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APPENDIX A
Thailand map indicate six locations sampling of honeybee A. cerana
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APPENDIX B
Thailand map indicate six geographic locations sampling of
honeybee A. cerana
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APPENDIX D

Collection area and composite haplotype of A. cerana from
the North of Thailand

Code of Sampling area Composite Haplotype

colonies I II I
NO!  [Muang, Lamphun ND | AAA | ND
N02 |Muang, Uttaradit AAA | AAA| ND
NO05  [Muang, Lamphun AAA | ND | AAC
N06 [Muang, Lamphun AAA | AAA| ND
NO7 [San pa tong, Chiang mai AAA | AAA | ND
N09 iSan pa tong, Chiang mai AAA | AAA | AAC
N12  |San patong, Chiang mai ND | AAA | ND
N13  |Hang dong, Chiang mai AAA | AAA | AAC
N14 |Muang, Uttaradit BAA | AAA | ND
N15 |Muang, Phitsanulok AAA | AAA | AAB
N16 [Muang, Phitsanulok ADA | AAA | AAC
N17  [Muang, Phitsanulok AAA {AAA | ND
N19 |Phayuha khiri, Nakhon sawan AAA |AAA | ND
N20 |Manorom, Chai nat AAA | AAA| ND
N21 |Wat sing, Chai nat AAG | AAA| ND
N22  |Muang, Chai nat AAA | AAA | AAC
N23  [Banphot phisai, Nakhon sawan AAA 1 AAA| ND
N24  Banphot phisai, Nakhon sawan ND | AAA | AAD
N25  |Banphot phisai, Nakhon sawan AAA [ AAA | ND
N26  |Muang, Kamphaeng phet AAA | AAA | ND
N27 |Ban Tak, Tak AAA | AAA | AAC
N28  |Ban Tak, Tak AAA| ND | ND
N29  |Sam ngao, Tak AAA | ACA | ND
N30 - }Sam ngao, Tak AAA | ND | AAD
N32 |Thoen, Lampang AAA | AAA | AAC
N34 |[Thoen, Lampang ND | ND | AAD
N35 [Mae tha, Lampoon ND { ND | AAE
N36 |Mae tha, Lampoon AAA | AAA| ND
N37 [Doi saket, Chiang mai AAA | AAA | AAC
N38 [Doi saket, Chiang mai ND | AAA| ND
N39 |Doi saket, Chiang mai ' AAA | AAA | ND
N40 [Doi saket, Chiang mai ND [ ND | AAC
N41 |Wiang pa pao, Chiang mai AAA | ACA | AAC




Code of Sampling area ‘| Composite Haplotype

colonies I 1 11
N42 _ |Wiang pa pao, Chiang mai AAA | AAA | ND
N43  |Wiang pa pao, Chiang mai AAA | AAA | AAB
N44  [Ngao, Lampang AAA | AAA | AAC
N45  |Sungmen, Phrae AAA | AAA | AAB
N46  |Sungmen, Phrae AAA | AAA| ND
N47  |Sungmen, Phrae ND | AAA | AAB
N48  |Sungmen, Phrae AAA | AAA | ND
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Collection area and composite haplotypé of A. cerana from

the Central of Thailand

Composite Haplotype

Code of Sampling area

colonies 1 | o [ m
CO01  [Phrapradaeng, Samut prakan ADA | AAA | ND
C02  |[Kamphaengsan, Nakhom pathom | AAA | AAA ND
C03  [Dan chang, Suphan buri AAA | ADA| ND
C04  |Muang, Samut songkhram AAA | AAA | ND
C05  Muang, Samut songkhram AAA [ AAA | ND
C06  [Muang, Samut songkhram AAH | AAA | ND
CO7  |Phrapradaeng, Samut prakan ADA | AAA| ND
C08  |Don tum, Nakhorn pathom AAA | AAA | AAD
C09  |Dan chang, Suphan buri AAA | AAA | AAC
C10  |Dan chang, Suphan buri ADA | AAA | AAD
Cl1 . |{Pong nam ron, Chanthaburi AAA | AAA| ND
C12  Makham, Chanthaburi AAA | AAA | AAC
Cl13  |Makham, Chanthaburi AAA | AAA | ND
Cl4  {Makham, Chanthaburi AAA | AAA | ND
Ci5 |Muang, Trat AAA | AAA| ND
€16  [Khao saming, Trat ND [ AAA | AAC
C17  |Khao saming, Trat ND ! AAA{ ND
Cl8 [Muang, Trat AAA | AAA | AAD
C20  (Sam roi yod, Prachuap khiri khan ND | AAA | AAB
C21 ' (Sam roi yod, Prachuap khiri khan ND | AAA | ND
C22  Sam roi yod, Prachuap khiri khan ND { AAA | AAB
C23  |Thong pha phum, Kanchana buri ND '} AAA | AAC
C24  [Muang, Phetchaburi ND | AAA | AAC
C25  Maekrong,Samut songkhram ND | AAA | AAB
C26 Macekrong, Samut songkhram ND | AAA | ND
C27  [Maekrong,Samut songkhram ND | AAA | AAC
C28  [Maekrong,Samut songkhram ND | AAA | AAB
C29  [Maekrong,Samut songkhram ND | AAA | ND
C30  [Muang, Samut sakhom ND | AAA{ ND
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Code of Sampling area IComposite Haplotype

