Supplementary Material
The Formation of Fruit Hollow in Cucumber
(Cucumis sativus L.) is Controlled by CsALMT?2
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Figure S1. Hollow fruit trait of cucumber H6 and H7 from 3 days before flowering to 6 days after pollination.
Scale bar =1 cm.
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Figure S2. Cell size in locule and ventral carpel zipped bi-cell layer of cucumber fruit.
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Figure S3. Alignment of the multiple protein sequence of CsALMT2.

60
60
60
60
60
60
60

120
120
120
120
120
120
120

A28T
| 50 100 150 200 250 300 350 400 450
L 454
200 400
= Family
ALMT 1PRO20966
* Unintegrated
PTHR31086
PTHR31086:3F53
» Predictipns
C ] CYTOPLASMIC_DOMAIN(1)
L] TRANSMEMBRANE(2)
NON_CYTOPLASMIC_DOMAIN(3)
NON_CYTOPLASMIC_DOMAIN(4)
D CYTOPLASMIC_DOMAIN(S)
- Thelix(e)
[ ] Thhelix(7)
Y NON_GYTOPLASMIC_DOMAIN(E)
CYTOPLASMIC_DOMAIN(S)
TRANSMEMBRANE(10)
TRANSMEMBRANE(11)
Thhelix(12)
- TRANSMEMBRANE(13)
TMhelix{14)
Thhelix(15)
e CYTOPLASMIC_DOMAIN(16)
o TRANSMEMBRANE(17)
- Thinelix(18)

TRANSMEMBRANE{19)

Figure S4. Domain analysis of CSALMT2.



Table S1. Investigation on hollow trait of cucumber varieties in different regions of China.

Classification = Variety number Provinces Hollow Character
ZhongNong38 Beijing Non-hollow
ZhongNong48 Beijing Non-hollow
ZhongNong106 Beijing Non-hollow

g, 18C54 Beijing Non-hollow
& 18C56 Beijing Non-hollow
E YD109 Jiangsu Non-hollow
i:) YD110 Jiangsu Non hollow
E JYXM Beijing Non-hollow
Z. JYXM2 Beijing Non-hollow
JYCQL2 Beijing Non-hollow
YueFeng Guangdong Non-hollow
ChuanCuil3 Sichuan Non-hollow
HN1 Hunan Hollow
HN2 Hunan Hollow
HN3 Hunan Hollow
HN4 Hunan Hollow
LiFeng?2 Guangdong Hollow
g LiFer‘1g3 Guangdong Hollow
= ZaoQing8 Guangdong Hollow
.g 15D036 Chonggqing Hollow
5 15D044 Chonggqing Hollow
S 15D088 Chonggqing Hollow
§ 15D095 Chonggqing Hollow
YanBai Chonggqing Hollow
ChuanLv11 Sichuan Non-hollow
ChuanLv15 Sichuan Hollow
ChuanCail9-1 Sichuan Non-hollow
ChuanCail9-2 Sichuan Hollow
ChuanCail9-3 Sichuan Hollow

Table S2. Percentage of average hollow area of P1, P2, F1 and F2 population plants.

P t f
Generation Sample number ercentage ot average Range (%) CV (%)

hollow area (%)

P 19 8.17+2.35a 4.16~13.11 28.72
P> 20 Oc 0.00~0.00 0

F: 20 4.54+2.21b 1.33~10.74 48.67
F2 345 4.95+3.92b 0.00~19.54 79.17

Note: Values followed by different letters (a-c) : Significantly different (p <0.01).



Table S3. Frequency distribution of hollow area percentage.

Hollow area percentage (%)

. Sample Sample Standard
Generation b %) deviation (%)
0.0 01-20 21-40 41-60 61-80 81-10.0 10.1-12.0 12.1-140 141-16.0 16.1-18.0 18.1-20.0 | roer averagelio eviation {o
P ; ; - 3 7 6 1 2 ; ; ; 19 8.17 235
P 20 ; - ; - ; ; ; - - - 20 0 0
Fi ; 2 6 8 3 - 1 ; ; ; ; 20 454 221

P2 7 91 65 60 49 36 15 13 6 1 2 345 4.95 3.92




Table S4. Raw sequencing data statistics.

