417 1417 99% 00 100.00% 858 MNB886299.1
Centella asiatica voucher US:Suissa158 maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1413 1413 99% 00 100.00% 766 MH748933.1
Centella virgata maturase K (matK) gene, partial cds; chloroplast Centella virgata 1411 1411 100% 00 9974% 813  KP110015.1
Centella asiatica voucher HXX18428 maturase K (matK) gene, partial cds; chloroplast Centella asiatica 1408 1408 98% 00 100.00% 766 MH768043.1
Centella villosa maturase K (matK) gene, partial cds; chioroplast Centella villosa 1400 1400 100% 00 9948% 779 KP110014.1
Centella lanata maturase K (matK) gene, partial cds; chloroplast Centella lanata 1400 1400 100% 00 99.48% 813 KP110012.1
Centella difformis maturase K (matk) gene, partial cds; chloroplast Centella difformis 1400 1400 100% 0.0 99.48% 779 KP110011.1
Centella restioides maturase K (matK) gene, partial cds; chioroplast Centellarestioides 1395 1395 100% 00 99.35% 796  KP110013.1
Centella asiatica voucher LTM030 maturase K (matK) gene, partial cds; chloroplast Centella asiatica 1391 1391 98% 00 9987% 756 JQ024945.1
Centella asiatica chioroplast gene for maturase K, partial cds, isolate: CHULA-012 Centella asiatica 1367 1367 9% 00 100.00% 747 LCA61754.1
Centella asiatica isolate OSBAR 000593 maturase K (matk) gene, partial cds; chloroplast Centella asiatica 1347 1347 95% 0.0 99.86% 738 MH552079.1

Centella asiatica voucher Trotta950361 maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1343 1343 94% 00 99.86% 814
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Centella asiatica psbA-trnH intergenic spacer, partial sequence; chloroplast Centella asiatica 830 830 93% 0.0 99.34% 483  MHO069888.1
Centella asiatica chloroplast psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-012 Centella asiatica 826 826 92% 0.0 99.56% 451  LC461756.1

Centella asiatica voucher US:Suissa158 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-tmH inter... Centella asiatica ~ 811 811 92% 0.0  99.11% 470 MH749208.1

lete genome Centella asiaica ~ 809 809 94% 0.0  98.06% 154771 MNB54377.1

Centella asiatica chloroplast, cor
Centella asiatica voucher K.S. Choi 12751 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete ... Centella asiatica ~ 804 804 94% 0.0 97.84% 502 JQ425422.1

Centella asiatica voucher A2878 psbA-trnH intergenic spacer, partial sequence; chloroplast Centella asiaica ~ 797 797 93% 0.0  98.03% 483 MH069889.1

Centella asiatica isolate shawpc1021H photosystem Il protein D1 (psbA) gene, partial cds; tmH-psbA intergenic ... Centella asiatica ~ 726 726 85% 0.0 98.07% 415 JN407070.2

Centella asiatica isolate shawpc0944H photosystem Il protein D1 (psbA) gene, partial cds; and tmH-psbA interge. .. Centella asiati 725 725 85% 0.0 97.62% 445 JN407069.3
Centella asiatica isolate shawpc0933H photosystem Il protein D1 (psbA) gene, partial cds; trnH-psbA intergenic.... 702 702 81% 00 98.49% 398 JN407068.2
Centella asiatica voucher PS1212MT01 psbA-tmH intergenic spacer region, partial sequence; chloroplast Centellaasiatica ~ 686 686 79% 0.0 98.46% 389 GQ435309.1
Centella asiatica voucher A2401 psbA-trnH intergenic spacer, partial sequence; chioroplast Centellaasiatica ~ 654 654 91% 0.0 9254% 470 MHO0G9887.1
Centella asiatica voucher Trotta950361 psbA-trnH intergenic spacer, partial sequence; chioroplast Centellaasiatica ~ 647 785 87% 0.0 94.02% 431 MH621823.1
Centella asiatica chloroplast tmH-psbA intergenic spacer, specimen voucher Gwee, AT. s.n Centellaasiatica 647 647 71% 0.0 100.00% 350 EM207086.1
Centella asiatica chloroplast tmH-psbA intergenic spacer, specimen voucher Van Valkenburg 3297 Centellaasiatica 614 614 71% 4e-171 98.20% 350 FM207085

BN ECE<E<N<N<N<N<N<N<]

Didymopanaxde... 180 180 94% 2e-40 7520% 501 FJ038860.2

Schefflera decaphylla voucher NH200178 PsbA (psbA) gene, partial cds; and psbA-trnH intergenic spacer, partia...

lyscias boivinii voucher US:Gostel661 )0t 176 176 92% 2039 74.95% 475

Polys

176
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Bacopa monnieri chloroplast, complete genome Bacopamonnieri 1581 1581 100% 0.0 98.64% 152495 NC 047469.1
Bacopa monnieri chloroplast, complete genome Bacopamonnieri 1581 1581 100% 0.0 98.64% 152495 MN736955.1
Bacopa monnieri chioroplast matK gene for maturase K, complete cds, isolate: BMO1 Bacopamonnieri 1581 1581 100% 00 9864% 1536 LC214984.1
Bacopa monnieri isolate Shafqat24 maturase K (MATK) gene, partial cds; chloroplast Bacopamonnieri 1581 1581 100% 0.0 98.64% 1518 OL989383.1

Bacopa monnieri tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, complete cds; chloroplast ~Bacopa monnieri 1578 1578 100% 0.0 98.53% 2440 AY667458.1

Bacopa monnieri voucher Trotta950345 maturase K (matK) gene, partial cds; chioroplast Bacopa monnieri 1480 1480 93% 00 9867% 831 MH621561.1

Bacopa floribunda chloroplast matK gene for maturase K, complete cds, i Bacopa floribunda 1465 1465 100% 00 96.26% 1536 LC214992.1

Bacopa monnieri voucher QRI 551 maturase K (matK) gene, . chioroy Bacopamonnieri 1417 1417 89% 0.0 9861% 858 MK578173.1
Bacopa repens tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, complete cds; plastid Bacoparepens 1387 1387 100% 0.0 94.67% 1791 EF467899.1
Bacopa monnieri isolate BMH maturase K (MatK) gene, partial cds; chloroplast Bacopamonnieri 1386 1386 86% 0.0 99.21% 821 KP844739.1
Bacopa monnieri isolate BMT maturase K (MatK) gene, partial cds; chioroplast Bacopamonnieri 1373 1373 85% 0.0 99.21% 834 KP844742.1
Bacopa caroliniana chioroplast matK gene for maturase K, complete cds, isolate: BCO1 Bacopa caroliniana 1371 1371 100% 0.0 9433% 1521 LC214985.1
Bacopa eisenii tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, complete cds; plastid Bacopa eisenii 1365 1365 100% 0.0 9422% 1791 EF467900.1
Bacopa monnieri isolate SBB-1411 maturase K (matK) gene, partial cds; chloroplast Bacopamonnieri 1304 1304 81% 0.0 9944% 716 KX344545.1
‘Sesuvium portulacastrum voucher 20141615 maturase K (matK) gene. partial cds; chloroplast Seswvium portula... 1267 1267 79% 00 99.14% 702 MF064415.1

Otacanthus caeruleus tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, complete cds; chloro... Otacanthus azur... 1177 1177 100% 0.0 90.36% 2451 AY6674:
Bacopa monnierioides voucher BioBot11409 maturase K (matK) gene, partial cds; chloroplast Bacopamonnieri... 1157 1157 84% 00 94.37% 774 JQsssc7RMES

[N NCECE<H<ECE<H<N<N<N<N<N<N<N<]





image47.png
ns Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download [ Select columns Show (2}
select all 700 sequences selected GenBank Distance tree of results  [ZMSA Viewer
. . Max Total Query E  Per  Acc
Descrioroy SclentificName | ¢ . re | Score | Cover |value | Ident | Len | Accession
v v v - - -
Centella asiatica chioroplast, complete genome Centellaasiaica 987 987 100% 00 99.63% 154771 MN854377.1

Centella asiatica voucher DMBY8 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, p... Centellaasiatica ~ 987 987 100% 00 99.63% 588 MK905038.1

Centella asiatica voucher DMB102 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene,

Centella asiatica voucher DMB101 ribulose-1

Centella asi

987 987 100% 00 99.63% 588 MK905037.1

Centella asiatica ~ 987 987 100% 0.0 99.63% 588 MK905036.1

Centella asiatica voucher DMB96 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (tbcL) gene, p... Centella asiatica ~ 987 987 100% 0.0 99.63% 588 MK905035.1

Centella asiatica voucher DMBSS ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, p... Centella asiatica ~ 987 ~ 987 100% 0.0 99.63% 568 MK905034.1

Centella a

ica voucher DMBOS ribulose-1,5-bisphosphate carboxylase/oxygenase large subu

(rbel.) gene, 987 987 100% 00 99.63% 588 MK905033.1

Centella asiatica voucher DMB93 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, p.

Centella asiatica voucher DMB9? ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (tbeL) gene. p.
Centella asiatica voucher DMB90 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbel) gene,

987 987 100% 00 99.63% 588 MK905030.1

987 987 100% 00 9963% 588 MK905029.1
Centella asiatica 987 987 100% 0.0 99.63% 588  MK905028.1
Centella asiatica voucher DMBBY ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, p... Centella asiatica ~ 987 987 100% 0.0 99.63% 588 MK905027.1
Centellaasiaica ~ 987 987 100% 00 99.63% 585 KX807136.1

Centella uniflora voucher CHR:625866 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) ¢

Centellaunifiora 987 987 100% 0.0 99.63% 1046 KT626678.1

Centella asi

ica isolate shawpc0944L ribulose-1, . Centella asi 987 987 100% 00 99.63% 559 JN407390.1

. Centella asiati

987 987 100% 00 99.63% 703 GQ436635.1

A< H<N<N<E<H<N<N<HE<N<N<N<N<N<]

985 985 99% 00 99.63% 553 MH749082.1

00  99.63%
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a Butea superba KD0710201611 genes for 18S rRNA, ITS1, 5.8S rRNA, ITS2, 28S rRNA, partial and complete sequence Butea superba 1192 1192 100% 0.0 100.00% 645 LC440577.1
¥ spatholobus suberectus genomic DNA containing 18S rRNA gene, ITS1, 5.8S rRNA gene, ITS2 and 28S rRNA gene, ... Spatholobus sub... 773 773 99% 0.0 88.33% 791 HG004833.1
n Pycnospora lutescens isolate SCBGP434_2 18S rit mal RNA gene, partial sequence; internal transcribed spacer 1... Pycnospora lutes. 763 763 99% 0.0 88.04% 694 KP092740.1
¥ Butea sp. MR-2013 genomic DNA containing 18S rRNA gene, ITS1, 5.85 rRNA gene, ITS2 and 28S rRNA gene, isolat...Butea sp. MR-2013 745 745 99% 0.0  87.58% 801 HG004886.1
’ Lespedeza buergeri 627 627 99% 7e-175 84.30% 724 KY174497.
a ..Lespedeza buergeri 621 621 99% 3e-173 84.13% 724 KY174503.1
2 ..Lespedeza buergeri 621 621 99% 3e-173 84.16% 724 KY174501.1
2 Lespedeza buergeri 621 621 99% 3e-173 84.16% 723 KY174500.1
n Lespedeza buergeri 621 621 99% 3e-173 84.16% 724 KY174499.1
a ..Lespedeza buergeri 621 621 99% 3e-173 84.16% 724 KY174496.1
n Lespedeza buergeri isolate BX161TS-52 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8... Lespedeza buergeri 621 621 99% 3e-173 84.16% 724 KY174495.1
2 L hinensis isolate BX16IT mal RNA gene, partial sequence; internal transcribed spacer 1, 5.... Lespedeza chine... 616 616 99% 1e-171 83.98% 724 KY174533.1
¥ Lespedeza buergeri isolate BX16/TS-59 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8...Lespedeza buergeri 616 616 99% 1e-171 84.01% 724 KY174502.1
’ Spatholobus suberectus clone A2 small subunit ibosomal RNA gene, partial sequence; internal transcribed spacer 1, ... Spatholobus sub... 604 604 99% 3e-168 83.71% 885 O0L355279.1
n Lespedeza buergeri voucher T. Azuma & C. Tanifuji 382 internal transcribed spacer 1, partial sequence; Lespedeza buer 601 601 98% 4e-167 83.89% 689 JN402408.1
n Le BX16ITS-387 18S rit mal RNA gene, partial sequence; internal transcribed spacer 1, 5.... Lespedeza stuevei 597 597 99% 5e-166 83.53% 723 KY174830.1
¥ Lespedeza stuevei isolate BX161TS-386 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1,5.... Lespedezastuevei 597 597 99% 5e-166 83.56% 723 mﬁ
. - - - o - - - o - . D - - - 4
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Butea monosperma isolate LIH0032BMO_mat2 maturase K (matK) gene, partial cds; chloroplast

Butea monosperma bio-material DNA 283 tmK gene, partial sequence; and maturase K (matK) gene, complete c...