colonies I 1 m
C32  |Lad lum kaew, Pratum tani ND | ND | AAC
C33  [Chaum, Phetchaburi ND | ND { AAB
C34  |Huaw hin, Prachuap khiri khan ND | ND | AAD
C36  |Pranburi, Prachuap khiri khan ND | ND | AAD
C37  |Kuyburi, Prachuap khiri khan ND (- ND | AAD
C38 |Muang, Prachuap khiri khan ND | ND | AAB
C39  |Tubsakae, Prachuap khiri khan ND | ND | AAB
C4l  |Bangsapan, Prachuap khiri khan ND | ND | AAB
C43  |Bangsapannoy, Prachuap khirikhan | ND | ND | AAB
C45  |Bangsapannoy, Prachuap khiri khan | ND | ND | AAD
C46  [Tubsakae, Prachuap khiri khan ND | ND | AAB
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Collection area and composite haplotype of A. cerana from
the North/East of Thailand

Code of Sampling area Composite Haplotype

colonies : I 1 m
NEO2 |Na haeo, Loai ND [ AAA | ND
NEO3 [Na haeo, Loai AAA [ AAA| ND
NE14 Muang, Khonkaen AAA | AAA| ND
NE15 |Muang, Khonkaen ADA | AAA | AAE
NE16 |Chum phae, Khonkaen AAA | AAA| ND
NE17 |Chum phae, Khonkaen AAA | AAA| ND
NE18 |Chum phae, Khonkaen AAH | AAD | ND
NE19 |Chum phae, Khonkaen AAH | ND | ND
NE20 |Ubol ratana, Khonkaen AAA | ACA| ND
NE21 |Non sang, Nong bua Jamphu AAA | AAA | AAF
NE22 |Non sang, Nong bua lamphu AAA | AAA | ND
NE23 {Non sang, Nong bua lamphu AAA | AAA | AAB
NE24 [Nong wua so, Udon thani AAA [ AAA | ND
NE25 [Muang, Udon thani AAA [ AAA| ND

'NE26 |[Muang, Udon thani AAA | AAA| ND
NE27 |Muang, Udon thani AAA | AAA | AAF
NE28  |Muang, Nongkhai AAA | AAA | ND
NE29 |Muang, Nongkhai AAA | AAA ] ND
NE30 |Nong han, Udon thani AAA | AAA| ND
NE31 [Phang khon, Sakonnakhon AAA | AAA | ND
NE32 [Nong bon nak, Nakhonratchasima | AAA | AAA | ND
NE33 |Nong bon nak, Nakhonratchasima | AAA | AAA | ND
NE34 [Nong bon nak, Nakhonratchasima - |'AAA [ ND | ND
NE43  [Praconechai, Burirum . ND | ND | AAC
NE47  |Praconechai, Burirum ND | ND { AAD
NES2  [Rattanaburi, Surin ND | ND | AAD
NES55  |Prasat, Surin ND | ND | AAB
NES6  |Prasat, Surin ND | ND | AAB
NE61 |Nongbunnak, Nakonrachsima ND | ND | AAB
NE62 [Nongbunnak, Nakonrachsima ND | ND | AAB
NE63 [Nongbunnak, Nakonrachsima ND | ND | AAD
NE64 _|Nongbunnak, Nakonrachsima ND | ND | AAB
NE66 (Nongbunnak, Nakonrachsima ND | ND | AAD
NE68 |Nongbunnak, Nakonrachsima ND | ND | AAB
NE69 |Nongbunnak, Nakonrachsima ND | ND | AAB