Sequencing data

Number of raw

Number of raw reads GC% Bases Q30%
ID bases
F2 hollow 44,635,824 bp 6,695,373,600 bp 38.91% 91.79%
F2 non-hollow 40,274,958 bp 6,041,243,700 bp 39.19% 91.86%
Heé 36,593,864 bp 5,489,079,600 bp 39.59% 91.40%
H7 38,006,642 bp 5,700,996,300 bp 39.46% 90.29%
Table S5. Comparison data statistics.
Sequencing dataID Genome length basNezT:;;Zie d Coverage Average depth
F2 hollow 196,481,733 bp 190,317,945 bp 97.00% 17.68
F2 non-hollow 196,481,733 bp 190,672,050 bp 97.00% 23.14
Hé6 196,481,733 bp 190,568,736 bp 97.00% 21.46
H7 196,481,733 bp 190,435,487 bp 97.00% 19.12




Table S6. Plant cis-acting regulatory elements prediction of CSALMT2.

Promoter element Sequence Function Organism
ABRE ACGTG cis-acting element involved in the abscisic acid responsiveness Arabidopsis thaliana
ACE CTAACGTATT cis-acting element involved in light responsiveness Petroselinum crispum
ARE AAACCA cis-acting regulatory element essential for the anaerobic induction Zea mays
AT-rich sequence TAAAATACT element for maximal elicitor-mediated activation (2copies) Pisum sativum
G-box TACGTG cis-acting regulatory element involved in light responsiveness Arabidopsis thaliana
GCN4-motif TGAGTCA cis-regulatory element involved in endosperm expression Oryza sativa
MBS CAACTG MYB binding site involved in drought-inducibility Arabidopsis thaliana
P-box CCTTTTG gibberellin-responsive element Oryza sativa
TC-rich repeats GTTTTCTTAC cis-acting element involved in defense and stress responsiveness Nicotiana tabacum
TCA-element CCATCTTTTT cis-acting element involved in salicylic acid responsiveness Nicotiana tabacum
TGA-element AACGAC auxin-responsive element Brassica oleracea




Table S7. KASP primer information.

Cucumber-SNP ID

Primer name

Primer sequence

CHM1_19454233

CHM1_19830655

CHM1_20065780

CHM1_21642977

CHM1_21892895

CHM1_25854734

CHM1_28330443

Primer_AlleleX
Primer_AlleleY
Primer_ Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY

Primer_Common

GAAGGTGACCAAGTTCATGCTATACCTCGTTCAGTTCTTCTGTGTG
GAAGGTCGGAGTCAACGGATTTAATACCTCGTTCAGTTCTTCTGTGTA
GAAGAGCAGATAAACATACCCCTTCAAAA
GAAGGTGACCAAGTTCATGCTCTGCGTTACAGGAAGACTGTCAG
GAAGGTCGGAGTCAACGGATTACTGCGTTACAGGAAGACTGTCAA
CGGAGGGGATGGAAATGATAGAGTIT
GAAGGTGACCAAGTTCATGCTCATCGCTATCAGTGGCCAAGATAAT
GAAGGTCGGAGTCAACGGATTATCGCTATCAGTGGCCAAGATAAC
GTTAGATAATCATTTTGCTTAACCTACAAGGTTT
GAAGGTGACCAAGTTCATGCTAGGAATGCCAGCTAAAATCATTCTTGA
GAAGGTCGGAGTCAACGGATTGGAATGCCAGCTAAAATCATTCTTGC
TAACAATGGTGAAATGGATGACTTTCTAGTT
GAAGGTGACCAAGTTCATGCTCTTGTACATTTTCAATCATTGGGATTGC
GAAGGTCGGAGTCAACGGATTCTTGTACATTTTCAATCATTGGGATTGT
CATCGCCGGTGGTGACTTGACTT
GAAGGTGACCAAGTTCATGCTGGAAGTACCAATGCAAGTATTCCCT
GAAGGTCGGAGTCAACGGATTGAAGTACCAATGCAAGTATTCCCC
CTCCTAGCCCTAGTGATCCTAATCTT
GAAGGTGACCAAGTTCATGCTCTATGTACTGATGAAGGAGTATGAGAAT
GAAGGTCGGAGTCAACGGATTTATGTACTGATGAAGGAGTATGAGAAG
GCAAGAAACTGTAGTCTCAATGAAGCAA