Butea monosperma voucher 780354-001 maturase K (matK) gene, partial cds; chloroplast
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Butea monosperma chioroplast, complete genome
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Butea monosperma plastid, complete genome
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‘Spatholobus sp. 00-2021 chioroplast, complete genome
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B Centella asiatica voucher MSoLS_CA_1 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, c... Centella asiatica 1026 1026
2 Centella asiatica 990 990
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2 Centella asiatica 987 987
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B Centella asiatica voucher HXX18428 intemal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and i... Centella asiatica 974 ~ 974
B Centella asiatica isolate SBB-1533 intemal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, compl... Centella asiatica ~ 953 ~ 953
B Centella asiatica internal transcribed spacer 1, 5.8S ribosomal RNA gene, and intemal transcribed spacer 2, complet... Centella asi 953 953
B Centella capensis intemal transcribed spacer 1, 5.8S ribosomal RNA gene, and interal transcribed spacer 2, comple... Centella capensis ~ 802 802
B Centella asiatica bio-material Chromadex_Lot_00041348-460 5.8S ribosomal RNA gene, partial sequence; internal tr... Centella asiatica 599 599
B Centella asiatica voucher US:Suissa158 5.8S ribosomal RNA gene and intemal trans Centella asi 509 599
B Centella asiatica gene for 5.85 rRNA, ITS 2 and 28S rRNA, partial and complete sequence, isolate: CHULA-012 Centella asiatica 599 599
B Centella asiatica voucher MIB:SASS 0453 5.8S ribosomal RNA gene, partial sequence: internal transcribed spacer 2,... Centella asiatica 592 592
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Centella asiatica chioroplast, complete genome Centellaasiatica 1415 1415 100% 0.0 97.77% 154771 MNB54377.1
Centella asiatica voucher CMPR8787 maturase K (matk) gene, partial cds; chloroplast Centella asiatica 1386 1386 97% 00 97.96% 858 MNB886299.1
Centella asiatica voucher PS1212MT04 maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1378 1378 96% 00 98.20% 803 GQ434230.1
Centella asiatica voucher Trotta950361 maturase K (matK) gene, partial cds; chloroplast Centellaasiatica 1376 1376 96% 00 9807% 814 MHE21592.1
Centella asiatica voucher PS1212MT05 maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1369 1369 95% 0.0 98.18% 798 GQ434231.1
Centella asiatica voucher PS1212MT01 maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1345 1345 93% 0.0 98.66% 785 GQ434229.1
Centella virgata maturase K (matK) gene. partial cds; chloroplast Centellavirgata 1303 1303 90% 00 9849% 813 KP110015.1
Centella lanata maturase K (matK) gene, partial cds; chioroplast Centellalanata 1201 1291 90% 00 9822% 813 KP110012.1
Centella asiatica chloroplast gene for maturase K, partial cds, isolate: CHULA-012 Centella asiatica 1266 1266 87% 0.0 98.86% 747 LCA461754.1
Centella asiatica isolate shawpc0933K maturase K (matK) gene, partial cds; chioroplast Centellaasiatica 1264 1264 87% 00 9886% 786 JN407217.2
Centella restioides maturase K (matK) gene, partial cds; chioroplast Centella restioides 1260 1260 88% 0.0 98.18% 796 KP110013.1
Centella asiatica isolate OSBAR 000593 maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1258 1258 87% 0.0 98.71% 738 MH552079.1
Centella asiatica voucher TuTY1530 maturase K (matK) gene, partial cds; chloroplast Centella asiatica 1258 1258 85% 0.0 99.28% 777 MH768044.1
Centella asiatica isolate shawpc1021K maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1258 1258 85% 0.0 99.28% 782 JN407219.2
Centella asiatica isolate shawpc0944K maturase K (matk) gene, partal cds; chioroplast Centellaasiatica 1258 1258 85% 00 99.28% 775 JN407218.1
Centella asiatica voucher US:Suissa158 maturase K (matK) gene, partial cds; chioroplast Centella asiatica 1254 1254 85% 00 99.27% 766 MH748933.1

85% 99.13%

1253

0.

Centella asiatica voucher LTM030 maturase K (matK) gene, partial cds; chloroplast
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Centella asiatica chloroplast, complete genome
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Centella asiatica isolate shawpc1021H photosystem I protein D1 (psbA) gene, partial cds; tmH-psbA intergenic sp...
Centella asiatica isolate shawpc0933H photosystem l protein D1 (psbA) gene, partial cds; tmH-psbA intergenic sp...

Centella asiatica voucher P$1212MT01 psbA-trnH intergenic spacer region, partial sequence; chloroplast

ica voucher US:Suissa158 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-tmH interge...

Centella asiatica chloroplast tmH-psbA intergenic spacer, specimen voucher Van Valkenburg 3297

Centella asiatica isolate shawpc0944H photosystem i protein D1 (psbA) gene, partial cds; and tmH-psbA intergeni
Centella asiatica voucher K.S. Choi 12751 PsbA (psbA) gene,

artial cds; psbA-mH intergenic spacer, co

lete

Centella asiatica voucher Trotta950361 psbA-trnH intergenic spacer, partial sequence; chloroplast

Centella asiatica voucher A2401 psbA-trnH intergenic spacer, partial sequence; chloroplast
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Centella asiatica chioroplast, complete genome Centellaasiatica 983 983 99% 00 99.81% 154771 MN854377.1

Centella asiatica voucher DMBY8 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, pa... Centella asiatica ~ 983 983 99% 0.0 99.81% 588 MK905038.1

Centella asiatica voucher DMB102 ribulose-

Centella

phosphate carbo;

lase/oxygenase large subunit (rbel.) gene, ica 983 983 99% 00 9981% 588 MK905037.1

Centella asiatica voucher DMB101 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcL) gene, p... Centella asiatica ~ 983 983 99% 0.0 99.81% 588 MK905036.1

Centella asiatica voucher DMB6 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, pa... Centellaasiatica 983 983 99% 00 99.81% 588 MK905035.1

Centella asiatica voucher DMBSS ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, pa... Centellaasiatica 983 983 99% 00 99.81% 588 MK905034.1

. Centellaasiatica ~ 983 983 99% 0.0 99.81% 588 MK905033.1
. Centellaasiatica ~ 983 983 99% 0.0 99.81% 588 MK905030.1
. Centellaasiatica ~ 983 983 99% 0.0 99.81% 588 MK905029.1
.. Centellaasiatica 983 983 99% 0.0 99.81% 588 MK905028.1

Centella asiatica ~ 983 983 99% 00 99.81% 588 MK905027.1
Centella asiatica voucher ARG328 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, p... Centella asiati 983 983 99% 00 9981% 585 KX807136.1
Centella asiatica voucher FLAS:Majure 5174 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (tbe... Centella asiatica ~ 977 977 99% 0.0 99.63% 561 KY627257.1

Centella asiatica voucher PS1212MTO01 ribulose-1,5:

phosphate carboxylase/oxygenase large subunit (rbcL) ge... Centella asiatica ~ 976 976 98% 0.0 99.81% 703 GQ436635.1

Centella asiatica voucher Trotta950361 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (tbcl) ge... Centella asiatica ~ 968 968 98% 0.0 99.62% 559 MH549769.1

Centella asiatica isolate shawpc0944L ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcL) gen... Centella asiatica ~ 966 966 97% 0.0 99.81% 559  JN407390.1
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isphosphate carboxylase/oxygenase large subunit (rbcl) g 95 965 97% 00 99.81% 553





image56.png
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download Select columns ' Show (2]
select all 700 sequences selected GenBank Graphics Distance tree of results  [IMSA Viewer
.. » Max Total Query E Per. Acc.
Description SclentiicName | ove | Score | Cover |value | Ident | Len | Accession
v v v e v -
Curcuma longa isolate cgbottu8 small subunit ribosomal RNA gene, sequence; internal transcribed spacer 1 a... Curcuma longa 257 257 58% 4e-64 96.64% 694 MF076952.1
Curcuma longa isolate CL4 clone 3 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ri... Curcuma longa 257 257 58% 4e-64 96.64% 1485 KX832036.1
Curcuma longa isolate CL4 clone 4 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8 ri... Curcuma longa 257 257 58% 4e-64 96.64% 1476 KX832035.1

Curcuma longa isolate CL4 clone 5 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8 ri... Curcuma longa 257 257 58% 4e64 96.64% 1485 KX832033.1
Curcuma longa isolate CL4 clone 1 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ri... Curcuma longa 257 257 58% 4e-64 96.64% 1470 KX832032.1

Curcuma longa isolate CL2 clone 3 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ri... Curcuma longa 257 257 58% 4e-64 96.64% 1483 KX832028.1
Curcuma longa isolate CL2 clone 1 18S ribosomal RNA gene, partial sequence; intemal transcribed spacer 1, 5.8 ri... Curcuma longa 257 257 58% 4e-64 96.64% 1486 KX832026.1
. Curcuma longa 257 257 58% 4e-64 96.64% 1482 KX832023.1
. Curcuma longa 257 257 58% 4e-64 96.64% 1478 KX832009.1
. Curcuma longa 257 257 58% 4e-64 96.64% 1477 KX832001.1

Curcuma longa isolate CL12 clone 10 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S... Curcuma longa 257 257 58% 4e-64 96.64% 1477 KX831992.1
Curcuma longa isolate CL10 clone 8 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ... Curcuma longa 257 257 58% 4e64 96.64% 1482 KX831982.1
Curcuma longa isolate CL10 clone 5 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S r... Curcuma longa 257 257 58% 4e-64 96.64% 1482 KX831979.1
Curcuma longa isolate CL10 clone 10 18 ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S... Curcuma longa 257 257 58% 4e-64 96.64% 1482 KX831974.1
Curcuma longa isolate CL1 clone 1 18S ribosomal RNA gene, partial sequence; intemal transcribed spacer 1, 5.8S ri... Curcuma longa 257 257 58% 4e-64 96.64% 1477 KX831971.1
Curcuma montana isolate 74.1 clone 3 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, co... Curcuma montana 257 257 58% de64 96.64% 616 KM983490.1

NN NN H<H<E<H<N<N<N<N<N<N<N<N<]

Curcuma haritha isolate 118.1 clone 9 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene, com... Curcuma haritha 257 257 58% 4e-64 96.64% 620