Code of Sampling area Composite Haplotype

colonies 1 1 111
NE70 [Thawatchaburi, Roiet : ND | ND | AAB
ND | ND | AAB

NE72 {(Warin chamrab, Ubon ratchathani
NE75 |Muang, Konkaen

ND | ND | AAB




Collection area and composite haplotype of A. cerana from

the South of Thailand
Code of . Sampling area Composite Haplotype
colonies I i

S01___|Thalang, Phuket

BBB | BBB | ND

S02___|Muang. Chumphon

CED | BBB | ND

BBB | BBB { ND

S03  |Muang. Chumphon
S04  |Tha chana. Suratthani

ND_| BBB | BBA

806 |Tha chana, Suratthani

BBEB | BBB | BBA

S07 __|Tha chana, Suratthani

ND | BBB | BBA

S08  |Tha chana, Suratthani

ND | BBB | BBA

_S09  [Tha chana, Suratthani

ND | BBB | BBA

S10 Tha chana, Suratthani

BBB | BBB | BBA

S11__ |Muang, Phuket

ND _|'BBB | ND

S12  Muang, Phuket

ND_| BBB | BBA

S13 Muang. Phuket

BBB | BBB | BBA

814  {Thalang, Phuket

BBB [ BBB | ND

S$15 _ |Thalang, Phuket

BBB | BBB | ND

S16 _ |Muang, Phuket

BBB | BBB | BBA

S17 _ iSawi, Chumphon

BBB | BBB | BBA

S18  |Sawi, Chumphon

BBB | BBB | ND |

S20 . |Sawi, Chumphon

BBB | BBB | ND

S21 Muang, Chumphon

BBB | BBB | ND

§22  |Muang, Chumphon

BBB | BBB | BBA

S$23  |Muang, Chumphon

BBB | BBB | ND

S$24  Muang, Chumphon

ND | BBB { ND

8§25 Kra buri, Ranong

BBB | BBB | ND

S27 Kapoe, Ranong

ND | BBB | BBA

S28 Kapoe, Ranong

BBB | BBB | ND

529 Kapoe. Ranong

BBB | BBB | BBJ

$30  |Kapoe, Ranong

BBB | BBB | ND

S§31  |Muang, Ranong

BBB | BBB | BBA

S32 Muang, Ranong

ND | BBB | BBA

833 |Khuraburi,Phangnga

BBB | BBB | ND

S34  |Khuraburi,Phangnga

BBB | BBB | BBA

8§35 Phanom, Suratthani

BBB | BBB | BBA

$36___|Ao Luk, Krabi

BBB | BBB | BBA

S37 Ao Luk, Krabi

BBB [ BBB | ND

S38  |Ao Luk, Krabi

BBE | BBB | BBA

$39 iAo Luk, Krabi

ND | BBB [ ND

S$40 Ao Luk, Krabi

BBB | BBB | ND

S41 Muang, Krabi

ND | BBB | ND

542 Muang, Krabi

BBB | BBB | BBA
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Code of Sampling area ‘Composite Haplotype
colonies I II I
$43 _ [Muang Krabi BBB | BBB | ND
S44  |Muang, Krabi ND | BBB | BBA
S45 __ |Muang, Krabi ND | BBB | BBA
$46 _ [Nua khlong, Krabi ND | BBB | ND
S47 _ [Nua khlong, Krabi BBB | BBB | BBA |
§48  {Nua khlong, Krabi BBB | BBB | BBA
S49  [Nua khlong, Krabi ND | BBB | BBA
S50 |Khao phanom, Krabi BBB | BBB | ND
$51 _ |Thung vai, Nakhon si thammarat BBC | BBB | BBG
$52__ |Thung vai, Nakhon si thammarat BBB | BBB | ND
$53 __ IThung vai, Nakhon si thammarat BBC | BBB | BBG
S$54  |Sikao, Trang BBB | BBB | BBA |
8§55 {Huai vot, Trang ND | BBB | BBA
8§56 |Huai vot, Trang BBB | BBB | ND
$57 _|Huai vot, Trang BBB | BBB_| BBA
$58  |Huai yot, Trang ND | BBB | ND
S$59 _ |Srinakarin, Phatthalung BBF | BBB | ND
S60 __|Srinakarin, Phatthalung CED | AEE | ND
S61  |Srinakarin, Phatthalung ND | BBB | BBA
$62__ |Pha bon, Phatthalung BBB | BBB | BBA
$63 __ |Pha bon, Phatthalung BBB_| BBB | BBA
$64  |Muang, Songkhia BBB | BBB | ND
$65  |Muang, Songkhia BBE | BBB | ND
S66  |Muang, Songkhia BBC | BBB | BBA
§67 _ |Muang, Songkhla ND | BBB | ND
S$68  |Muang. Songkhla BBB | BBB | BBA
869  |Muang, Songkhla BBB | BBB | BBA.
S70__IChalerm pra, Nakhon si_thammarat BBB | BBB | BBA
§71__ [Tha sala, Nakhon si thammarat BBB | BBB | BBA
S72__ |Tha sala, Nakhon si thammarat ND | BBB { BBA
§73 _|Tha sala, Nakhon si thammarat ND ND { BBA
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Collection area and composite haplotype of A. cerana from
the Samui Island of Thailand

