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We want to report slight modifications to the location of the
introns described in the original version of the article.
Changes result from variations in the determination of
splicing sites. Apart from the addition or removal of amino
acid residues in the region bordering the introns, the
sequences remain unchanged. These changes do not affect
the conclusions of the study and ensure concordance with
sequence information deposited in GenBank. Corrected
alignment of dehydrin sequences in Figs. 1 and 3 and
adjusted intron length values (Table 3) are presented in the
following pages. Nucleotide sequences are also corrected
in Supplementary Figs. 1 and 2 available online. Accord-
ingly, three statements in the Results section are amended
as follows:

The second and third sentences of the second paragraph
of the “Sequence analysis of the G2 group of Y,K, de-
hydrins” subsection now read as:

The online version of the original article can be found under
doi:10.1007/s00122-011-1735-0.

Electronic supplementary material The online version of this
article (doi:10.1007/s00122-012-1805-y) contains supplementary
material, which is available to authorized users.
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Quebec, QC G1V 2J3, Canada
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Sequence analysis of cloned fragments revealed that the
length of the open-reading frame of the G2 sequences
varied from 858 bp to 921 bp (Fig. 3a). The shortest
sequences were associated with the presence of a single
nucleotide polymorphism at the expected exon—intron
boundary, causing an upstream shift of the 5’ splicing site
resulting in a slightly longer intron. Another group of
smaller sequences (I3-C and 1) resulted from a deletion
before the intron while their K-segments region was typical
of the G2 group including the presence of the annealing site
for primer 694r (Fig. 1).

Third sentence of the third paragraph in the same section
now reads as:

Intron polymorphism arose mainly from length variation
ranging from 189 up to 441 bp (Table 3).
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Fig. 1 Alignment of representative full-length coding sequences for
the G1, G2 and G3 groups of size variants of Y,K, dehydrins
previously defined by Rémus-Borel et al. (2010) from partial
sequences. These sequences are deposited in GenBank under the
accession numbers JN226736 to JN226738. The location of a single
intron is indicated. Conserved Y motifs are identified in boxes with

IKEKIP TGRGT N TGVGOGTTGY

K1
DNRGVVDKIKEKIPGTGTGTGTGT
TGHDNRGVADNIKEKIPGTGTGTGT

TGHDNRGVVDKIKEKIPGTDQ TGT

solid lines while the K-segments are shown in shaded areas. Primers
used for the amplification of internal regions of dehydrins are
indicated. Nucleotide variations at annealing sites between the three
groups of sequences are highlighted by boxes with dotted lines. The
number of amino acids and nucleotides (bp) for the open reading
frame is indicated at the end of the sequences

Table 3 Number of intronic

variant sequences in positive Intron variant Frequency in Length (bp) Genotypes
(D+) or negative (D—) D+ D—
genotypes
I A 16 211 1*, 6%, 227, 41
B 1 211 6"
C 1 211 6"
D 1 211 41"
L A 1 215 417"
B 1 215 40~
C 5 215 40~
D 1 215 40~
E 1 189 9~
I3 A 1 268 10~
B 2 268 107, 117
C 1 218 9
Iy A 3 440 9~
B 1 439 9~
C 1 438 9~
D 1 439 9™
Is A 1 439 11~
The length of the intron and the B 1 441 -
presence in genotypes positive C 1 440 -
(+) or negative (—) for the D 1 440 11~

dehydrin RFLP is indicated
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Intron