<

Curcuma haritha isolate 118.1 clone 8 internal transcribed spacer 1. partial sequence: 5.8S ribosomal RNA gene, com... Curcuma haritha 257  58%
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630 630 2% 3e-176 99.14% 405 LC214981.1
Bacopa monnieri chioroplast, complete genome 625 625 2% fle-174 98.85% 152495 NC_047469.1
Bacopa monnieri chloroplast, complete genome 625 625 92% 1e-174 98.85% 152495 MN736955.1
586 586 84% 6e-163 100.00% 317 MH621797.1
Bacopa monnieri isolate UAS-SEC133 psbA-tmH intergenic spacer, partial sequence; chloroplast Bacopa monnieri 547 547 78% 3e-151 100.00% 298 KR108254.1
Bacopa floribunda chloroplast psbA gene for photosystem Il protein D1, partial cds, psbA-trnH intergenic spacer, ... Bacopa floribunda 259 419 66%  2e-64 96.18% 527  LC214991.1
Bacopa caroliniana chloroplast psbA gene for photosystem Il protein D1, partial cds, psbA-trH intergenic spacer... Bacopa caroliniana 237 345 66%  7e-58 93.63% 454 LC214980.1
Martynia annua chloroplast DNA cont ing_pst H IGS, specimen voucher NPLO586 21 270 44%  4e-50 94.16% 422 HG963875.1
Stemodia lanata voucher BRIT:Gostel458 photosystem Il protein D1 (psbA) gene, partial cds; psbA-trnH intergen... Stemodia lanata 211 290 84%  4e-50 93.62% 431 OK469572.1
Proboscidea triloba subsp. triloba voucher Rzedowski 34816 (NY) photosystem Il protein D1 (psbA) gene, partial... Proboscidea trilo... 211 286 46% 4e-50 94.16% 457  JN686608.1
Proboscidea sabulosa voucher Gutierrez 17 (UTEP) photosystem Il protein D1 (psbA) gene, partial cds; and RN... Proboscidea sab... 211 211 35%  4e-50 94.16% 469 JN686605.1
Proboscidea parvifiora var. parviflora voucher Gutierrez 34 (UTEP) photosystem Il protein D1 (psbA) gene, partia... Proboscidea par... 211 286 46% 4e-50 94.16% 469  JN686604.1
Martynia annua voucher Worthington 33177 (ASU) photosystem Il protein D1 (psbA) gene, partial cds; and tRNA. .. Martynia annua 211 286 46% 4e-50 94.16% 450 JN6B6603.1
Martynia annua voucher Damrel 1024 (ASU) photosystem Il protein D1 (psbA) gene, partial cds; and tRNA-His (t... Martynia annua 211 211 35% 4e50 94.16% 463  JN686602.1
Proboscidea loui... 211 286 46%  4e-50 94.16% 450  JN686600.1
Craniolaria integrifolia voucher Nee 52095 (NY) photosystem Il protein D1 (psbA) gene, partial cds; and tRNA-Hi... Craniolaria integr... 211 211 35% 4e-50 94.16% 493 JN686599.1
Proboscidea parvifiora var. hohokamiana voucher Gutierrez 07 (UTEP) photosystem Il protein D1 (psbA) gene, p... Proboscidea par... 211 286 46%  4e-50 94.16% 469  JN686SE
Probo: rviflora subsp. gracillima voucher Rebman 7688 (SD) photosystem Il protein D1 (psbA) gene, par... Proboscidea par... 211 211 35%  4e-50 94.16% 449 JNsassi%
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Curcuma kwangsiensis plastid, complete genome Curcuma kwang... 3384 3384 100% 00 100.00% 159439 NC_046685.1
Curcuma kwangsiensis plastid, complete genome Curcuma kwang... 3384 3384 100% 0.0 100.00% 159439 MK621775.1
ircuma longa chloroplast, complete genome Curcuma longa 3384 3384 100% 0.0 100.00% 159469 MK621774.1
urcuma longa chloroplast, complete genome Curcuma longa 3384 3384 100% 0.0 100.00% 162255 MK965541.1
Curcuma longa chloroplast, complete genome Curcuma longa 3384 3384 100% 0.0 100.00% 162180 MK109020.1
Curcuma longa voucher wen13706 chloroplast, complete genome Curcuma longa 3384 3384 100% 0.0 100.00% 159550 NC_042886.1
Curcuma longa chloroplast, complete genome Curcuma longa 3384 3384 100% 0.0 100.00% 159550 MK919702.1

Curcuma longa Ltk11T-139A chloroplast tmK, matK genes for tRNA-Lys, maturase like protein, partial sequence ... Curcumalonga 3384 3384 100% 00 100.00% 2699 LC636646.1

Curcuma longa Ltk10T chioroplast tmK, matK genes for tRNA-Lys, maturase like protein, partial sequence and co...Curcuma longa 3384 3384 100% 0.0 100.00% 2698 LC636643.1

Curcuma longa isolate Ltk(11T)139A tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, com... Curcumalonga 3384 3384 100% 0.0 100.00% 2699 MW838983.1

Curcuma wenyuin chloroplast, complete genome Curcuma wenyujin 3384 3384 100% 0.0 100.00% 162165 MW326456.1
Curcuma sp. JC-2021 chioroplast, complete genome. Curcumasp. JC-.. 3384 3384 100% 0.0 100.00% 162242 MW326454.1
Curcuma aff. kwangsiensis JC-2013 chloroplast, complete genome Curcumaaff.kw... 3384 3384 100% 0.0 100.00% 162179 MW326453.1
Curcuma roscoeana isolate yinbian_uangC12 chloroplast, complete genome Curcuma roscoe... 3384 3384 100% 0.0 100.00% 162157 MT395654.1
Curcuma roscoeana isolate jinbian_uangC11 chloroplast, complete genome Curcuma roscoe... 3384 3384 100% 0.0 100.00% 162155 MT395652.1
Curcuma longa isolate jianghuangC10 chioroplast, complete genome Curcumalonga 3384 3384 100% 00 100.00% 162220 M

Curcuma longa chloroplast matK gene for maturase K, complete cds, strain: Kochi Curcumalonga 3384 3384 100% 00 100.00% 1832 ABS5519:

10000000000’ 00
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Curcuma longa voucher A2564 psbA-trnH intergenic spacer, partial sequence; chloroplast Curcuma longa 1136 1233 93% 0.0 99.68% 691 MH069905.1
Curcuma longa chloroplast psbA gene, psbA-tH intergenic spacer, partial sequence, isolate: CHULA-002 Curcuma longa 1136 1233 93% 0.0 99.68% 735 LC461720.1
Curcuma longa voucher Pratibha PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete sequence; an... Curcuma longa 1136 1233 93% 00 99.68% 742 KR996163.1
Curcuma amada voucher ZSD01 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete sequence; an. urcuma amada 1136 1233 93% 00 99.68% 742 KC597935.1
Curcuma longa voucher DQY2 psbA-tmH intergenic spacer, partial sequence; chloroplast Curcuma longa 1136 1233 93% 0.0 99.68% 676 JF730222.1
Curcuma longa voucher B-18 psbA-tmH intergenic spacer, partial sequence; chloroplast Curcuma longa 1131 1228 93% 0.0 9952% 677 JF730255.1
Curcuma longa voucher DQY13 psbA-trnH intergenic spacer, partial sequence; chloroplast Curcuma longa 1131 1228 93% 00 99.52% 676 JF730233.1
Curcuma longa voucher DQY3 psbA-tmH intergenic spacer, partial sequence; chloroplast Curcuma longa 1131 1228 93% 0.0 9952% 676 JF730223.1
Curcuma longa voucher DQY1 psbA-tmH intergenic spacer, partial sequence; chloroplast Curcuma longa 1131 1228 93% 0.0 9952% 676 JF730221.1
Curcuma longa clone XLSCL1.1 psbA-trnH intergenic spacer region, partial sequence; chloroplast Curcuma longa 116 1213 91% 0.0 99.83% 663 MK227302.1
Curcuma longa voucher DQY14 psbA-trnH intergenic spacer, partial sequence; chloroplast Curcuma longa 1110 1208 92% 0.0 99.03% 676 JF730234.
Curcuma longa voucher DQY9 psbA-tmH intergenic spacer, partial sequence; chloroplast Curcuma longa 1103 1200 93% 0.0 98.71% 677 JF730229.1
Curcuma longa voucher DQY7 psbA-tmH intergenic spacer, partial sequence; chloroplast Curcuma longa 1098 1195 93% 0.0 9855% 676 JF730227.1
Curcuma longa photosystem Il protein D1 (psbA) gene, partial cds; and psbA-trnH intergenic spacer, partial sequence. .. Curcuma longa 1077 1174 88% 00 99.83% 708 KY851760.1
Smithatris myanmarensis isolate AG2KL09 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-trH interge... Smithatris myan... 1070 1167 93% 0.0 97.60% 730 MF348784.1
Curcuma zedoaria voucher A2965 psbA-trmH intergenic spacer, partial sequence; chloroplast Curcuma zedoaria 1057 1154 93% 0.0 97.14% 702 MHO069906.1
ingiber shuanglongense haplotype ZS_Hap_10 psbA-trnH intergenic spacer, ribosomal protein L16 (rpl16) gene, an... Zingiber shuanglo... 1057 1154 93% 0.0 97.28% 2579 @:
Curcuma cordata isolate AG2KL 33 nhotosvstem Il orotein D1 (nsbA) aene partial cds: and nsbA-trnH interaenic spac  Curcuma cordata 1057 1164 Q39 00 9714% 7668 ME348:

NN NN NN H<N<N<]
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Curcuma zedoaria chloroplast, complete genome Curcuma zedoaria 972 972 100% 0.0 99.25% 162135 NC_048505.1
Curcuma zedoaria chloroplast, complete genome Curcuma zedoaria 972 972 100% 0.0 99.25% 162135 MK262734.1
Curcuma kwangsiensis plastid, complete genome Curcuma kwang... 972 972 100% 0.0 99.25% 159439 NC _046685.1
Curcuma longa chloroplast, complete genome Curcuma longa 972 972 100% 0.0 99.25% 162232 MN711722.1
Curcuma aromatica chloroplast, complete genome Curcuma aromatica 972 972 100% 0.0 99.25% 159723 NC_046602.1
Curcuma kwangsiensis plastid, complete genome Curcuma kwang... 972 972 100% 0.0 99.25% 159439 MK621775.1
Curcuma longa chloroplast, complete genome Curcuma longa 972 972 100% 0.0 99.25% 159469 MK621774.1
Curcuma aromatica chloroplast, complete genome Curcuma aromatica 972 972 100% 0.0 99.25% 159723 MK621773.1
Curcuma phaeocaulis chloroplast, complete genome Curcuma phaeoc... 972 972 100% 0.0 99.25% 159423 MK621772.1
Curcuma longa chloroplast, complete genome Curcuma longa 972 972 100% 0.0 99.25% 162255 MK965541.1
Curcuma longa chloroplast, complete genome Curcuma longa 972 972 100% 0.0 99.25% 162176 MK262732.1
Curcuma longa chloroplast, complete genome Curcuma longa 972 972 100% 0.0 99.25% 162180 MK109020.1
Curcuma phaeocaulis voucher CUR04 chioroplast, complete genome Curcuma phaeoc... 972 972 100% 0.0 99.25% 162133 NC_045242.1
Curcuma wenyuijin voucher CUR09 chloroplast, complete genome Curcumawenyuiin 972 972 100% 0.0 99.25% 162266 NC 045241.1
Curcuma aeruginosa ribulose- 972 972 100% 00 99.25% 598  MK934697.1
Curcuma longa voucher wen13706 chioropl: mplete genoms Curcuma longa 972 972 100% 00 99.25% 159550 NC_042886.1
Curcuma longa chloroplast, complete genome Curcuma longa 972 972 100% 00 99.25% 159550

