Supplementary Figure S1: Sequence search analysis (BLAST) for the partial HKT1,4 gene
cloned from bread wheat genotype (A) Kharchia-65 and (B) HD-2329.

A BLAST Results
HKT1;4-Kharchia-65

RID UNVNHVA3016 (Expires on 08-11 17:06 pm)

Query ID [cl|Query_82223 Database Name nr
Description None Description Nucleotide collection (nt)
Molecule type nucleic acid Program BLASTN 2.,5.0+

Query Length 583
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Descriptions

Sequences producing significant alignments:

Description Max Total Query E Ident Accession
score score cover value
Triticum aestivum partial mMRNA for HKT 551 551 56% 7e-153 97% HG934161.1

protein (HKT1,4.1 gene)

Hordeum vulgare subsp. spontaneum high-

affinity K+ transporter 4 gene, complete 472 472 84% 5e-129 84% HQ696002.1
sequence

-IL'EC“’“ durum HKT1:4-2 mRNA, complete 5.4 311 38% 1e-80 92% KF443079.1
Ig‘sicu"‘ durum HKT1;4-1 mRNA, complete 34, 311 38% 1e-80 92% KF443078.1

Triticum monococcum putative sodium
transporter HKT7-A2 (HKT7-A2) mRNA, 183 183 23% 3e42 91% EF062819.1

complete cds




Alignments

Triticum aestivum partial mMRNA for HKT protein (HKT1,4.1 gene)

Sequence |D: emb|HG934161.1] Length: 331 Number of Matches: 1
Range 1: 1 to 331
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Hordeum vulgare subsp. spontaneum high-affinity K+ transporter 4 gene, complete sequence

Sequence |D: gh|]HQ696002.1] Length: 2473 Number of Matches: 1
Range 1: 487 to 973
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HKT1;4-HD-2329

BLAST Results

RID UNUYUR6X01R (Expires on 08-11 16:54 pm)
Query ID Icl|Query_91553

Description None
Molecule type nucleic acid
Query Length 581

Graphic Summary

Distribution of 5 Blast Hits on the Query Sequence

Database Name nr
Description Nucleotide collection (nt)
Program BLASTN 2,5.0+

Color key for alighment scores
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Query
1 100 200 300 400 500
Descriptions
Sequences producing significant alignments:
Description Max Total Query E Ident Accession
score score cover value
Triticum aestivum partial mMRNA for HKT o o
protein (HKT1,4.1 gene) 529 529 56% 3e-146 95% HG934161.1
Hordeum vulgare subsp. spontaneum high-
affinity K+ transporter 4 gene, complete 453 453 82% 2e-123 84% HQ696002.1
sequence
- Triticum durum HKT1;4-2 mRNA, complete 300 300 38% 3e-77 91% KF443079.1
cds o - o KF443079.1
Triticum durum HKT1;4-1 mRNA, complete 300 300 38% 3e-77 91% KF443078.1
cds ? ) ? —
Triticum monococcum putative sodium
transporter HKT7-A2 (HKT7-A2) mRNA, 172 172 21% 6e-39 91% EF062819.1
complete cds
Alignments
Triticum aestivum partial mMRNA for HKT protein (HKT1,4.1 gene)
Sequence ID: emb]HG934161.1] Length: 331 Number of Matches: 1
Range 1: 1 to 331
Score Expect Identities Gaps Strand Frame
529 bits(286) 3e-146()  316/331(95%) 0/331(0%) Plus/Plus
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Hordeum vulgare subsp. spontaneum high-affinity K+ transporter 4 gene, complete sequence

Sequence ID: gb|HQ696002.1] Length: 2473 Number of Matches: 1
Range 1: 487 to 964

Score

Expect Identities Gaps Strand

N AT T o
AR RN NAAYYAAAASAN YV
Ty
LA T R LTI e
RN

rame

453 bits(245)

Features:

Query
Sbjct
Query
Sbjct
Query
Sbijct
Query
Sbijct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbijct
Query
Sbjct

91
487
151
547
211
607
271
667
330
727
389

780 --

445
838
505
898
565
958

2e-123() 409/487(84%) 15/487(3%) Plus/Plus

Tl LI o G0
1 T G S F<TTFTEATMTTETS

CCCCACGAAGGAGACCCAGGGGCTCAGGCTGCTCAAGAGCGCGCTTCTGTCACAACTCTC

T
L
I

leanhl-1Ls

A

i
- aaTAlGAITi TTEC

150
546
210
606
270
666
329
726
388
779
444
837
504
897
564
957



ID: gb|KF443079.1] Length: 1686 Number of Matches: 1

Triticum durum HKT1;4-2 mRNA, complete cds
nge 1: 1263 to 1487
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