Code of Sampling area Composite Haplotype

colonies I II 111
104  |Tham Bon Aungthong ND | BBB | BBA
106  |Tham Bon Aungthong ND | BBB | BCA
109  [Tham Bon Boput BBB | BBB | BCA
[10  [Tham Bon Maret BBB | BBB | BBA
I12  |Tham Bon Maret BBB | BBB | BBA
[14  |Tham Bon Limpanoi BBB | BBEB | BBA
116  |Tham Bon Maenam BCB | BBC | ND
I17  |Tham Bon Maenam BBB | BBB | BBA
I19  |Tham Bon Maenam BBB | BBB | BBA
120  |[Tham Bon Magnam BBB | BBB | BBA
121  |Tham Bon Maenam BCB | BBC | BCH
122  |Tham Bon Maenam BCB | BBC | BCI
123  |Tham Bon Maenam \ BCC | BBC | ND
124  [Tham Bon Maenam BCB | BBC | ND
125  [Tham Bon Boput BBB | BBB | BBA
126  [Tham Bon Boput BBB | BBB | BBA
127  {Tham Bon Boput BCC | BBC | BCA
128  |Tham Bon Boput BEB | BBB | BBA
129  |Tham Bon Maret : BCC | BCC | BCA
130 Tham Bon Maret - | BCC | BBC | BBA
131  |Tham Bon Maret BCC | BBC | BBA'
132  |Tham Bon Maret BCC | BBC | BCH
133 = |Tham Bon Maret BCC | BBC | ND
134 ~ |Tham Bon Maret ND | BBB | BBA
I35 = [Tham Bon Maret BBB | BBB | ND
136 = [Tham Bon Maret BCC | BBC | BBA
137  [Tham Bon Boput BEB | BBB | BBA

I = Composite haplotype of ATPase6-ATPase8 gene of mtDNA digested with Tagl,

Sspl and VspI (Songram, 1997)

Composite haplotype of sSRNA gene, IrRNA gene and inter COI-COII of mtDNA.

digested with Dral (Sihanuntavong, 1997)

III = Composite haplotype of mtDNA control region digested with Tagl, Rsal and
Hinfl (Pootong, 1998)

ND = non determined

II
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ACCCTGTCGA
CACATAAART
ARATAATAAC
TAATATGTCT.
ATTACTTATC
TTTTGTATTA
TACRATCATT
TTATTATTCA
ATCATCCATT
TTTAARARTT
TTGARAGCAA
TTCAATAACT
TTCATTTTAT
TAATTCATTC
TATTTTATAT
AARATTTTAAT
TAATTATTCA
ARTAGTBAGA
AATAATTTGA
ARATAATTTC

Control region sequence of 4. mellifera (Crozier and Crozier, 1992)

ARATAARTTTT
ATAGTATTTA
TTTATATTAT
TGAGTTTTTT
TATATRATAT
TTATATATTA
TATATATATA
TTTTTAARRAT
TACATAATAA
ATTARATAAT
TTAARAATAA
ARARATAARAR
TAARATARRAR
ATATTAATAT
TATATTTTCA
TTTAAATAAT
TTAACTCTAG
TTAATTTTAA
TARATTAATA
TTTGAATTTT
ATTTARATTG
GATARADGAR
TTCTTCATAA
ATAATARATT
AGAATTAGAT
GTATCRGTAA
AGATTTACTA
GGARACTTTCC
ATTTTTTTAA
ARARATTAATT
GCTAATAART
TATTTTATTT
TCATTTAATT
TTTATATTTT
ATATATCCAR
GTTARAGCTT
ARTTATATTA
ATTGAT