MK91! 97.
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Kaempferia parvifora gene for 5.8S rRNA, ITS 2, partial sequence, isolate: CHULA-019 Kaempferia parvifl... 484
Kaempferia parviflora isolate K96_5667 18S ribosomal RNA gene, | sequence; internal transcribed spacer 1, 5.8S... Kaempferia parvifl... 470
Kaempferia parviflora internal transcribed spacer 1, 5.88 ribosomal RNA gene, and internal transcribed spacer 2, comp... Kaempferia parvifl... 470
Kaempferia parvifiora voucher BKF:J. Mood 3087 188 ribosomal RNA g ..Kaempferia parvifl... 466
Kaempferia rubro-marginata 5.8S rRNA gene and internal transcribed spacer 1 (ITS1).and internal transcribed spacer 2 446
Kaempferia parviflora voucher NNSB328 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, co... Kaempferia parvif... 424
Kaempferia parvifiora 5.8S rRNA gene and internal transcribed spacer 1 (ITS1) and internal transcribed spacer 2 (ITS2)  Kaempferia parvifl... 412
Kaempferia elegans isolate AD5JQ90 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, compl... Kaempferia elegans 363
Kaempferia elegans intemal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, comple... Kaempferia elegans 353
Kaempferia roscoeana voucher NNSB274 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, c... Kaempferia rosco... 333
Kaempferia sp. 1 NN-2016 voucher NNSB423 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer ... Kaempferiasp. 1... 322
Kaempferia simacensis voucher NNSB443 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, ... Kaempferia simao... 322
Kaempferia simaoensis voucher NNSB322 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, ... Kaempferia simao... 322
Kaempferia simaocensis voucher NNSB161 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, ... Kaempferia simao... 322
Kaempferia sp. M... 322
Kaempferia parvifl... 320
Kaempferia pulchra isolate SK2541/41 18S ribosomal RNA gene, internal transcribed spacer 1, 5.8S ribosomal RNA ge pferia pu 320

Distance tree of results  [ZIMSA Viewer
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484 70% 20132 99.25% 266 LCA61893.1
470 70% 7e-128 98.13% 687 KY701332.1
470 70% 7e128 98.13% 620 DQ064592.1
466 70% 9e-127 97.76% 683 KU159396.1
446 70% 1e-120 96.64% 598 AJ388291.1
424 67% Se-114 96.12% 399 KU956987.1
412 70% 1e-110 94.10% 618 AJ388292.1
363 70% 1e-95 90.94% 358 MF348892.1
353 60% 7e93 94.40% 672 AY424764.1
333 70% 987 88.81% 402 KU956989.1
322 69% 20-83 88.68% 387 KU956981.1
322 69% 2083 88.68% 386 KU956975.1
322 69% 2083 88.68% 386 KU956974.1
322 69% 20-83 88.68% 386 KU956973.1
322 69% 2083 88.68% 651 KU159395
320 70% 7e83 88.56% 743 KY454698.1
320 70% 83 88.56% 714
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Kaempferia galanga isolate TS2015-08 maturase K (matK) gene, partial cds; chioroplast Kaempferia gala... 1448 1448 100% 00 10000% 784 KX266151.1
Kaempferia galanga chloroplast tmK gene, intron, partial sequence, country: Thailand Kaempferia gala... 1448 1448 100% 0.0 10000% 2628 AB909126.1
Kaempferia galanga voucher CMPR8790 maturase K (matk) gene, partial cds; chloroplast Kaempferia gala... 1448 1448 100% 00 10000% 861 MT840676.1
Kaempferia galanga var. latifolia tRNA-Lys (tmK) gene, intron; and maturase K (matK) gene, partial cds; chioroplast Kaempferia gala... 1448 1448 100% 0.0 100.00% 1546 HM367662.1
Kaempferia galanga chloroplast matK gene for maturase, in tmK intron, complete cds Kaempferia gala... 1448 1448 100% 0.0 10000% 2645 AB232053.1
Kaempferia galanga chioroplast, complete genome Kaempferia gala... 1443 1443 100% 00 99.87% 163811 NC_040851.1
Kaempferia sp. ‘pard isolate TS2015-19 maturase K (matK) gene, partial cds; chioroplast Kaempferia pardi.. 1443 1443 100% 0.0 99.87% 784 KX266156.1
Kaempferia sp. ‘albomaculata’ isolate TS2015-01 maturase K (matK) gene, partial cds; chioroplast Kaempferia albo... 1443 1443 100% 0.0 99.87% 784 KX266148.1
Kaempferia galanga from herb garden in Japan chioroplast tmK gene, intron, partial sequence Kaempferia gala... 1443 1443 100% 00 99.87% 2626 AB910328.1
Kaempferia galanga voucher PS0529MT01 maturase K (matK) gene, partial cds; chloroplast Kaempferia gala... 1443 1443 100% 00 99.87% 816 GU180406.1
Kaempferia marginata chioroplast matk gene for maturase, in tmK intron, complete cds Kaempferia marg... 1443 1443 100% 00 99.87% 2650 AB232054.1
Kaempferia elegans chioroplast, complete genome Kaempferia eleg... 1437 1437 100% 00 99.74% 163555 NC_040852.1
Distichochlamys citrea chloroplast matK gene for maturase K, complete cds Distichochlamys ... 1432 1432 100% 0.0  99.62% 1542 AB552951.1
Kaempferia rotunda isolate TS2015-28 maturase K (matK) gene, partial cds; chioroplast Kaempferiarotun... 1432 1432 100% 00 99.62% 784 KX266161.1
Kaempferia rotunda cultivar Red Leaf chloroplast, complete genome Kaempferia rotun... 1432 1432 100% 0.0  99.62% 162630 MT473710.1
Kaempferia rotunda chloroplast, complete genome Kaempferia rotun... 1432 1432 100% 00 99.62% 162391 MW326457.1
Haniffia cyanescens isolate EDNA10-02590 tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gen... Hanifia cyanesc... 1432 1432 100% 0.0 99.62% 2644 JF82553)
— B - » o -
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Kaempferia parviflora chloroplast psbA gene, psbA-trnH intergenic spacer, partial sequence, isolate: CHULA-019  Kaempferia parvif... 1339 1437 93% 0.0 99.59% 731 LC461896.1

Zingiber mioga chloroplast Zingiber mioga 1293 1390 98% 0.0 97.00% 159868 MWO067011.1

Zingiber shuanglongense haplotype ZS_Hap_11 psbA-tmH intergenic spacer, ribosomal protein L16 (1pl16) gene, a...Zingiber shuangl... 1290 1387 95% 0.0 97.85% 2580 MH758541.1

Zingiber shuanglongense haplotype ZS_Hap_10 psbA-trH intergenic spacer, ribosomal protein L16 (rpl16) gene. ... Zingiber shuangl... 1288 1385 95% 0.0 97.85% 2579 MH758540.1
Zingiber shuanglongense isolate ZS_EJT_Y01_ photosystem Il Q protein (D1) (psbA) gene, partial cds; ribosomal ... Zingiber shuangl... 1284 1381 94% 0.0 ©7.97% 736 MZ340019.1
Zingiber shuanglongense isolate ZS_DLS_401_ photosystem I1 Q protein (D1) (psbA) gene, partial cds; ribosomal ... Zingiber shuangl... 1282 1379 94% 00 97.97% 735 MZ340007.1

Zingiber shuanglongense isolate ZS_RL_RL13_ photosystem Il Q protein (D1) (psbA) gene, partial cds; ribosomal ... Zingiber shuangl... 1280 1377 94% 0.0 97.83% 738 MZ340341.1
Zingiber shuanglongense isolate ZS_DH_T04_photosystem 11 Q protein (D1) (psbA) gene, partial cds; ribosomal p... Zingiber shuangl... 1273 1363 94% 0.0 97.70% 736 MZ340331.1
Curcumalonga 1267 1365 98% 0.0 96.38% 812 KJ025042.1

Kaempferia parvif... 1260 1357 88% 00 99.42% 725 KX559391.1
Kaempferia parviflora isolate TT15691 PsbA (psbA) gene, partial cds; and psbA-trnH intergenic spacer, partial sequ... Kaempferia parvif... 1260 1357 88% 0.0 99.42% 718 GQ386012.1
Canna indica chloroplast rpl2, tmH, rps19, psbA genes, partial and complete cds and complete sequence Canna indica 1251 1348 98% 00 9599% 992 AB331260.1

Boesenbergia rotunda chloroplast psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-037  Boesenbergiarot... 1249 1346 95% 0.0 96.68% 753 LC461780.1

Curcuma aeruginosa voucher 1144 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial sequen... Curcuma aerugin... 1243 1341 95% 0.0 96.56% 752 KM521590.1

Curcuma mangga voucher 1049 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial sequence:... Curcuma mangga 1243 1341 95% 0.0 96.56% 752 KM521589.1

Amomum sp. ZSB03 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete sequence; and tRNA-Hi zs.

ystem Il protein D1 (psbA) g

Amomum sp. 1242 1339 96% 0.0 9643% 776 KC598058.1

1337 93%

730
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Kaempferia elegans isolate Ka3 ribulose-1

isphosphate carboxylaseloxygenase large subunit (rbcl) gene, p... Kaempferia eleg... 987 987 100% 0.0 99.45% 576 KX758498.1

Kaempferia galanga phosphate carboxylase/oxygenase large subunit (rbeL) gene, p...Kaempferia gala... 987 987 100% 0.0 99.45% 579 KX758497.1

Boesenbergia kingii isolate Bo1 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, p... Boesenbergia ki... 987 987 100% 0.0 99.45% 575 KX758491.1

Roscoea purpurea voucher 23726 ribulose-1

-bisphosphate carboxylase/oxygenase large subunit (tbcl) gene... Roscoea purpurea 987 ~ 987 100% 0.0 99.45% 570 OK148454.1

Alpinia sp. ZSAQ5 ribulose-1,5-bisphosphate carboxylase large subunit (rbcl) gene, partial cds; chloroplast Alpinia sp. ZSA05 987 987 100% 0.0 99.45% 571 KC598062.1

‘Scaphochlamys sp. Kennedy 4462 isolate L-83.0941 plastid Scaphochlamys... 981 981 100% 0.0 99.26% 125003 MHG03440.1
Kaempferia elegans chioroplast, complete genome Kaempferiacleg... 981 981 100% 0.0 99.26% 163555 NC_040852.1
Kaempferia galanga chloroplast, complete genome Kaempferia gala... 981 981 100% 0.0 99.26% 163811 NC_040851.1

Roscoea purpurea isolate SBB-1521 ribulose 1-5 bisphosphate carboxylase oxygenase (rbol) gene, partial cds...Roscoea purpurea 981 981 100% 0.0 99.26% 705  KX344679.1

Curcuma flavifiora chioroplast, complete genome Curcuma flavifiora 981 981 100% 0.0 99.26% 160478 KR967361.1
Pommereschea lackneri chloroplast, complete genome Pommerescheal.. 981 981 100% 00 99.26% 163301 NC_060764.1
Cautleya gracilis chloroplast, complete genome Cautieya gracilis 981 981 100% 00 99.26% 163831 MW769781.1

isphosphate carboxylase/oxygenase large subunit (rbL) gene.
Zingiber mioga voucher Lihq0442 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (tbcl) gene,... Zingibermioga 981 981 100% 0.0 99.26% 723  MN192906.1

Zingiber mioga voucher XuZD246 ribulose- Zingiber mioga 981 981 100% 00 99.26% 724 MN205304.1

Zingiber montanum chioroplast, complete genome Zingiber montan... 981 981 100% 0.0 99.26% 161483 MWB801386.1
Zingiber corallinum chloroplast, complete genome Zingiber corallinum 981 ~ 981 100% 0.0 99.26% 160957 MWB801385.1

(<< ECE<E<E<E<E<E<NN<N<N<N<N<N<]

Monolophus coenobialis chioroplast, complete genome Monolophus coe... 981 981 100% 0.0 99.26% 162136 MW326458.
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Centella asiatica voucher TuTY1530 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ...

Centella asiatica voucher CMPR8787 small subunit ribosomal RNA gene, partial sequence; internal transcribed spac.