MSQYQQGGDQTGRYDEYGN! QGQVPOYGNHL SGGGMTGATGHGHHQQHHGVD~~TGVGSNTGTGTGYGTHAGSGGAPTEVTN * SK* LI * INFTCSRYFCV*YFCV*LKHVYET-
MSQYQQGGDQTGRYDEYGNHLSQGOUYDQYGNHI SGGGMTGATGHGHHQQHHGVD~~TGVGSNTGTGTGYGTHAGSGGAPTEVIN * SK*LI * INFTCSRYFCV*YFCV*LNHVYET-
MSQYQOGGDQTGRVDEYGNHLSQGQVDQ YGN BT SGGGMTGATGHGHHQQHHGVD~~TGFGSNTGTGTGYATHAGSGGAPTGVTN * SK *L.§ *TNFTCSRYFCV * YFCV * LKHVYET
MSQYQOGGDQTGRYDEYGNHLS0GOYDOYGNHL SGGGMTGATGHGHHQOHHGVD~~ TGVGSNTGTGTGYGTHAGSGGAPTE/TN * SK * LI * INFTCSRYFCD* YFCV*LKHVYET
MSQYOQGGDOTGRYDEYGNHLSQGOYDOYGNHI SGGGMIGATGHGHHOQOHHGVD~~ TGVGSNTGTGTGYGTHAGSGGAPTGVTN * SK *LS * INFTGSRYFCV *YFCV *LKHGYET:
MSQYQOGGDQTGRYDEYGNHLSOGOYDOYGNHL SGGGMTGATGHGHHQOQHHGVD~~ TGF GSNTGTGTGYETHTGSGG! TN*SK*LSXINFTGSRYFCV*YFCV*LKHGYET-
MSQYQOGGDQTGRYDEYGNHLSOGOYDOYGNHL SGGGMTGATGHGHHOQHHGVD~~ TGF GSNTGTGTGYET AHTGVTN* SK*LS * INFIGSRYFCV*YFCV*LKHGYET
MSQYQOGGDQTGRYDEYGNELSOGQVDOYGNHIL SGC TGHGHHQQHHGVD~~TGFGSNTGTGTC TN*SK*LS* INFTGSRYFCV*YFCV*LKHGYET-
MSQYQOGGDQTGRYDEYGNHLSOGOYDOYGNHL SGGGMTGATGHGHHOHHHGVDQT TGLGSNTGTGTGYET TQVIN*SK*LS* INLTSSRYFCV*YFCV*LKHGYET:
MSQYQQGGDQTGRYPEYGNHLSQGOYDOYGNHIL SGGGMTGATGHGHHQHHHGVDQT TGLGSNT [VLVODMKHT LVVGGLTOETN * SK*LS * INLTS SRYFCVNFCYFFKFESNT

MSQYQQGGDQTGRYDEYGNHLSQGOYDQYGNHI SGGGMTGATGHGHHQHHHGVDQTTGLGSNT | VLVQDMKHTLVVGGLTQETN* SK*LS* INLTS SRYFCVNFCYFFKFESNTM:
MS*YQOGGDQTGRYDEYGNHLNOGOYDOYGNHL SGGGMT GATGHGHHOOHHGVD~ ~TGYGTHTGSGGAHTEVTN * SK*LS * INLTS SRYFCV*YFCYFFKFESNT:

MSOYQQGGDOTGRYDEYGNHLS QGOYDQYGNH SGGGMTGATGHGHHOQHHGYD! TGY TN*SK*LS* INLTSSRYFCV*YF *V*LKHGYEH* TRYGLI I *KYHI LT FFFIEDVFDV*HVFVFDNSLH|

MSQYQQGGDQTGRYDEYGNHLNOGOVDOYGNFIL SGGGMT GATGHGHHQQOHHGVD~~~ ~~ e~ TGYGTHTGSGGAHTGVTIN* SK*LS * INLTSSRYFCV* YF *V*LKHGY EH*TRYGLI I *KYHI TLTOMVARANFFFLSKMCLMFNMYLCST THYT

MSQYQQGGDQTGRVPEYGNPLNOGQVPQYGNPIL SGC TGHGHHQQHHGVD: T TN*SK*LS* INLTSSRYFCV*YF LKHGYEH*TRYGLI I *KYHIILTQMVARANFFFYRRCV*CLTCICVR*FITS