CHM1_28340789

CHM1_28663072

CHM1_28681211

Chr1_21902047

Chr1_22288154

Chr1_23662100

Chr1_24702649

Chr1_24906295

Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_ Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY

Primer_Common

GAAGGTGACCAAGTTCATGCTCTACCCAAAGCTCCGATTCCGA
GAAGGTCGGAGTCAACGGATTTACCCAAAGCTCCGATTCCGG
TACCGTTTCCTTCGGCCGCCTT
GAAGGTGACCAAGTTCATGCTCTAATCTTTTCTAAAGGGATCTAGTTTGTTT
GAAGGTCGGAGTCAACGGATTCTAATCTTTTCTAAAGGGATCTAGTTTGTTA
GTCAAACATGAGTTGGAAACCTCTTGTATA
GAAGGTGACCAAGTTCATGCTCTACATCTAATCCTTATTCTTGAGCAGAA
GAAGGTCGGAGTCAACGGATTACATCTAATCCTTATTCTITGAGCAGAG
CATCACATTGTTGACATGAATCCAACTGTA
GAAGGTGACCAAGTTCATGCTTTCTTTTCAATAAGCGACATTATTTCTCGA
GAAGGTCGGAGTCAACGGATTTTCTTTTCAATAAGCGACATTATTTCTCGT
ATATGGAAAATTGAGAGGTAGAAAATGGAAATAA
GAAGGTGACCAAGTTCATGCTCCTTAAAACAGTCTCTCTAGCCACTA
GAAGGTCGGAGTCAACGGATTCCTTAAAACAGTCTCTCTAGCCACTT
CACCCTTTCAAGAGAAAAAGGGCCTTT
GAAGGTGACCAAGTTCATGCTTGGGATTAAGATTAGGATTAGTTTACTTTTG
GAAGGTCGGAGTCAACGGATTATTGGGATTAAGATTAGGATTAGTTTACTTTITA
CTACTACAGTTAATTTTITTAATAAGAGAAACTGAA
GAAGGTGACCAAGTTCATGCTAAACATACATGAACGTTTCAAACGTCAC
GAAGGTCGGAGTCAACGGATTATAAACATACATGAACGTTTCAAACGTCAT
AACTAAATTATTGTTTAAAGTTGCGACTTGAAATT
GAAGGTGACCAAGTTCATGCTGAGCTAAGGTGGGACGACAAAAC
GAAGGTCGGAGTCAACGGATTTGAGCTAAGGTGGGACGACAAAAT
TTTGGCCGCCGTCACAAGCTAAAAT



Chrl_25118463

Chr1_25185078

Chrl_25203154

Chr1_25430140

Chrl_25510362

Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_ Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY
Primer_Common
Primer_AlleleX
Primer_AlleleY