Centella asiatica isolate SBB-1370 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and inte..

Centella asiatica voucher MSoLS_CA_R4 intemal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene ...

Centella asiatica isolate UAS-SEC14f

ternal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and

Centella asiatica voucher HXX18428 intemnal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and i...
Centella asiatica internal transcribed spacer 1, 5.8S ribosomal RNA gene, and intemal transcribed spacer 2, complete. ..

Centella asiatica voucher MSoLS_CA_1 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene,

Aralia franchetii specimen-voucher Wen5698(F) 18S ribosomal RNA gene, partial sequence:

Avalia cordata voucher IM180813_32 small subunit ribosomal RNA gene, partial sequence; intemal transcribed space.

Aralia parasitica 18 ribosomal RNA gene, partial sequence; internal transcribed spacer 1

Griselinia scandens 18S rRNA gene (partial), 5.8S rRNA gene, 28 rRNA gene (partial), ITS1 and ITS2

Griselinia lucida 18 rRNA gene (partial), 5.85 rRNA gene, 28S rRNA gene (partial), ITS1 and ITS2

Aralia elata 28S-18S intergenic spacer region, partial sequence; 18S ribosomal RNA gene, intemal transcribed space...

internal transcribed spac...

5.88 ribosomal RNA gene.....
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Centella asiatica chloroplast, complete genome

Metapanax delavayi chloroplast, complete genome
Raukaua simplex vouher CHR437312 chioroplast, complete genome

Raukaua edgerleyi voucher CHR655508 chioroplast, complete genome

Raukaua anomalus voucher CHR649673 chloroplast, complete genome
Raukaua simplex chloroplast, complete genome

Raukaua edgerleyi chloroplast, complete genome

Raukaua anomalus chioroplast, complete genome

Heptapleurum heptaphyllum chioroplast, complete genome

Scheffiera delavayi chioroplast, complete genome

Eatsia japonica chloroplast, complete genome

Fatsia japonica isolate IM180813_33 chloroplast, complete genome

Schefflera actinophylla voucher CANB874342 chloroplast, complete genome

Hedera helix chloroplast matK gene for maturase, sample 24HH07

Hedera helix chioroplast matK gene for maturase, sample 26HH05
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Centella asiatica psbA-tmH intergenic spacer, partial sequence; chioroplast Centellaasiatica 830 830 93% 0.0 99.34% 483 MH069888.1
Centella asiatica chioroplast psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-012 Centellaasiatica 826 826 92% 0.0 99.56% 451 LCA61756.1
Centella asiatica voucher US:Suissa158 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-mH inter... Centella asiatica 811 811 92% 0.0 99.11% 470 MH749208.1
Centella asiatica chioroplast, complete genome Centellaasiatica 809 809 94% 0.0 98.06% 154771 MNB54377.1
Centella asiatica voucher K.S. Choi 12751 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete ... Centella asiatica ~ 804 804 94% 0.0  97.84% 502 JQ425422.1
Centella asiatica voucher A2878 psbA-trnH intergenic spacer, partial sequence; chioroplast Centellaasiatica 797 797 93% 00 98.03% 483 MH069889.1
Centella asiatica isolate shawpc1021H photosystem I protein D1 (psbA) gene, partial cds; tmH-psbA intergenic ... Centella asiatica 726 726 85% 0.0  98.07% 415 JN407070.2
Centella asiatica isolate shawpc0944H photosystem I protein D1 (psbA) gene, partial cds; and tmH-psbA interge... Centella asiatica 725 725 85% 0.0 97.62% 445 JN407069.3
Centella asiatica isolate shawpc0933H photosystem I protein D1 (psbA) gene, partial cds; tmH-psbA intergenic.... Centella asiatica 702 702 81% 0.0 98.49% 398 JN407068.2
Centella asiatica voucher PS1212MT01 psbA-tmH intergenic spacer region, partial sequence; chioroplast Centellaasiatica 686 686 79% 0.0 98.46% 389 GQ435309.1
Centella asiatica voucher A2401 psbA-trnH intergenic spacer, partial sequence; chioroplast Centellaasiatica 654 654 91% 00 9254% 470 MH069887.1
Centella asiatica voucher Trotta950361 psbA-trH intergenic spacer, partial sequence; chioroplast Centellaasiatica 647 785 87% 0.0 94.02% 431 MH621823.1
Centella asiatica chloroplast tmH-psbA intergenic spacer, specimen voucher Gwee, A.T. s.n Centellaasiatica 647 647 71% 00 100.00% 350 FM207086.1
Centella asiatica chloroplast tmH-psbA intergenic spacer, specimen voucher Van Valkenburg 3297 Centellaasiatica 614 614 71% de-171 98.29% 350 FM207085.1
Scheflera decaphylla voucher NH200178 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partia... Didymopanax de... 180 180 94%  2e-40 75.20% 501 FJ038860.2
Polyscias boivini voucher US:Gostel661 photosystem Il protein D1 (psbA) gene, partial cds; psbA-trnH intergeni... Polyscias boivinii 176 ~ 176 92%  2e-39 74.95% 475 OK631994.
Plerandra insolita voucher Wen 7076 photosystem Il protein D1 (psbA) gene, partial cds; psbA-trnH intergenic sp... Plerandra insolita 176 176 91%  20-39  74.95% 460
-

JX1061
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Bacopa monnieri chioroplast, complete genome

Bacopa monnieri chioroplast, complete genome
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Bacopa monnieri

Bacopa monnieri

Bacopa monnieri chloroplast rbcL gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, compl... Bacopa monnieri

Bacopa monnieri isolate BMT ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (RBCL) gene, parti... Bacopa monnieri

Bacopa monnieri isolate TMP19 ribulose-1,5-biphosphate carboxylase/oxygenase large subunit (rbcL) gene, partia... Bacopa monnieri

Bacopa monnieri ribulose-1,5-biphosphate carboxylase/oxygenase large subunit gene, partial cds; chioroplast Bacopa monnieri
Bacopa monnieri voucher ARG326 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (tbcl) gene, p... Bacopa monnieri

Bacopa floribunda chloroplast rbcl. gene for ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit, com.

Bacopa floribunda

Bacopa monnieri isolate SBB-1411 ribulose-1

Bacopa monnieri voucher Trotta950345 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbel) ge.

Bacopa monnierioides voucher BioBot11409 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbe... Bacopa monnieri,

-biphosphate carboxylase/oxygenase large subunit (rbel) gene, pa... Bacopa monnieri

Bacopa caroliniana chloroplast rbcl. gene for ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit, co... Bacopa caroliniana

Bacopa monnieri

Bacopa eisenii ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds; plastid  Bacopa eisenii

Bacopa repens ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds; plastid ~ Bacopa repens

Bacopa monnieri isolate BMH ribulose-1.5-

Bacopa monnierioides voucher BioBot11410 ribulose-

[CE<E<E<E<NCE<EN<E<NN<N<N<N<N<N<]

Bacopa caroliniana ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds; chlor...

bisphosphate carboxylase/oxygenase large subunit (RBCL) gene, parti... Bacopa monnieri

5-bisphosphate carboxylase/oxygenase large subunit (rbc... Bacopa monnieri...
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Centella asiatica chloroplast, complete genome Centella asiatica 1803 1803 99% 0.0 99.70% 154771 MNB854377.1
Centella unifiora voucher CHR:625866 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcL) ge... Centellaunifiora 1803 1803 99% 0.0 99.70% 1046 KT626678.1
Centella asiatica chioroplast gene for ribulose 1,5-bisphosphate carboxylase/oxygenase large subunit, partial cds ~ Centella asiatica ~ 1781 1781 98% 00 99.90% 1244 D44559.1
Centella erecta ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, chioroplast gene en... Centellaerecta 1772 1772 99% 00 98.98% 1437 US0233.1
Centella asiatica voucher TuTY1530 ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit rbcl) gene... Centella asiatica 1764 1764 96% 0.0 100.00% 1248 MH767746.1
Centella asiatica voucher HXX18428 ribulose-1,5-bisphosphate carboxylaseloxygenase large subunit (rbcl) gene... Centella asiatica 1762 1762 96% 0.0 100.00% 1247 MH767745.
Micropleura renifolia ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcL) gene, chloroplast ge... Micropleurarenif... 1707 1707 99% 0.0 97.97% 1437 U50237.1
Eleutherococcus sieboldianus isolate IM200612_3 chloroplast, complete genome Eleutherococcus ... 1661 1661 99% 0.0  97.16% 156691 MT991755.1
Raukaua gunnii chioroplast, complete genome Ravkavagunnii 1661 1661 99% 0.0 97.16% 156524 MW183405.1
Cheirodendron trigynum chioroplast, complete genome Cheirodendron tr... 1661 1661 99% 0.0 97.16% 156704 MW183404.1
Cephalaralia cephalobotrys chioroplast, complete genome Cephalaralia cep... 1661 1661 99% 00 97.16% 156618 MW183403.1
Kalopanax septemiobus chioroplast, complete genome Kalopanaxsepte... 1661 1661 99% 00 97.16% 156413 KC456167.1
Metapanax delavay chioroplast, complete genome Metapanax delav... 1661 1661 99% 0.0 97.16% 156343 KCA456165.1
Eleutherococcus trifoliatus voucher 2016010149 chloroplast, complete genome Eleutherococcus ... 1661 1661 99% 0.0  97.16% 156751 NC_052849.1
Eleutherococcus trifoliatus chioroplast, complete genome Eleutherococcus ... 1661 1661 99% 00 97.16% 156716 MT754220.1
Cheirodendron bastardianum voucher P02800554 chloroplast, complete genome Cheirodendron b... 1661 1661 99% 0.0 97.16% 156698
Schefflera digitata chloroplast, partial genome Schefflera digitata 1661 1661 99% 0.0  97.16% 156548
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Centella asiatica isolate gotu_kola 5.8S ribosomal RNA gene, partial sequence; interal transcribed spacer 2, compl... Centella asiatica 715 715 100% 0.0 100.00% 400 KU724202.1

Centella asiatica bio-material Chromade»

t_00041348-460 5.8S ribosomal RNA gene, partial sequence; internal t... Centella asiatica 699 699 100% 0.0  97.75% 460 MK087886.1

Centella asiatica voucher MIB:SASS 0453 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer ... Centella asiaica ~ 693 693 100% 0.0  97.49% 459 MZ489791.1

Centella asiatica isolate UAS-SEC146 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNAgene an... Centella asiatica ~ 608 608 85% 1e-169 98.25% 855 KR215628.1

Centella as

ica voucher MSoLS_CA_R4 intemal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene... Centella asiatica 597 597 84% 3e-166 98.21% 671 OM639650.1

Centella asiatica voucher TuTY1530 18S ribosomal RNA gene, partial sequence; interal transcribed spacer 1, 5.8S... Centella asiatica 586 586 84% 7e-163 97.63% 702 MH768338.1
Centella asiatica gene for 5.85 rRNA, ITS 2 and 28S rRNA, partial and complete sequence, isolate: CHULA-012 Centellaasiatica 586 586 84% 7e-163 97.63% 368 LCA461753.1
Centella asiatica voucher CMPR8787 small subunit ribosomal RNA gene, partial sequence; internal transcribed spa... Centellaasiatica 575 575 81% 1e-159 98.15% 676 MN883870.1

Centella asiatica isolate SBB-1370 interal transcribed spacer 1, partial sequence; 5.8 ribosomal RNAgene and in... Centella asiatica 571 571 81% 2e-158 97.85% 696 KMB887373.1

Centella asiatica voucher US:Suissa158 5.8S ribosomal RNA gene and internal transcribed spacer 2, partial sequence Centella asiatica 529 529 76% 1e-145 97.39% 337 MH766949.1

Centella asiatica voucher MSoLS_CA_1 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, ... Centella asiatica ~ 527 527 75% 4e-145 97.68% 556 MW547130.1

Centella asiatica voucher HXX18428 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNAgene and ... Centella asiatica 510 510 73% 4e-140 97.61% 610 MH768337.1

Centella asiatica internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, comple... Centella asiatica 507 507 73% 5e-139 97.28% 626 AF272352.1
Centella asiatica isolate SBB-1533 interal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, compl... Centella asiatica 492 492 69% 2e-134 97.85% 619 KX277730.1

ternal transcribed sp:

Panax trifolius cultivar Panax trifolius small subunit ribosomal RNA gene, partial sequent . Panax trifolius 427 427 100% 4e-115 85.75% 5991 MF099781.1

Panaxwangianus 422 422 100% 2e-113 8557% 5874 MK408809.1

MK408!
MK408:

Panax wangianus isolate JYH-2016552 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.