MSQYQOGGDQTGRYDEYGNHLNOGOVDOYGN Pl SGGGMT GATGHGHHQOHHGVD~~~ ~~ e~ TGYGTHTGSGGAHTGVTN *SK*LS * INLTSSRYFCV*YF *D*LKHGYEH* TRYGLI I *KYHI I LAQMVARANFFFLSKMCLMFNMYLCSITHYT

MSQYQOGGDQTGRYDEYGNHLSOGOYDOYGNHI SGGGMTGATGHGHHOQHHGVD~~TGVGSNTGTGTGY GTHAGSGGAPTGVTN * SK* LS * INFTSSRYFCV*YF *V*LKHGYEH* TRYGLT T *KYHT I LTQMVARANF FFF TEXVFDV * HVFVFDNSLH

MSQYQOGGDQTGRYDEYGNHLS0GOVDOYGN I SGGGMT GATGHGHHQOHHGVD~~TGVGSNTGTGTGY GTHAGSGGAPTGVTN * SK*LS * INFTSSRYFCV*YF *V* LKHGYEH* TRYGLI I *KYHI ILTQMVARANFFFF TEDVEDV * HVF VEDNSLH

MSQYQQGGDQTGRYDEYGNHLSQGOYDOYGNHI SGGGMTGATGHGHHQQHHGVD~~TGVGSNTGTGTGY GTHAGSGGAPTGVTN * SK*LS *INFTS SRYFCV*YF *V *LKHGYEH* TRYGLI I *KYHT ILTQMVARANFFFF TEDVEDV * HVFVEDNSLH

MSQYQOGGDQTGRVDEYGNEIL.SOGQVDQYGNEIT SGGGMT GATGHGHHOQHHGVD ~~TGVGSNTGTGTGYGTH! SGAPT@VTN*SK*LS* INFTSSRYFCV*YF *V*LKHGYEH* TRYGLI I *KYHIILT( 'FFFIEDVFDV*HVFVFDNSLH

Intron K1 K2

FFSNSNDYRC *RVSVT*LTSMFYI *LM*LTFISNAXJ5VGGYGGTDIDGTG~ TETTGYGATGGGTGHDNRGVVDNIKEK IPQIGTGTGT~~GRGTTGYGDTGVGOGTTGVGHOOHG DK

e FFSNSNDYRC *R T*LTSMFYI *LM*LTFISNAXGVGGYGGTDIDGTG~~ TETTGYGATGGGTGHDNRGVVDNIKEK TPQIGTGTGT~~GRGTTGYGDTGVGQGTTGVGHQOHFENRGVVDK]

e FFSNSNDYRC *RVSVT*LTSMFYT *LM*LTFI SNAXJGVGGYGGTDIDGTG~~~~~~" TETTGYGATGGGTGHPNRGVVDNIKEK I PJIGTGTGT~~GRGTTGYGDIGVGOGTTGVGHOOH] DK

FFSNSNDYRC*RY T*LTSMFYI *LM*LTFISNAXIGVGGYGGTDIDGTG TETTGYGATGGGTGHDNRGVVDNIKEK I P@IGTGTGT~~GRGTTGYGDTGVGQGTT HOC 'DK|

FFLFKFK* LSVLTTECYVINFNVLY ITNVINTYT *CX]~~GGYGGNDIDGT! TGTTGYGATGGGTGHDNRGVVDKIKEK I PIGTGTGTGTGRGTTGY GDTGVGQGTTGVGHOOH] DK

FFLFKFK* LSVLTTECYIINFNVLY ITNVINIYI*CX|~~GGYGGNDIDGT TGTTGYGATGGGTGHDNRGVVDKIKEK I PQIGTGTGTGTGRGTTGY GDTGVGQGTTGVGHOQHFENRGVVDK |

FFLFKFK* LSVLTTECYIINFNVLY ITNVINIYT *CX]~~GGYGGNDIDGT! TGTTGYGATGGGTGHDNRGVVDKIKEK I PIGTGTGTGTGRGTTGY GDTGVGQGTTGVGHOQHAENRGVVDK|