APPENDIX E

TAATATATAT
ATATATAATT
ARATATTTTT
TTTTTTTTTG
TATATATATT
ATTTATAARAT
ATTATATATT
TTAATAATTT
CATATATGAA
TTTAATARRA
AARATTTTARA
CTTTTTARRA
AATAGTAACA
CTTATTTAARR
ATATARARRAT
CTAARAATTA
ATTCATARAT
AATAATTATA
ATTTTTATAT
ATAGTATTAA
CATTTAARAR
ATATTTTGAT
ATTTTAAATA
CCRATARATAT
TAATTARATAT
TTTCRAGRAT
ARRCAGATAC
CCTTTCATTT
TATCRACATT
CATGAACATT
TTTACACTCT
TTATTTTAGA
ATTTTTTATT
ACAATARATA
TTTTTCTTTC
ATAATTGAAT
TTATTTTARA

ATATATATAT
TTATTATTTA
TTTTATTRAT
TTATATTTTA
TATAATTATA
AATTATATAT
GATTTATAAA
TTATTARATT
TARATAAGCA
ARACTTARAT
ARRATARARRMRA
ARATAARAAT
TTATAAACRA
ARTATTTTAC
AATTARATTT
TTTATTAATA
AATCTATATT
TAATAAGCTA
ARATTATTAA
CTARATTAAT
TTAATATTTT
ARRATATTAA
CCACTGATTT
TTTTATTCARA
TAARTCCACA
TTTTTTATTC
TTTTAATTTT
TTGAATAATT
AATTARATTT
ATATTTTTTA
ARAARAATTA
ATTARATARR
AATTAGATTC
TCARATATAT
ATTTGTAATT
TTTATTTCTT
ACGTGTATTT

ATATATATAT
GTATAAARTT
TAATTTARAT
TTTATTTAAA
TARRTATATA
ATATARATAT
TATTTATARR
AACTTAATTT
TAATAATTAA
AARADATARR
CTTTTTTAAR
TTAAARRATA
TAARARTAAT
TTBATTATTT
ARTTTATARR
ARGARATATT
TCTTATTATA
AATAARGCTA
ATTTATTTTA
ARATTTGGAT
ATATATTATA
TGTATBATTT
ATTTATTTTT
TGAATATTAA
AATAARRCCC
TTTATBATTA
ATAGTTCAAR
TATTCTTATG
ATTCCRATTT
ATTACAAATA
CTAGCATGTT
AATATATTTA
TTAAATAAAT
ACATTCTTARA
BRAATGARATC
TTAATAATTT
TTAARAAATAA

ATTATAATTT"

TTARATATAA
ATTAATAATA
ATARARTATA
TATATTATTT
TARATTTTATA
ACCAATATTT
TTTATACTAA
TTTTTAATAT
AATTTTTAAR
AAARTARRAR
AARAATTTTT
ATTTTCAATA
ATATAGTTTA
TATBATTAAG
AATAARTARR
TAAATTARATT
ACAGGTTCAT
GTGTTTAAAG
ATTAGTTAAT
TCTARAARAG
TATATATACT
TAATTACTAT
TAGBATTTGG
CRAGATTAAT
TTGTATACTT
TRATATTTTT
ARATAATAAR
ATATAATAGT
GATTATATAT
CAACRATTTT
TTGCTATARAT
TTBATATTCA
CATTRATATT
TARATTTTTAT
CTAGRATATT
ATTTTTATAA

100
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APPENDIX F

Comparisons of restricted fragment size (base pair) by Ndel, Swal,
Taql, Hinfl and Hindlll in control region between sequence of
A. mellifera ligustica (Crozier and Crozier, 1992) and amplified control
region of A. mellifera (A. mell)

Enzyme | Template DNA Restriction site | Size of fragment Total
Ndel, Swal | A. mellifera 0 - 2226
A. mell 0 - : 2560

Taql A. mellifera 1 1076, 1150 2226
' A mell 1 1750,810 2560
Hinfl A. mellifera 2 976, 969, 281 2226
A mell 3 800, 800, 680, 2801 2560

HindIll A. mellifera 2 1156, 948, 122 2226
A mell 2 1070, 1404, 86 2560
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APPENDIX G
Blast result of A. mellifera in ND, gene
Sequences producing significant alignments: (bits) Value

gblLOB17SAMEGENOM Apis meliifera ligustica complete mitochondr... 161 3e-38
gb!USS7STIAMUISTST Apis mellifera meda NADH dehydrogenase subun... 64 5e-09