Primer_Common

GAAGGTGACCAAGTTCATGCTGCGTTTAGGGTITTTGGTTCTGITTITG
GAAGGTCGGAGTCAACGGATTGCGTTTAGGGTTTTGGTTCTGTTTTC
TGCAATTCCAAGAATCTTCAGTCAGCTT
GAAGGTGACCAAGTTCATGCTCTATCTTTCCTCCCATTTTCCTTCTTT
GAAGGTCGGAGTCAACGGATTTATCTTTCCTCCCATTTTCCTTCTTG
GGGAGAACCTGAGTTGAGATTGAATATAT
GAAGGTGACCAAGTTCATGCTATCAACCAACAACATCAGCCTCAAC
GAAGGTCGGAGTCAACGGATTGATCAACCAACAACATCAGCCTCAAT
GTTTTGGTCTTTACTTCTTATGATTGTAGTAAATT
GAAGGTGACCAAGTTCATGCTGTCTAAATCGCCAAAATTGAACACTTAAAT
GAAGGTCGGAGTCAACGGATTTCTAAATCGCCAAAATTGAACACTTAAAC
CCCACTTCTAATTTGAGTATAAGAAGTAAAATTT
GAAGGTGACCAAGTTCATGCTCAACCAACTGACTTCAGTTTGGTCA
GAAGGTCGGAGTCAACGGATTAACCAACTGACTTCAGTTTGGTCG
TTAGGGGTGAGCATGATAGGTTGAAAAA




Table S8. Amino acid sequence for construction phylogenetic tree of ALMT?2.

Name

Amino Acid Sequence

CsALMT2

CmALMT?2

BhALMT?2

McALMT2

MEMANEKSGGLLASWSEGLKAKISKIMAKVIELFKKTKKLAKDDPRRVVHSLKVGLAITLVSLFYYFEPLYDGLGASAMWALI
LTVVVVFEFSIGATLGRGLNRVLATFLAAALGFGAHFLADLAGDTAQPIMLSLSVFFLAAITTFVRFFPRIKARYDYGFLIFILT
FCLVSVSGYREDEILKVAYRRALTILIGTFIAILICILICPVWAGDDLHSLVSNNIEQLANFFQGFGVEYSNEWKEDEGIVEGFKS
VLTSRQTEESLVNFARWEPGHGTFKFRHPWKQYRKIGSLTRQCAYRLESLNTYLLAESQTPLHIRDQLKESCSKMSTESGKAL
KDLASSIRTMTLPRLPNPHIEKSKAAAKDLKAALKIRPCNSSIDLLEIVPMATVASLLIDSISCIEKIAESVGELASLANFKRFEV
EKSASLKFQQEQQQKLATPAIVSGHCHVVTID

MEMSNEKSGGALARWSDGLKAKISKLKAKVIELFKKTKKLAKDDPRRIVHSLKVGLAITLVSLFYYFEPLYDGLGASAMWALI
LTVVVVFEFSVGATFGRGLNRVLATFLAAALGFGVHFLADLAGDKAQPIMLSLSVFFLAAITTFVRFFPRIKARYDYGFLIFILT
FCLVSVSGYREDEILKVAYRRALTILIGTFIAILICILICPVWAGDDLHSLVSNNIEQLANFFQGFGVEYSNEWKEDERIVEGFKS
VLSSRQTEESLVNFARWEPPHGTFKFRHPWKQYSRIGSLTRQCAYRLESLNTYLLAESQTPLHIRDQLKESCTKMSTESGKAL
KDLASSIRTMTLPRLPNPHIEKSKAAAKDLKAALKIRPCNSSIDLLEIVPMATVASLLIDSISCIEKIAESVGELASLANFKCLEV
GKSASLKFQQEQQQKLATPAIVSGHCHVVTVD

MEMANDKSEGVLARWGEGLEAKFSKLKAKVIELFRKTKKLAKDDPRRIVHSLKVGLALTLVSLFYYFEPLYDGLGASAMWA
ILTVVVVFEFSVGATLGRGLNRVLATFFAAALGFGAHFLADLAGDKAQPIMLSLSVFFLATITTFVRFFPRLKARYDYGFLIFIL
TFCLVSVSGYREDEILNVAYRRALTILIGTFIAILICICICPVWAGDDLHSLVSNNIELLANFLEGFGGQYSNEWKENEVVEECK
SVLTSRQTEESLVNFARWEPGHGTFKFRHPWKQYRKIGSLTRQCAYRLESLNTYLVTECQTPLHIRDQLKESCSKMSIESSKAL
KVLASAIRTMTRPTFPNPHIERSKAVAKDLKAALKIRPCDSGMDLLEIVPMATVASLLIDSISCIEKIAESVGELASLANFKCVE
VGKSASMKLEQHQEQKLPTPAIVNGHCHVVTID