FFFLFKFK* LSVLTTECYIINFNVLY ITNVTINIY I *CX~~GGYGGNDIDGTGYGTGTGTGTTGYGATGGGTGHDNRGVVDKIKEK I P@IGTGTGTGTGRGTTGYGDTGVGQGTTGVGHQQHFENRGVVDK|

FFLFKSK* LSVLTTECYIINFNVLYLMO: GYGGNDIDGT TGTTGYGATGGGTGHDNRGVVDKIKEK I PQIGTGTGT~~GRGTTGY GDTGVGQGTTGVGHOQHAENRGVVDK |

LLNFFSNSNDYRC*RVCVT*LTSMFYI *LM*LTFISNAXGVGGYGGTDIDGTG~ TETTGYGATGGGTGHPNRGVVDNIKEK IPQIGTGTGT~~GRGTTGYGDTGVGQGTTGVGHQOHFENRGVVDK]

LLNFFSNSNDYRC *R' T*LTSMFYI *LM*LTFISNAX[GVGGYGGTDVGGTG~~ TETTGYGATGGGT! [RGVVDNIKEKIPEIGTGTGT~~GRGTTGYGDTGVGQGTT HOC DK |

~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ MLLFFFKFK*LSVLTSECYI INFNVLY ITNVINIY I *CXGVGGYGGTDIDGTG TETTGYGATGGGTGHPNRGVVDNIKEK IP@IGTGTGT~~GRGTTGYGDTGVGQGTTGVGHQOHFENRGVVDK]

PTLNLDNI *LHLI * SFSLMCYFFKFESNTMLLFFFKFK* LSVLTSECYI INFNVLY ITNVINIYI*CX[GVGGYGGTDIDGTG ‘TETTGYGATGGGTGHDNRGVVDNIKEK IPQIGTGTGT~~GRGTTGYGDTGVGOGTTGVGHOOHFENRGVVDK]

RH*IWITYNYI*FSHFL*CVIFSNSNQTPCYYFFSNSNDYRC*RVSVT*LTSMFYI *LM*LTFISNAXJGVGGYGGTDIDGTG NRGVVDNIKEK I PJIGTGTGT~~GRGTTGYGDTGVGOGTTGVGHOQHFENRGVVDK|

DIKFGQYITTFNLVIFFDVLFFQIRIKHHVTIFFQIQMI IGVDE*VLHN* LQCFIYN*CN*HLYLMO~[GVGGYGGTDIDGTG~~" [RGVVDNIKEKIPEIGTGTGT~~GRGTTGYGDTGVGQGTTGVGHQOHG DK|

RH*IWTTYNYT *FSHFL*CVIFSNSNQTPCYYFFSNSNDYRC *RVSVT*LTSMFYT *LM*LTFISNAX[GVGGYGGTDIDGTG: TETTGYGATGGGT! TKEKVPEIGTGTGT~~GRGTTGY GDTGVGQGTTGVGHOQHAENRGVVIK|

PTLNLDNI *LHLI *TFSLMCYFFKFESNTMLLFFFKFK* LSVLTSECYI INFNVLY ITNVINIYI *CXGVGGYGGTDIDGTG~~ TETTGYGATGGGTGHDNRGVVDNIKEK I PQTGTGTGT~~GRGTTGY GVTGVGOGTTGVGHOOHFENRGVVDK|

PTLNLDNI *LHLI *TFSLMCYFFQIRTKHHVTIFFQIQMITIGVDE*VLHN *LQCFIYN*CN*HLYLMO[GVGGYGGTDIDGTG~~ TETTGYGATGGGTGHDNRGVVDNIKEK IPQIGTGTGT~~GRETTGYGDTGVGQGTTGVGHQOHFENRGVVDK]

