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The accessions containing inversion sequence: 

	voucher No
	species 
	psbA-trnH
	Inversion

	PS1001MT01
	U. rhynchophylla_01
	[bookmark: OLE_LINK57]KM057031
	Yes

	PS1001MT02
	U. rhynchophylla_02
	KM057032
	Yes

	URH-1
	U. rhynchophylla_05
	[bookmark: OLE_LINK31]KF881177
	Yes

	URH-2
	U. rhynchophylla_06
	[bookmark: OLE_LINK32][bookmark: OLE_LINK67][bookmark: OLE_LINK3]KF881178
	Yes

	PS1002MT01
	U. macrophylla_01 
	KM057033
	Yes

	PS1002MT02
	U. macrophylla_02
	KM057034
	Yes

	PS1002MT03
	U. macrophylla_03
	KM057035
	Yes

	PS1038MT03
	U. macrophylla_04
	[bookmark: OLE_LINK4]GQ435234
	Yes

	PS1038MT04
	U. macrophylla_05
	GQ435235
	Yes

	UMA-1
	U. macrophylla_07
	KF881170
	Yes

	UMA-2
	U. macrophylla_08 
	KF881171
	Yes

	UMA-3
	U. macrophylla_09
	KF881172
	Yes

	UMA-4
	U. macrophylla_10
	KF881173
	Yes

	UMA-6
	U. macrophylla_12
	KF881174
	Yes

	UMA-8
	U. macrophylla_14
	KF881175
	Yes

	PS1003MT01
	U. sessilifructus_01 
	KM057036
	Yes

	PS1003MT02
	U. sessilifructus_02
	KM057037
	Yes

	USE-2
	U. sessilifructus_06
	KF881160
	Yes

	USE-3
	U. sessilifructus_07
	KF881161
	Yes

	USE-4
	U. sessilifructus_08
	[bookmark: OLE_LINK16][bookmark: OLE_LINK58]KF881162
	Yes

	PS1004MT01
	U. hirsuta_01 
	KM057038
	Yes

	PS1004MT02
	U. hirsuta_02
	KM057039
	Yes

	PS1004MT03
	U. hirsuta_03
	KM057040
	Yes

	PS1005MT01
	U. lancifolia_01  
	KM057041
	Yes

	ULA-1
	U. lancifolia_03
	KF881176
	Yes

	PS1006MT01
	U. homomalla_01 
	KM057042
	Yes

	UHO-1
	U. homomalla_03 
	KF881163
	Yes

	UHO-2
	U. homomalla_04
	KF881164
	Yes

	UHO-3
	U. homomalla_05
	KF881165
	Yes

	UHO-4
	U. homomalla_06
	KF881166
	Yes

	UHO-5
	U. homomalla_07
	KF881167
	Yes

	UHO-6
	U. homomalla_08
	KF881168
	Yes

	UHO-7
	U. homomalla_09
	KF881169
	Yes

	PS1039MT01
	U. sinensis_01 
	GQ435236
	Yes

	USI-2
	U. sinensis_03
	KF881183
	Yes

	USI-4 
	U. sinensis_05
	KF881184
	Yes

	UYU-1
	U. yunnanensis_01
	KF881191
	Yes

	UYU-4
	U. yunnanensis_04
	KF881193
	Yes

	UYU-5
	U. yunnanensis_05
	KF881194
	Yes

	USC-1
	U. scandens_02
	KF881185
	Yes

	USC-2
	U. scandens_03
	KF881186
	Yes

	USC-3
	U. scandens_04
	KF881187
	Yes

	USC-4
	U. scandens_05
	KF881188
	Yes

	USC-6
	U. scandens_07
	KF881189
	Yes

	USC-7
	U. scandens_08
	KF881190
	Yes

	ULAE-1
	U. laevigata_02
	KF881179
	Yes

	ULAE-4
	U. laevigata_05
	KF881180
	Yes

	ULAE-5
	U. laevigata_06
	KF881181
	Yes

	ULAE-7
	U. laevigata_08
	KF881182
	Yes

	Total No. of sequences
	
	49
	





KF881172  inversion
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Uncaria scandens isolate USC-2 psbA-tmH intergenic spacer, partial sequence; chloroplast
Sequence ID: gblKF881186.1| Length: 332 Number of Matches: 2