MEMADHKSEGVSSARWAEGLRAKSSRLTVKVGELARKTKKLAKDDPRRIAHSLKVALAITLVSLFYYFEPLYDGFGASAMW
AILTVVVVFEFSVGATLGRGLNRVLATFSAAALGFGAHFLADLAADKGEPIHLAFFVFLLAATTTFVRFFPRIKARYDYGFLIFI
LTFCLVSVSGYRDDEILQVAYTRALTILIGTFIAILICIFICPVWAGEDLHSLVSNNVELLGNFLQGFGARYSDEWKGDKQVEGC
KSVLTSRQTEESLVNFARWEPGHGSFKFRHPWKQYRKIGSLTRQCAYRLESLNGYLTTETQIPLHIRDQLKDSCSKMSIESGKA
LKDLASAIRTMTRPTFPNPHVEKSKAAAKNLKVALKIGPCNDGIDLLEIVPAATVASLLIDSISCIEKIAESVGELASMAQFKK
CVEAGKLAGLELEQDQQOQNLPTPAIVNGHCHVV




CcALMT2

XsALMT?2

CoALMT?2

PAdALMT?2

CIALMT2

ESIKALLGKMRTKVTEFPGKIKKLGQDDPRRIVHSLKVGLAITLVSLFYYFDPLYVGFGSSAMWAVLTVVVVFEFSVGATLGK
GLNRGLATFLAGSLGFGAHHLATLPGEKFQPILLGFFVFLLATTVSFIRFFPRMKARYDYGLVIFILTFCLISVSGYRDEEVLELA
HKRVSTILIGGFTALFVCIFICPVWAGDDLHNLAANNIEKLANFLEEFGDEYFKESKDRESNKASLQGYKSVLNSKQNEESLV
NFARWEPRHGRFRFRHPWKQYQKIGSLTRHCAYRVEALNGYLNSDVKASLETRGKIKEACMKLSCESGKALKELASALRT
MTQPPSQCPHIAKSKNAANSLKSLLKTGLCKDIDLQEIVAVATVASLLLDVLSCTERISESVHEIASLARFKSLEDDKVADGAK
INQKGQVNNKPCSNSIEQPNHHVITID

VADQKEAGMIFRGWGWLKAFPGKIISKVVEFARKTKKLGQDDPRRIIHSLKVGLAITLVSMFYYFEPLYDGFGVSAMWAVLT
VVVVFEFSVGATLSKGFNRGLATFLAGTLGFGAHHLAILSGEKAEPILLGLFVFLLAAMMTEVRFFPRMKAKYDYGVLVFILT
FCLISVSGYRDDEVLEMAHKRVSTILLGGFAALLVCIVICPVWAGNDLHNLVANNIEQLASFLEGFGPEYFNTSEDVESNNTL
LEGYKSVLHSKQTEESLANFARWEPCHGQFRFGHPWKHYLKIGSLTRKCAYRIEALHGYLNTKNQTSQEIRSKIQDESIKVSS
ESVKALKELAMAIETMITPSAATLHITKSKIAAKNLKLMLNADLCKETDLLEVIPAVIMASLLVDVVSCSEKIAESVHELASL
AKFKSVKPEVAARKPSLOQKMQSYSSVNVSQSHHVITVE