PTLNLDNI*LHLI*TFSLMCYFFKFESNTMLLFFFKFK* LSVLTSECYTINFNVLY ITNVINIYI *CXGVGGYGGTDIDGTG: TETTGYGATGGGTGHDNRGVVDNIKEK I PJIGTGTGT~~GRGTTGYGDIGVGOGTTGVGHOOH] DK

PTLNLDNI * LHLI *TFSLMCYFFKFESNTMLLFFFKSK* LSVLTSECYIINFNVLY ITNVINIYI*CXGVGGYGGTDIDGTG E’I‘GYGATGGG’I‘GH IDNRGVVDNIKEK I PTGTGTGT~~GRGTTGYGDAGVGQGTTGVGHQOHFENRGVVDK]

Amino

K2 K3 K4 acids bp
IKEKI PQrGTGTGTGRGTTGYGDTGVGOGTTGVGHOOHADNRGAADK TKEK I PTEQNT YGTGTGTGTGTGT~~GHG TG TG TGHGHG T TTGYGS TGQEY GK EGHHGHDEQHL GIMEKIKEKIPEIGSCTGHGOTKP  (301) (903)
TKEKI PQTGTGTGTGRGTTGYGDTGVGOGTTGVGHOOHAPNRGAADKIKEK T PYTEQNT YGTGTGTGTGTGT~~GHGTGTGTGHGHGTTTGYGSTGQEYGKEGHHGHDEQHLJEKKGIMEK IKEKTPJIGSCTGHGOTKP  (301) (903)
IKEKI PJrGTGTGTGRGTTGYGDTGVGOGTTGVGHOQHADNRGAADK IKEK I PYTEQNT YGTGTGTGTGTGT~~GHGTGTGTGHGHGTTTGYGSTGOE YGKEGHHGHDEQHLJEKKGIMEK IKEKTPETGSCTGHGQTKP  (301) (903)
IKEKI PJrGTGTGTGRGTTGYGDTGVGOGTTGVGHOOHEDNRGAADK IKEK I PQTEQNT Y GTGAGTGTGTGT ~~GHGTGTGTGHGHGTTTGYGSTGOE Y GKEGHHGHDEQHLAEKKGIMEK IKEK IPQTGSCTGHGOTKP  (301) (903)
IKEKIPQrGTGTGTGHGTTGYGATDVGHGTTGVGHOOHEDNRGAVDK IKEK I PQTEQNT YGTGTGTGTGT~ ~~~GHGTGTGTGHGHGTTTGYGSTGOEYGK EGHHGHDEQHLG GIMEKIKEKIP{IGSCTGHGQTKP  (305) (915)
IKEKIPrGTGTGTGHGTTGYGATDAGHGTTGVGHOOHEDNRGAVDKIKGKI PQrEQNT YGTGTGTGTGT~~~~GHGTGTGTGHGHGTTTGYGSTGOE YGK EGHHGHDEQHLAEKKGIMEK IKEKIPQITGSCTGHGQTKP  (305) (915)
IKEKIPJrGTGTGTGHGTTGYGATDVGHGTTGVGHQOHG@DNRGAVDK IKEKI PQTEQNT YGTGTGTGTGT! TGTGTGHGHGTTTGYGSTGQEYGKEGHHGHDEQHLJEKKGIMEK IKEKIP@IGSCTGHGQTKP  (305) (915)
TKEKI PQTGTGTGTGHGTTGYGATDVGHGTTGVGHOOHAPNRGAVDKIKEK I PQTEQNT YGTGTGTGTGT~~~~GHGTGTGTGHGHGTTTGYGSTGQEYGKEGHHGHDEQHLJEKKGIMEK IKEKT PQTGSCTGHGOTKP  (305) (915)
TKEKT PQrGTGTGTGRGTTGYGDTGVGOGTTGVGHOQHJDNRGAADK TKEK T PQTEQNT YGTGTGTGTGTGT~~GHGTG TG TGHGHGTTTGYGS TGQE Y GK EGHHGHDEQHLJEKKGIMEK TKEK TPQI'* SCTGHGOTKP  (307) (921)
IKEKI PJrGTGTGTGRGTTGYGDTGVGQGTTGVGHOQOHEDNRGAADK IKEK I PYTEQNI YGTGTGTGTGTGT~~GHGTGTGTGHGHGTTTGYGSTGOEYGK EGHHGHDEQHLJEKKGIMDK IKEKLP@IGSCTGHGQTKP  (286) (858)
IKEKI PJrGTGAGTGRGTTGYGDTGVGQGTTGVGHOOHEDNRGAADK IKEK T PJTEQNT YGTGTGTGTGTGT ~~GHGKGTGTGHGHGTTTGYGSTGOEYGK EGHHGHDEQHLAEKKGIMEK IKEKTPQTGSCTGHGQTKP  (286) (858)
TKEKT PQTGTGTGTGRGTTGYGDTGVGOGTTGVGHQQHGPNRGAADKTKEK T PQTEQNT YGTGTGTGTGTGT~~GHGTGTGTGHGHGTTTGYGS TGQE Y GK EGHHGHDEQHLGEKKGIMEKTKEKTPQTGSCTGHGOTKP  (291) (873)
TKEKT PQrGTGTGTGRGTTGYGDTGVGQGTTGVGHOOHGDNRGAADK TKEK T PQTEQNT YGTGTGTGTGTGT ~~GHGTGTGTGHGHG T T TGYGS TGQEYGKEGHHGHDEQHL GEKKGIMEKTKEKTPQTGLCTGHGOTKP  (291) (873)
TKEKI PQrGTGTGTGRGTTGYGDTGVGOGTTGVGHOOHDNRGAADK TKEK T PYTEQNT YGTGTGTGTGTGT~~GHRTGTGTGHGHGTTTGYGSTGQEYGKEGHHGHDEQHLAEKKGIMEK IKEK T PYTGSCTGHGOTKP  (291) (873)
TKEKT PQrGTGTGTGRGTTGYGDTGVGQGTTGVGHQOHEDNRGAADK TKEK T PQTEQNT YGTGTGTGTGTGT~~GHGTGTGTGHGHGTTTGYGSTGOEYGK EGHHGHDEQHL JEKKGIMEK TKEK TPQTGSCTGHGQTKP  (291) (873)