422 422 100% 2e-113 8557% 5876

Panax sp. 'sinensis' isolate JYH-2016475 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1,.... Panax sp. 'sinensis' 422 422 100% 2e-113 85.57% 5874





image69.png
ions Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download [z Select columns ~  Show o
select all 100 sequences selected GenBank Graphics Distance tree of results  [EIMSA Viewer
- Max Total Query E Per. Acc.
Deesrplon SCertc e sl Gave v Ident Len  Accession
Centella asiatica chloroplast, complete genome Centella asiatica 1345 1345 68% 0.0 90.04% 154771 MN854377.1
Panax sp. VM-2017 isolate 38 chloroplast, complete genome Panax sp. VM-2017 1016 1016 65% 0.0 8522% 156022 MF377621.1
Panax vietnamensis isolate 37 chloroplast, complete genome Panax vietnamen... 1016 1016 65% 0.0 85.22% 155993 KP036470.1

Panax japonicus chioroplast matK gene for maturase, located within the intron of tmK, complete cds, country:Japan Panax japonicus ~ 1016 1016 68% 0.0 84.57% 2566 AB088000.1

Panax sp. 'sinensis' isolate JYH-2016474 chloroplast, complete genome Panaxsp. 'sinensis' 1011 1011 65% 0.0 85.13% 156190 MK408967.1

Panaxjaponicus ... 1011 1011 65% 0.0 85.13% 156244 MK408962.1

Panaxjaponicus ... 1011 1011 65% 0.0 85.13% 156264 MK408959.1

Panax sp. 'sinensis' isolate JYH-2016475 chioroplast, complete genome Panaxsp. 'sinensis’ 1011 1011 65% 0.0 85.13% 156074 MK408956.1
Panax japonicus var. bipinnatifidus isolate JYH-2016484 chioroplast, complete genome Panaxjaponicus ... 1011 1011 65% 0.0 85.13% 156264 MK408948.1

Panaxjaponicus ... 1011 1011 65% 0.0 85.13% 156241 MK408944.1

<N E<E<H<B<NN<B<N<N<N<N<]

Panaxjaponicus ... 1011 1011 65% 0.0 85.13% 156130 MK408940.1
Panax sp. 'sinensis' isolate JYH-2016476 chloroplast, complete genome Panaxsp. 'sinensis' 1011 1011 65% 0.0 85.13% 156242 MK408939.1
Panax japonicus var. bipinnatifidus isolate JYH-2016481 chioroplast, complete genome Panaxjaponicus ... 1011 1011 65% 0.0 85.13% 156262 MK408926.1
Panax vietnamensis chloroplast, complete genome Panaxvietnamen... 1011 1011 65% 0.0 85.13% 156099 MF377623.1
Panax vietnamensis chloroplast, complete genome Panaxvietnamen... 1011 1011 65% 0.0 85.13% 155993 KU059178.1
Panax vietnamensis isolate 38 chioroplast, complete genome Panaxvietnamen... 1011 1011 65% 0.0 85.13% 155992 KP036471.1
Panax vietnamensis chromosome 2, complete genome Panaxvietnamen... 1011 1011 68% 0.0 84.47% 287410 MZ8261 =

Panax pseudoginseng subsp. himalaicus chioroplast matK gene for maturase, located within the intron of K, co..._Panax pseudogin._. 10111011 _68% 00 _8447% 2566 _AB08301|
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Centella asiatica psbA-tmH intergenic spacer, partial sequence; chloroplast Centella asiatica 621 621 79% 2e-173 98.00% 483 MHO069888.1
Centella asiati Centella asiatica 621 621 79% 2e-173 98.00% 470 MH749208.
Centella asiatica chloroplast psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-012 Centella asiatica ~ 621 621 79% 2e-173 98.00% 451 LC461756.1
Centella asiatica chloroplast trnH-psbA intergenic spacer, specimen voucher Gwee, A.T. s.n Centella asiatica 617 617 78% 3e-172 9827% 350 FM207086.1
Centella asiatica chloroplast, complete genome Centella asiatica 588 588 79% 2e-163 96.29% 154771 MN854377.1
Centella asiatica voucher A2878 psbA-trnH intergenic spacer, partial sequence; chloroplast Centella asiatica 588 588 79% 2e-163 96.29% 483 MH069889.1
Centella asiatica isolate shawpc1021H photosystem Il protein D1 (psbA) gene, partial cds; tmH-psbA intergenic sp... Centella asiatica 588 588 79% 2e-163 96.29% 415 JN407070.2
Centella asiatica isolate shawpc0933H photosystem Il protein D1 (psbA) gene, partial cds; trH-psbA intergenic sp... Centella asiatica 588 588 79% 2e-163 96.29% 398  JN407068.2
Centella asiatica voucher PS1212MT01 psbA-trH intergenic spacer region, partial sequence; chloroplast Centella asiatica 588 588 79% 2e-163 96.29% 389 GQ435309.1
Centella asiatica chloroplast trnH-psbA intergenic spacer, specimen voucher Van Valkenburg 3297 Centella asiatica 584 584 78% 3e-162 96.53% 350 FM207085.1
Centella asiatica isolate shawpc0944H photosystem Il protein D1 (psbA) gene, partial cds; and trmH-psbA intergeni... Centella asiatica 582 582 79% 1e-161 96.01% 445 JN407069.3
Centella asiatica voucher K.S. Choi 12751 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete s... Centella asiatica 582 582 79% 1e-161 96.00% 502 JQ425422.1
Centella asiatica voucher Trotta950361 psbA-trnH intergenic spacer, partial sequence; chloroplast Centella asiatica 490 602 79% 6e-134 9521% 431 MH621823.1
Centella asiatica voucher A2401 psbA-trnH intergenic spacer, partial sequence; chloroplast Centella asiatica ~ 460 615 79% 5e-125 96.42% 470 MH069887.1





image71.png
Graphic Summary Alignments Taxonomy
Sequences producing icant alignments Download ~  [m Select columns  Show
select all 100 sequences selected GenBank  Graphics Distance tree of results  [ZZIMSA Viewer
B Schrfctams |0 | o o vaue | it | Lon | Aassion
v v v v - -
Centella asiatica chloroplast, complete genome Centella asiatica 1173 1173 99% 0.0 88.50% 154771 MN854377.1
Centella erecta ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, chloroplast gene enc... Centella erecta 1088 1088 94% 00 88.06% 1437 U50233.1
Micropleura renifolia ribulose- phosphate carboxylase/oxygenase large subunit (rbcl) gene, chloroplast gen... Micropleura rei 977 977 91% 00 86.47% 1437 US50237.1
Eleutherococcus 955 955 91% 0.0 86.03% 1402 DQ133807.1
Hedera nepalensis var. sinensis chloroplast, complete genome Hedera nepalens... 953 953 91% 0.0 8595% 156652 MK130890.1
Hedera rhombea isolate IM180813_57 chloroplast, complete genome Hedera rhombea 953 953 91% 0.0 8595% 156680 MT991757.1
Kalopanax septemlobus chloroplast, complete genome Kalopanax sey 953 953 91% 0.0 8595% 156413 KC456167.
Polyscias guilfoylei ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, chloroplast gene ... Polyscias quilfoylei 953 953 91% 0.0 8592% 1428 U50251.1
Sanicula chinensis chloroplast, complete genome Sanicula chinensis 952 952 92% 0.0 85.87% 154650 MK208987.1
Sanicula orthacantha var. stolonifera chloroplast, complete genome Sanicula orthaca... 952 952 92% 0.0 8587% 155396 MT528259.1
Sanicula europaea chloroplast, partial genome Sanicula europaea 952 952 93% 0.0 8568% 4085 MT984543.1
Sanicula lamelligera chloroplast, complete genome Sanicula lamellig... 952 952 92% 0.0 8587% 155760 MT561031.1
Sanicula orthacantha var. stolonifera chloroplast, complete genome Sanicula orthaca... 952 952 92% 0.0 8587% 155394 MT561028.1
Sanicula orthacantha chloroplast, complete genome: Sanicula orthaca... 952 952 92% 0.0 8587% 157163 MK293943.1
Eleutherococcus brachypus chloroplast, complete genome Eleutherococcus ... 950 950 91% 0.0 8592% 156802 MN527993.1
.complete ge 950 950 91% 0. 85.92% 156863

950

950

85.92%

155613
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Curcuma longa gene for 5.8 rRNA, ITS 2 and 28S rRNA, partial and complete sequence, isolate: CHULA-002
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GenBank  Graphics
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Curcuma longa

Curcuma haritha isolate 118.1 clone 9 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene, com.

Curcuma haritha isolate 118.1 clone 6 interal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, com...
Curcuma longa voucher NMNH 2000052 5.8S ribosomal RNA gene, partial sequence:

ternal transcribed spacer 2, c.

Curcuma longa isolate CL4 clone 4 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S rib.

Curcuma longa isolate CL4 clone 5 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.85

Curcuma longa isolate CL4 clone 1 18S ribosomal RNA gene, partial sequence; interal transcribed spacer 1, 58S rib...

Curcuma longa

Curcuma haritha

.. Curcuma haritha

Curcuma haritha

. Curcuma longa

.. Curcuma cordata

Curcuma longa isolate Zn_45.5 clone 10 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5....

Curcuma longa

. Curcuma longa
Curcuma longa isolate CL4 clone 3 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S rib...

Curcuma longa
Curcuma longa

. Curcuma longa

Curcuma longa isolate CL2 clone 1 18S ribosomal RNA gene, partial sequence; interal transcribed spacer 1, 5.8S rib.
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Curcuma longa isolate CL14 clone 2 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.85

gene, partial seq internal transcribed spa

Curcuma longa isolate CL2 clone 3 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S rib...

Curcuma longa

. Curcuma longa

Curcuma longa isolate CL16 clone 6 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8 ri...