ESIKALVGKMRTKVTEFPGKIKKLGQDDPRRIVHSLKVGLAITLVSLFYYFDPLYVGFGSSAMWAVLTVVVVFEFSVGATLGK
GLNRGLATFLAGSLGFGAHHLATLPGEKFQPILLGFFVFLLATTVSFIRFFPRMKARYDYGLVIFILTFCLISVSGYRDEEVLELA
HKRVSTILIGGFTALFVCIFICPVWAGDDLHNLAANNIEKLANFLEEFGDEYFKESGDRESNKASLQGYKSVLNSKQNEESLV
NFARWEPRHGRFRFRHPWKQYQKIGSLTRHCAYRVEALNGYLNSDVKASVETRGKIKEACMKLSSESGKALNELALAVRT
MTQPPSECPHIAKSKNAANSLKSLLKTGLCKDIDLQEIVAVATVASLLLDVLSCTEKISESVHELASLARFKGVEDDQVADGE
KKLNQKGEVNNKSCSNSIEQPNHHVITID

OQONNGGCFSRGCGWIKSLPERSKAKIVECARKIKKLGQDDPRRVNHSVKVGLAITLVSLFYYFEPLYDGFGDSAMWAVMTVV
VVFEFSVGATLGRGLNRGLATFLAGALGFGAHRLATLSGEKGEPMLLGLFVFLLATTVTFVRFFPRMKARYDYGLLIFILTFC
LISVSGYRDDEVLDMAHKRVSTILIGGLTAVLVCICICPVWAGDDLHNLAATNIEKLGIFLEHFGVEFFRKPGEGESINKASLQ
GYKSVLNSKNMEESLVNFARWEPGHGQFKFRHPWKHYLKFGSLTRQCAYRVEALNGYLNSDIKTPPEIQGMIQDSCTKMSS
ELGKALKELALAIKRMTPPSSASSHLVKSKNAAKNLKFLLYSDLCSGINLLEVVPAVTVTSLLFEVISCTEKIAEAIHELASLAQ
FENVEQERPKLPEQGEMQQGANMDVHHHVVTID

VSGWGRLKALPGRLGTKIVEAAMKIKKLGQDDPRRIIHSLKVGLAITLVSLIYYVESLYEGFGGSAMWAILTVIVVLEFSVGAT
LGRGLNRGLATFIAGALGFGAHYLASRSGDKVEPMLLGLFVFLIAGLVTFIRFFPOMKARYDYGLLIFMLTFCLVSISGYRDED
LLDVAHRRVSTILIGSFTSVFVCICICPVWAGDDLHNLVASNIENLGSFLQGFGIEYFKISGEFGESKTAVMQRYKTVLNSKQSE
SLANFARWEPGHGQFRFSHPWKQYLKIGSLTRQCAYRIDALNGYLNSEIRTPPEFLSKIQATCTMMSMESGKALTELASVIKT




ArALMT?2

ZJALMT2

MnALMT?2

HsALMT?2

GhALMT?2

MTPPSSAKPHIAKSENAAKGLKSLLQAGLCKDIDLLEVLPAATVASLLVDVVSSTEKITESINELATLARYESIEHIIVDEKEA A
ESLHLQPIAPCSNTSGEHHVITID

SHAEAGPFTRAWHWLKALPEKLWSKFVSVATKAKKLGQDDPRRIVHSLKVGLAITLVSLFYYFEPLYDGLGVSAMWAVLTV
VVVFEFSVGATLGRGVNRGLATLLAGALGFGAHRLASFSGNICEPILLGLFVFLLAAVVTYIRFFPRMKARYDYGLLIFILTFCL
ISVSGYRDDEVLDMAQKRLSTILIGGATALFVCVFICPVWAGDDLHNLAAINMEKLGSFLEGFGNEYFKTPSQGQSMEDKEI
LOQGYRSVLNSKTTEESLANFAKWEPRHGRFRYRHPWQQYLRIGSLTRQCAYRIEALNGYLSSELKASQEIRAKIEDPCKKMSK
DCSCALKELAQAVKTMTKPSAANCHIANSKIAAKSLKSMLKTGLWQDTDLLEIVPAATVASLLIDIVSSTEEIAESVNELASL
ANFRSVDNTEVAKGESKLSCSSSIKGPHHIITI