W Apis mellifera ligustica NADH dehydrogenase ... 64 5e-09
ELiERcTEa Apis mellifera carnica NADH dehydrogenase su... .64 5e-09

Apis mellifera mellifera NADH dehydrogenase ... 64 5e-09
Apis mellifera ligustica NADH dehydrogenase ... 64 5e-09
Apis mellifera meilitera NADH dehydrogenase ... B4 5e-09

; H Apis mellifera ligustica complete mitochondrial genome
Length = 16343

Score = 161 bits {81), Expect = 3e-38
Identities = 87/90 {96%)
Strand = Plus / Plus

Quety: 11 aaaaglaatatgicigataaaag aaatattttgataaaatanaatgtataattttatat 70

T e T T TN LA R
T TR L L LT

~ Sbjct: 430 aaaagtaatatgtctgataaaagaaatattitgataaaatattaatgtataatiitatat 489

Query: 71 atactattacttatcttcnnnataaatttt 100

NI v
HITIIIME it

Sbjct: 480 atactattacttatcitcitcataaattit 519

gblU3S75TIAMUBSTST Apis mellifera meda NADH dehydrogenase subunit 2 (ND2) gene,
mitcchondrial gene encoding mitochondiial protein,
partial cds
Length = 656

Score = 63.9 bits (32), Expect = 52-09
identities = 38/41 (92%)
Strand = Pius / Plus

Query: 60 taattttatatatactattacttatcticnnnataaatitt 100
£
(1]

HOUIUAA L (TR
AHHHOIEHATL A

fittatatatactattacttatcticticataaattit 41

4]
o
a
B

ablU35752IAMUSSTS2 Apis mellifera ligustica NADH dehydrogenase subunit 2 (NDE) gene,
mitochondrial gene encoding mitochondrial protein,
partial cds
Length = 656

Scare = 63.9 bits (32), Expect = 5e-08
‘ldentities = 38/41 (92%)
Strand = Plus / Plus

Guery: 60 taatittatatatactattactiatcttennnataaantt 100

TN e s it
ORI TR T

i
n
Sbjet 1 taafittatatatactattacttatcitcttcataaant 41

ghiU3S748AMUIST 48 Apis mellifera carnica NADH dehydrogenase subunit 2 (ND2) gene,
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Blast result of 4. mellifera in ND, gene (continue)

miwochondrial gene encoding h\itochondriat protein,
partial cds
Length = 656

Score = 63.9 bits (32). Expect = 5e-09
Identities = 38/41 (92%)
Strand = Plus / Plus

Query: 60 taatiftatatatactattactiatcttcnnnataaatttt 100

SHHTI OB L
OE T T E T G T TR TN

Shict: 1 taatittatatatactattacttatcticttcataaatitt 41

gblUSS760IAMUBSTE0 Apis mellifera meilifera NADH dehydrogenase subunit 2 (ND2) gene,
mitochondrial gene encoding mitochondrial protein,
partial cds
Length = 656

Score = 53.9 bits (32). Expect = Se-09
Identities = 38/41 {S2%)
Strand = Plus / Plus

Query; 60 taatittatatatactattactiatcttennnataaatitt 100

SRR e Hibet
U i

Shjct: 1 taamtatatatactaftacttatcitcitcataaaftt 41

obiU35754IAMUSS5754 Apis mellifera ligustica NADH dehydrogenase subunit 2 (ND2) gene.
mitochondrial gene encoding mitochondrial protein,
partial cds
Length = 656

Scere = 63.9 bits (32}, Expect = 5e-09
Identities = 38/41 (92%)
Strand = Plus / Plus

Query: 60 taaittiatatatactattacttatcticnnnataaatttt 100

FERHE BB TO T g
WHIRTRITR Rt wentar

Shjct: 1 taaftitatatatactatiacttatcticticataaatttt 41

gblUSSTORIAMUISSTSE Apis mellifera mellifera NADH dehydrogenase subunit 2 (ND2) gene.
mitochondrial gene encoding mitachondrial protein,
pantial cds’
Length = 656

Score = 63.9 bils (32), Expect = 5e-09
Identities = 38/41 (92%)
Strand = Plus / Plus

Query. 80 taattiatatatactatiactiatcttcnnnataaatmt 100

el BHHRIne i
Hur UHHINTHI e

Sbhjct: 1 1aattitatatatactattacttateticticataaatttt 41
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