Range 1: 11 to 281 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand
298 bits(161) 4e-77 245/282(87%) 20/282(7%) Plus/Plus
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Uncaria homomalla isolate UHO-3 psbA-tmH intergenic spacer, partial sequence; chioroplast
Sequence ID: gblKF881165.1| Length: 352 Number of Matches: 2

Range 1: 1to 352 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand
470 bits(254) 82120 322/354(91%) 8/354(2%) Plus/Plus

Query 1 KTGCTCATANCTICCOTCTAGACCTAGCTGETATAGATGETCCATCTGTAMMIGEATANG 60

Shjet 1 ATGCTCATANCTICCCTCTAGACCTAGCTGCTATAGATGCTCCATCTATAAMGRATARG 80

Query 61 ACCCTGOTCTTATTTATAGGAGTTTTTGAMATAMRGGAGCANTAMGECCT

mh
X
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4 First Match
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Uncaria scandens isolate UsSC-1 psbA-trnH intergenic spacer, partial sequence; chioroplast
Sequence ID: gblKF881185.1| Length: 338 Number of Matches: 2

Range 1: 25 to 337 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand
449 bits(243) 1e-122  294/317(93%) 10/317(3%) Plus/Plus

Query 11 ATAGKTGCTCC-TCTGTARKTGOATAAGACCCTGGTCTTATTGTATAGGAGTITTICAM 69

Shiet 25  ATAGATGCTCCATCTATAKA-GGATAAGACCCTGGTCTTATIGTATAGAGTTTTICAM 83

Query 0 ATAGGAGEAKTAAGECCT-CTT-ATCTATCTTATATAGMGARGAGGGGAKTTATT 121
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Score Expect  Identities Gaps Strand

130 bits(70) 1e-26 72/73(99%) 0/73(0%) Plus/Minus
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Uncaria sp. 2 MR-2013 chloroplast DNA containing psbA-tmH IGS, specimen voucher HITBG:Liana Mensong 58_8_1
Sequence ID: emb|HG005115.1| Length: 334 Number of Matches: 2

Range 1: 31 to 324 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand
429 bits(232) 1e-116  276/296(93%) 7/296(2%) Plus/Plus

Query 1 ATGETCC-TCTGTAMTGGATMGACCLTGTCTTATIGTATAGGAGTTTTTGAAMTA 59

A
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Uncaria scandens isolate USC-2 psbA-trnH intergenic spacer, partial sequence; chloroplast
Sequence ID: gblKF881186.1| Length: 332 Number of Matches: 2

Range 1: 110 297 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand
407 bits(220) 6e-110  276/301(92%) 12/301(3%) Plus/Plus

Query 4 TANCTICCCAG-CCTAG-CTAT-GATCTCCTCGTAMTGGATMG-COCTGTETATTG 58

L A
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Shict 145 AMAATAKGGACCANTARAGCLCTCTTATCTATCTTATATAGAAGRAGRAGGGARTIATT 67
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4 First Match
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Uncaria homomalla isolate UHO-2 psbA-trnH intergenic spacer, partial sequence; chloroplast
Sequence ID: gblKF881164.1| Length: 294 Number of Matches: 2

Range 1: 6 to 253 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand
315 bits(170) 4e-82 231/258(90%) 13/258(5%) Plus/Plus
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L A
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Uncaria scandens isolate USC-2 psbA-mH intergenic spacer, partial sequence; chloroplast
Sequence ID: gblKF881186.1| Length: 332 Number of Matches: 2

Range 1: 33 to 281 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand
311 bits(168) Se-81 231/259(89%) 14/259(5%) Plus/Plus

Query 23 AMTGOATARGACCCTGOTCTTATTGTATAGEAGTITITGAMMATAMGGAGCANTAR
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Uncaria homomalla isolate UHO-4 psbA-tmH intergenic spacer, partial sequence; chioroplast
Sequence ID: gblKF881166.1| Length: 339 Number of Matches: 2

Range 1: 38 to 286 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand
311 bits(168) Se-81 231/259(89%) 14/259(5%) Plus/Plus

Query 23 AMTGGATAMGACCCTGOTCTTATIGTATAGGAGTITTTGAAMATAMGGAGTANTAN 82
L A

Shict 33 AMMTGGATAKGACCCTGGTCTTATTGTATAGGAGTITTTGAAMATAAAGGAGCARTANT 8T
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B8 75 to 151 Gendank Graphics A Previous Match 4
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