SGGRLGFGRVKALFEKLKNWVVEIAMKTKKLGEDDPRRIVHSLKVGLAVSLVSLFYNFDFVYDGFGSSAMWAVLTVVVVFE
FSVGATLGRGLNRGLATFLAGALGFGAHHLANLSGDKVQPILLTLFVFLLAACVTFIRFFPRMKARYDYGLLIFILTFCMISVS
GYRDEEILEMAHKRVSTILIGGLTALSVCILICPVWAGDDLHNSVANNIEKLGNFLEGFGNVYFKKSEDGESNKAVLQGYKS
VLNLKQSEESQVNFARWEPRHGKFRFRHPWKHYLTVGTLTRQCAYRIDALNGYIQSEIQAPLEIGSEMEEACMKMSSESGK
ALKELAATMRTMTLPCSGGGAAPHIAKSRLAAKSLKSLLKLKTGLMLEDNTSDLLNLVPAATVASLLVDVVCCTEKIDKAIE
ELASLAKFKSSEPTMEDHKPKLNROMAFLQQRSTSFGPHHVVTI

LKNLAENVRAKVSKVANNVKKLGKDDPRRIIHSLKVGVSLSLVSIFYYYQPLYDNFGVSAMWAVMTVVVVFEYTVGATLGK
GLNRGLATLLAGALGVGAHHLASLSGDIGEPILLGFFVFLQAATSTFIRFFPKVKARYDYGLLIFILTFSLISVSGFRDDEILEMA
HKRLSTILIGGSACVVISILVCPVWAGEDLHNLIALNLEKLGNFLEGFGDEYFNNTAMNEESKDDKAYLQGYKSVLNSKSSEE
SLANFARWEPGHGRFKFRHPWKQYLKVGTLTRQCAYRIEALHGRLSADKIQTSPEIREQIQEACMKVSSESGKALKELATSV
KKMTKPSSANPHLASSKVAAKSLRSLLKSGSWDNIDLLEVIPSVTVASILLDVVNCTEKIAESVNELASLAHFK

KIRRKVAEFPEKIKKVAQDDPRRVVHSFKFGLAITLVSLFYYFDPLYVGFGNSAMWAILTVVVVFEFSVGATLVKGLNRGLATF
LAGALGFGVHHLATLPGDIVRPILLGIFVFILATTVSFIRFFPRMKARYDYGLLIFILTFCLISVSGYRDEEVLOMAHKRVSTILIG
ALAALLVCIFICPVWAGDDLHNLAANNLENLATFLQGFGDEYFTKSSEMESNKASLQGYKSILNSKQVEESWVNSARWEPR
HGRFKFRHPWKQYLMVASLTRQCAYRVEALNGCLDSDVQASPETCGKFQETCTEISSESGKAMKELASAIKTMSAPSSHRA
HIAKAKDATEKLNSLLKTRLCEDIDVVEILAVATVASLLHDVLACTEKISESVHELATLAHFKNEKDGKQELDKQKQVQKTS
NSIDLNHHVITVE

GGSSNSWLALVDSIVKIRSKVAEFPGKMKKVAEDDPRRIVHSFKVGLAITLVSLFYYFDHLYVGFGSSAMWAVLTVIVVIEFSV
GATLGKGLNRGLATFLAGTLGFGAHHLANLPGRELQPILLGIFVFILAATVSFIRFFPRMKVRYDYGLLIFMLTFCLISVSGYR




MiALMT2

SpALMT2

SIALMT2
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DSI

KGLNLPKKMKKILRNLWNVGKEDPRRVIHALKVGVALTLVSLLYLMEPFFEGVGKNALWAVMTVVVVLEFSAGATLRKGL
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