Curcuma longa
Curcuma longa
Curcuma longa

urcuma longa.
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LC461717.1
KX832082.1
KJ872083.1
KJ872082.1
KJ872080.1
KJ803148.1
KJ803136.1
KF304501.1
MF076952.1
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Curcuma longa Ltk11Tin-1 chloroplast tmK, matK genes for tRNA-Lys, maturase like protein, partial sequence an... Curcuma longa 4994 4994 100% 0.0 100.00% 2704 LC636644.1
Curcuma longa isolate Ltk(11T)in-1 tRNA-Lys (trK) gene, partial sequence; and maturase K (matk) gene, . Curcumalonga 4994 4994 100% 00 10000% 2704 MW838984.1
Curcuma longa Ltk11Tin-2 chioroplast tmK, matK genes for tRNA-Lys, . Curcumalonga 4972 4972 100% 00 99.85% 2704 LC636645.1
Curcuma longa isolate Ltk(11T)in-2 tRNA-Lys (trK) gene, partial sequence; and maturase K (matK) gene, compl... Curcumalonga 4972 4972 100% 0.0 99.85% 2704 MW838986.1
Curcuma longa chioroplast trK, matK genes for tRNA-Lys, maturase-like polypeptide, partial sequence and com... Curcumalonga 4961 4961 100% 0.0 99.82% 2699 AB047738.1
Curcuma amarissima chioroplast tmK, matK genes for tRNA-Lys, maturase-like polypeptide, partial sequence an... Curcuma amaris... 4957 4957 100% 0.0 99.78% 2700 AB047751.1
Curcuma longa chloroplast, complete genome Curcumalonga 4955 4955 100% 0.0 99.78% 150469 MK621774.1
Curcuma longa chloroplast, complete genome Curcumalonga 4955 4955 100% 0.0 99.78% 162255 MK965541.1
Curcuma longa chioroplast, complete genome Curcumalonga 4955 4955 100% 00 99.78% 162180 MK109020.1
Curcuma longa voucher wen13706 chloroplast, complete genome Curcumalonga 4955 4955 100% 00 99.78% 159550 NC 042886.1
Curcuma longa chloroplast, complete genome Curcumalonga 4955 4955 100% 00 99.78% 159550 MK919702.1
Curcuma longa Ltk11T-139A chloroplast tmK, matK genes for tRNA- sequence... Curcumalonga 4955 4955 100% 00 99.78% 2699 LC636646.1
Curcuma longa Ltk10T chloroplast tmK, matK genes for tRNA-Lys, maturase like protein, partial sequence and co... Curcuma longa 4955 4955 100% 0.0 99.78% 2698 LC636643.1
‘Curcuma longa isolate Ltk(11T)139A tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, com... Curcumalonga 4955 4955 100% 00 99.78% 2699 MW838083.1
Curcuma roscoeana isolate yinbian_uangC12 chioroplast, complete genome Curcuma roscoe... 4955 4955 100% 0.0 99.78% 162157 MT395654.1
Curcuma roscoeana isolate jinbian_uangC11 chioroplast, complete genome Curcuma roscoe... 4955 4955 100% 0.0 99.78% 162155 MT395652.1
Curcuma longa isolate jianghuangC10 chloroplast, complete genome Curcumalonga 4955 4955 100% 0.0 99.78% 162220 MT3956:
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Curcuma longa chloroplast psbA gene, psbA-tmH intergenic spacer, partial sequence, isolate: CHULA-002 Curcuma longa 1339 1437 95% 0.0 99.46% 735 LC461720.1
Curcuma longa 1330 1427 95% 0.0 99.32% 742 KR996163.1
Curcuma amada 1312 1409 93% 0.0 99.58% 742 KC597935.1
Curcuma longa tRNA-His (tmH) gene, partial sequence; tmH-psbA intergenic spacer, complete sequence; and Ps... Curcumalonga 1290 1387 98% 00 97.01% 812  KJ025042.1
Curcuma longa voucher A2564 psbA-trnH intergenic spacer, partial sequence; chloroplast Curcuma longa 1273 1370 89% 0.0 99.86% 691 MH069905.1
Canna indica chloroplast rpi2, tmH, rps19, psbA genes, partial and complete cds and complete sequence Canna indica 1273 1370 98% 0.0 96.62% 992 AB331269.1
Zingiber shuanglongense haplotype ZS_Hap_10 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, ... Zingiber shuangl... 1271 1368 95% 00 97.70% 2579 MH758540.1
Curcuma mangga voucher 1049 PsbA (psbA) tergenic spacer, uence...Curcuma mangga 1269 1366 95% 0.0 97.46% 752 KM521589.1
Amomum sp. ZSB03 PsbA (psbA) gene, partial cds; psbA-tmH intergenic spacer, complete sequence; and tRNA-... Amomum sp.ZS... 1269 1366 96% 0.0 97.21% 776 KC598058.1
Zingiber shuanglongense haplotype ZS_Hap_11 psbA-trH intergenic spacer, ribosomal protein L16 (rpl16) gene, ... Zingiber shuangl... 1266 1363 95% 0.0 97.57% 2580 MH758541.1
Curcuma aeruginosa voucher 1144 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial seque... Curcuma aerugin... 1264 1361 95% 00 97.33% 752 KM521590.1
Zingiber shuanglongense isolate ZS_DLS_401_ photosystem Il Q protein (D1) (psbA) gene, partial cds; ribosomal... Zingiber shuangl... 1264 1361 95% 0.0 97.69% 735  MZ340007.1
Curcuma cordata isolate AG2KL33 photosystem Il protein D1 (psbA) gene, partial cds; and psbA-trnH intergenics... Curcuma cordata 1262 1359 95% 00 97.32% 766 MF348806.1
Curcuma caesia voucher ZSD04 PsbA (psbA) gene, partial cds; psbA-trnH intergenic spacer, complete sequence;... Curcuma caesia 1262 1359 96% 00 97.07% 776 KC597938.1
Curcuma kwangsiensis isolate A11 PsbA (psbA) gene, partial cds; psbA-trmH intergenic spacer, complete sequenc. .. Curcuma kwangs... 1262 1359 95% 00 97.32% 766 EU562520.1
Zingiber mioga chloroplast Zingibermioga 1260 1357 98% 00 96.35% 159868 MW067011.1
Zingiber shuanglongense isolate ZS_EJT_Y01_ photosystem Ii Q prof 1)_(psbA) gene, partial cds; ribosomal... Zingiber shuangl... 1258 1355 95% 00 97.56% 736 Mwuu:
T E———————————— 4968 1262 QRY% nn QR QK9 776 KM5&21
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Curcuma zedoaria chloroplast, complete genome Curcuma zedoaria 974 974  99% 0.0 99.25% 162135 NC_048505.1
Curcuma zedoaria chloroplast, complete genome Curcuma zedoaria 974 974 99% 00 99.25% 162135 MK262734.1
Curcuma kwangsiensis plastid, complete genome Curcuma kwangs... 974 974 99% 0.0 99.25% 159439 NC_046685.1
Curcuma longa chloroplast, complete genome Curcuma longa 974 974 99% 0.0 99.25% 162232 MN711722.1
Curcuma aromatica chloroplast, complete genome Curcuma aromatica 974 974 99% 0.0 99.25% 159723 NC_046602.1
Curcuma kwangsiensis plastid, complete genome Curcuma kwangs... 974 974 99% 00 99.25% 159439 MK621775.1
Curcuma longa chloroplast, complete genome Curcuma longa 974 974 99% 0.0 99.25% 159469 MK621774.1
Curcuma aromatica chloroplast, complete genome Curcuma aromatica 974 974 99% 00 99.25% 159723 MK621773.1
Curcuma phaeocaulis chioroplast, complete genome Curcuma phaeoc.. 974 974 99% 00 99.25% 159423 MK621772.1

Curcuma sp. MP 709 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, partial cds; chl... Curcumasp.MP... 974 974 99% 00 99.25% 561 MN216787.1

Curcuma longa chioroplast, complete genome Curcumalonga 974 974 99% 0.0 99.25% 162255 MK965541.1
Curcuma longa chloroplast, complete genome Curcumalonga 974 974 99% 00 99.25% 162176 MK262732.1
Cureuma longa chioroplast, complete genome Curcumalonga 974 974 99% 00 99.25% 162180 MK109020.1
Curcuma phaeocaulis voucher CUR04 chioroplast, complete genome Curcuma phaeoc... 974 974 99% 0.0 99.25% 162133 NC 0452421
Curcuma wenyuiin voucher CURO9 chioroplast, complete genome Curcumawenyujin 974 974 99% 00 99.25% 162266 NC_045241.1

Curcuma aeruginosa ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit gene, partial cds; chioroplast Curcuma aerugin... 974 974 99% 00 99.25% 598 MK934697.1

[N NN E<NN<N<N<N<N<]

Curcuma longa voucher wen13706 chloroplast, complete genome Curcuma longa 974 974 99% 00 99.25% 159550 NC 0428
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Zingiber montanum isolate 16.2 clone 9 interal transcribed spacer 1, partial sequence; 5.8 ribosomal RNA gene. co... Zingiber montanum 1194 1194 100% 0.0 100.00% 646 KJ872220.1

Zingiber montanum isolate 16.2 clone 3 interal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene, co... Zingiber montanum 1194 1194 100% 00 100.00% 646 KJ872214.1

. Zingiber montanum 1188 1188 100% 0.0  99.85% 646 KJ872215.1
. Zingiber montanum 1182 1182 100% 0.0  99.69% 646 KJ872213.1
Zingiber montanum 1177 1177 100% 00  99.54% 646 KJ872218.1

. Zingiber montanum 1166 1166 100% 00  99.23% 646 KJ872217.1
Zingiber montanum isolate 16.2 clone 5 intemal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene, co... Zingiber montanum 1166 1166 100% 0.0 99.23% 646 KJ872216.1

Zingiber montanum isolate 16.2 clone 10 internal transcribed spacer 1, partial sequence; 5.8 ribosomal RNA gene, co... Zingiber montanum 1166 1166 100% 0.0  99.23% 646 KJ872212.1

Zingiber montanum isolate 16.2 clone 8 intemal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene, co... Zingiber montanum 1160 1160 100% 0.0 99.07% 646 KJ872219.
Zingiber montanum isolate 16.2 clone 1 intemal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene, co... Zingiber montanum 1160 1160 100% 0.0 99.07% 646 KJ872211.1

Zingiber montanum 1074 1074 100% 0.0  96.62% 649 KJ872208.1
.. Zingiber neesanum 1064 1064 100% 0.0 96.31% 650 KJ872226.1

Zingiber montanum isolate 16.3 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene, complete ... Zingiber montanum 1064 1064 99% 0.0  96.32% 651 KJ872221.1

Zingiber odoriferum isolate Zn_23.5 clone 9 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1..... Zingiber odoriferum 1064 1064 99% 00  96.59% 650 KF304563.1

Zingiber capitatum isolate 15.1 clone 7 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene, com... Zingiber capitatum ~ 1061 1061 99% 0.0 96.45% 646 KM983536.1

Zingiber montanum isolate 16.1 clone Zingiber montanum 1061 1061 100% 00  96.17%

Zingiber neesanum isolate 2.4 clone 5 internal transcribed spacer 1, partial sequence; 5.88 ribosomal RNA gene, com... Zingiber neesanum 1059 1059 100% 0.0  96.17%
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Avistolochia pierrei voucher MUS-5409 5.8S ribosomal RNA gene, partial sequence; Aristolochia pierrei 638 638  93% 2e-178 99.71% 379 KP998796.1

Avistolochia tagala voucher MUS-5386 5.8S ribosomal RNA gene, partial sequence; intemnal transcribed spacer 2, com... Aristolochia tagala 556 556 93% 5e-154 95.43% 422 KP998802.1
Avistolochia tagala isolate E1071 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete ... Aristolochiatagala 555 555 96% 2e-153 94.49% 385 MK618902.1
Avistolochia tagala isolate AT2 5.88 ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete se... Aristolochiatagala 555 555 96% 2e-153 94.49% 386 KP763864.1
Aristolochia tagala isolate AT internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and intemnal ... Aristolochiatagala 551 551 93% 2e-152 95.14% 628 KP763869.1
. Aristolochiatagala 547 547 92% 3e-151 95.11% 378 KP998800.1

.. Aristolochia tagala 545 545 93% 1e-150 94.86% 420 KP998803.1

.. Aristolochia krisa... 516 516  94% 8e-142 92.78% 370 KP763866.1
Aristolochia krisa... 484 484 89% 2e-132 92.67% 727 KP763868.1

.. Aristolochiaindica 483 483 93% 9e-132 9155% 364 KP763863.1

sequence; interal transcribed spacer 2, c... Aristolochia impre.

Avistolochi

pressinervia isolate E2228 5.85 ribosomal RNA gene, | 455 455 96% 2e-123 89.81% 409 MK618940.1

Avistolochia zollingeriana isolate E1015 5.8S ribosomal RNA gene, partial sequence; internal transcribed spacer 2, co... Aristolochia zollin... 431 431 96% 3e-116 88.56% 414 MK618899.1

Avistolochia albida isolate E2064 5.8 ribosomal RNA gene, partial sequence; internal transcribed spacer 2, complete ... Aristolochia albida 407 ~ 407 ~ 96% 5e-109 87.10% 423 MK618918.1

Avistolochia tagala voucher YC0672MT06 internal transcribed spacer 2, complete sequence Aristolochia tagala 394 394  69% 4e-105 94.21% 258 KM092172.1

Avistolochia tagala voucher YC0672MT05 internal transcribed spacer 2, complete sequence Aristolochia tagala 394 394  69% 4e-105 94.21% 258 KM092171.1
Avistolochia tagala voucher YC0672MT04 internal transcribed spacer 2, complete sequence Aristolochia tagala 394 394  69% 4e-105 94.21% 258 KM092170.1

388

Avistolochia tagala voucher YC0672MT03 i 2e-103 93.82%

Avistolochi
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r montanum chloroplast, complete genome

Zingiber corallinum chioroplast, complete genome

Zingiber odoriferum isolate Zn_23.5 maturase K (matK) gene, partial cds; plastid
Zingiber montanum voucher ZSH01 maturase K (matK) gene, partial cds; chioroplast

Alpinia nigra voucher ZSA04 maturase K (matK) gene, partial cds; chioroplast

Zingiber montanum chioroplast, complete genome

Zingiber purpureum tRNA-Lys (tmK) gene, intron; and maturase K (matK) gene, partial cds; chioroplast

r montanum isolate 16.2 maturase K (matK) gene, partial cds; plastid

Zingiber spectabile isolate 95-825A plastid

Zingiber zerumbet isolate 1.2 maturase K (matK) gene, partial cds; plastid

iber odoriferum isolate Zn_23.2 maturase K (matK) gene, partial cds; plastid

Hedychium flavum chloroplast matK gene for maturase, complete cds

Hedychium sp. Takano cult 25(KYO) chloroplast gene for maturase, complete cds
Zingiber capitatum isolate 15.2 maturase K (matK) gene, partial cds; plastid
Zingiber capitatum isolate 15.1 maturase K (matK) gene, partial cds; plastid

Zingiber zerumbet chloroplast, complete genome
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Zingiber montanum voucher ZSHO1 PsbA (psbA) gene, partial cds; and psbA-tmH intergenic spacer, partial seque... Zingiber montanum 1225 1322 100% 0.0 100.00% 675 KC597868.1
Zingiber mioga chioroplast Zingibermioga 1184 1281 100% 00 97.94% 159868 MWO67011.1
Zingiber shuanglongense haplotype ZS_Hap_10 psbA-trnH intergenic spacer, ribosomal protein L16 (rpl16) gene, ... Zingiber shuangl... 1176 1272 100% 0.0 97.78% 2579 MH758540.1
Zingiber shuanglongense isolate ZS_DLS_401_ photosystem Il Q protein (D1)_(psbA) gene, partial cds; ribosomal... Zingiber shuangl... 1175 1272 100% 0.0 97.78% 735 MZ340007.1
Zingiber shuanglongense haplotype ZS_Hap_11 psbA-trH intergenic spacer, ribosomal protein L16 (rpl16) gene, ... Zingiber shuangl... 1170 1267 100% 0.0 97.64% 2580 MH758541.1
Zingiber shuanglongense isolate ZS_EJT_Y01_photosystem Il Q protein (D1) (psbA) gene, partial cds; ribosomal... Zingiber shuangl... 1170 1267 100% 0.0 97.64% 736 MZ340019.1
Zingiber kawagoi haplotype ZK_Hap_9 psbA-tmH intergenic spacer, ribosomal protein L16 (pl16) gene, and tmL-t...Zingiber kawagoi 1166 1263 100% 00 97.37% 2591 MH758539.1
Zingiber kawagoi haplotype ZK_Hap_8 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, Zingiber kawagoi 1166 1263 100% 00 97.37% 2502 MH758538.1
Zingiber kawagoi haplotype ZK_Hap_7 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, Zingiber kawagoi 1166 1263 100% 0.0 97.37% 2592 MH758537.1
giber kawagoi haplotype ZK_Hap_6 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, Zingiber kawagoi 1166 1263 100% 0.0 97.37% 2592 MH758536.1
Zingiber kawagoi haplotype ZK_Hap_5 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, Zingiber kawagoi 1166 1263 100% 00 97.37% 2503 MH758535.1
Zingiber kawagoi haplotype ZK_Hap_4 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, Zingiber kawagoi 1166 1263 100% 00 97.37% 2502 MH758534.1
Zingiber kawagoi haplotype ZK_Hap_3 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, and trnl-t...Zingiber kawagoi ~ 1166 1263 100% 0.0 97.37% 2503 MH758533.1
Zingiber kawagoi haplotype ZK_Hap_2 psbA-tmH intergenic spacer, ribosomal protein L16 (rpl16) gene, and trnl-t...Zingiber kawagoi ~ 1166 1263 100% 0.0 97.37% 2502 MH758532.1
Zingiber kawagoi haplotype ZK_Hap_1 psbA-tmH intergenic spacer, ribosomal protein L16 (pl16) gene, and tmL-t... Zingiber kawagoi 1166 1263 100% 00 97.37% 2591 MH758531.1
Zingiber kawagoi isolate ZK_JSY_741_photosystem Il Q protei . Zingiber kawagoi 1166 1263 100% 0.0 97.37% 745 MZ340063.1
giber kawag hotosystem 11 Q protein (D1) (psbA) gene, partial cds; ribosomal protei... Zingiber kawagoi 1166 1263 100% 0.0 97.37% 743 MZ339
-

P

) fnahAl ene L

P ——

T

T ITII——————mmmmmmU—




image79.png
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download [ Select columns ~  Show
selectall 700 sequences selected GenBank Graphics Distance tree of results
Desctptn scmttctams | S| cowr vt | ot | Lo
v v v v - v
Zingiber montanum isolate 16.1 ribulose 1,5-bisphosphate carboxylase/oxygenase (rbcl) gene, partial cds; Zingiber montan... 1580 1580 100% 0.0 100.00% 855
Zingiber montanum chloroplast, complete genome Zingiber montan... 1580 1580 100% 0.0 100.00% 161483
Zingiber corallinum chloroplast, complete genome Zingiber corallinum 1580 1580 100% 0.0 100.00% 160957
Zingiber odoriferum isolate Zn_23.5 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (tbcl) ge... Zingiber odorifer... 1580 1580 100% 0.0 100.00% 922
Zingiber montanum chloroplast, complete genome Zingiber montan... 1580 1580 100% 0.0 100.00% 164464
Zingiber montanum isolate 16.2 ribulose 1,5-bisphosphate carboxylase/oxygenase (rbcl) gene, partial cds; pl... Zingiber montan... 1574 1574 100% 0.0 99.88% 856
Zingiber odoriferum isolate Zn_23.2 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcL) ge... Zingiber odorifer... 1574 1574 100% 0.0 99.88% 922
Zingiber capitatum isolate 15.2 ribulose 1,5-bisphosphate carboxylase large subunit (rbcl) gene, partial cds; p... Zingiber capitatum 1568 1568 100% 0.0 99.77% 855
Zingiber capitatum isolate 15.1 ribulose isphosphate carboxylase large subunit (rbcl) gene, partial cds; Zingiber capitatum 1568 1568 100% 0.0 99.77% 855
Zingiber parishii isolate 34.1 ribulose 1,5-bisphosphate carboxylase/oxygenase (rbcl) gene, partial cds; plastid Zingiber pari 1568 1568 100% 0.0 99.77% 856
Zingiber parishii isolate Zn_34.2 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gene, ... Zingiber parishii 1568 1568 100% 0.0 99.77% 922
Curcuma flaviflora isolate guanghu_huangC9 chloroplast, complete genome Curcuma flavifiora 1568 1568 100% 0.0 99.77% 163141
Zingiber zerumbet chloroplast, complete genome Zinglber zerumbet 1563 1563 100% 0.0 99.65% 169183
.5-bisphosphate carboxylase/oxygenase large subunit (rbcl) gen: . Zingiber nimmor 1563 1563 100% 0.0 99.65% 905
Zingiber zerumbet isolate 1.1 ribulose 1,5-bisphosphate carboxylase/oxygenase (rbcl) gene, partial cds; plastid Zingiber zerumbet 1563 1563 100% 0.0 99.65% 855
Zingiber roseum isolate 21.1 ribulose 1,5-bisphosphate carboxylase/oxygenase (rbcl) gene, partial cds; plastid Zingiber roseum 1563 1563 100% 0.0  99.65% 855
Zingiber zerumbet chloroplast, complete genome Zingiber zerumbet 1563 1706 100% 0.0 99.65% 163589
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Aristolochia pierrei trnK gene, partial sequence; and maturase K (matkK) gene, complete cds; chloroplast Avristolochia pierrei 1836 1836 98% 0.0 9941% 2576 DQ296649.1
Avistolochia tagala chioroplast, complete genome Avistolochia tagala 1831 1831 98% 0.0 99.31% 150308 NC 0414551
Avistolochia tagala chioroplast, complete genome Avistolochia tagala 1831 1831 98% 0.0 99.31% 159308 MK503931.1

Avistolochia acuminata maturase K (matK) gene, complete cds; and tRNA-Lys (tmK) gene, partial sequence; chior... Aristolochiaacu... 1825 1825 98% 0.0 99.21% 2957 DQ532063.2

Avistolochia acuminata tmK gene, partial sequence; and maturase K (matK) gene, complete cds; chloroplast Aristolochia acu... 1825 1825 98% 0.0 9921% 2634 DQ296646.1
Avistolochia bracteolata chioroplast, complete genome Aristolochia bract... 1786 1786 98% 0.0 98.52% 158234 MT130705.1

Avistolochia bracteolata maturase K (matK) gene, complete cds; and tRNA:

(tmK) gene,

sequence; chlor... Aristolochia bract... 1775 1775 98% 0.0 98.33% 2931 DQ532059.2

Avistolochia bract... 1775 1775 98% 00 98.33% 2635 DQ296647.1
Avistolochia pierrei voucher MUS-5409 maturase K (matK) gene, complete cds; chioroplast Aristolochia pierrei 1764 1764 93% 0.0 99.59% 1518 KP998782.1
Avistolochia tagala voucher MUS-5386 maturase K (matK) gene, complete cds; chioroplast Avistolochia tagala 1759 1759 93% 0.0 9948% 1518 KP998788.1
Avistolochia tagala voucher MUS-5400 maturase K (matK) gene, complete cds; chioroplast Avistolochia tagala 1759 1759 93% 0.0 9948% 1518 KP998786.1
Avistolochia tagala voucher MUS-5401 maturase K (matk) gene, complete cds; chloroplast Avistolochia tagala 1753 1753 93% 0.0 99.38% 1518 KP998789.1
Avistolochia albida tRNA-Lys (tmK) gene, partial sequence; and maturase K (matK) gene, complete cds; chioroplast Aristolochia albida 1748 1748 98% 0.0 97.75% 2604 DQ532064.1

Avistolochia albida tmK gene, partial sequence; and maturase K (matK) gene, complete cds; chioroplast Aristolochia albida 1748 1748 98% 0.0 97.75% 2657 DQ296648.1

Avistolochia grandifiora tRNA-Lys (tmK) gene, partial sequence; and maturase K (matk) gene, complete cds; chlor... Aristolochia gran... 1616 1616 97% 00 95.74% 2712 DQ532052.1

Avistolochia sicula tmK gene, partial sequence; and maturase K-like (matK) gene, complete sequence; chloroplast ~ Aristolochia sicula 1616 1616 96% 0.0 96.09% 2625 DQ296668.1
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Avistolochia clusii tmK gene, partial sequence; and maturase K (matK) gene, complete cds; chloroplast Aristolochia clusii 1613 1613 96% 0.0 96.00% 2577
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