KEKI PQIGTGTGTGRGTTGYGDTGVGOGTTGVGHOQHEDNRGAADK IKEK T PYTEQN T YGTGTGTGTGTGT~~GHGTGTGTGHGHG T T TGYG S TGOE Y GK EGHHGHDEQHLJEKKGIMEK IKEK TPQIGSCTGHGOTKP  (291) (873)
TKEKT PQTGTGTGTGRGTTGYGDTGVGQGTTGVGHQOHEDNRGAADK IKEK T PQrEQNT YGTGTGTGTGTGTGTGHGTGTGTGHGHGTTTGYGSTGQEYGKEGHHGHDEQHLG (GIMEKTKEKTPEIGSCTGHGQTKP  (303) (909)
TKEKI PQrGTGTGTGRGTTGYGDTGVGOGTTGVGHOQHJDNRGAADK TKEK T PQTEQNT YETGTGTGTGTGTGTGHGTGTGTG! TTGYGSTGQEYGKEGHHGHDEQHLJEKKGIMEK IKEKTPJTGSCTGHGOTKP  (303) (909)
TKEKI PQTGTGTGTGRGTTGYGDTGVGOGTTGVGHOOH@PNRGAADKIKEK T PYTEQNT YGTGTGTGTGTGTGTGHGTGTGTGHGHGTTTGYGSTGQEYGKEGHHGHDEQHLJEKKGIMEK TKEKT PJTGSCTGHGOTKP  (303) (909)
IKEKI PQTGTGTGTGRGTTGYGDTGVGOGTTGVGHOOHGDNRGAA DK IKEK I PYTEQNT YGTGTGTGTGTGTGTGHGTGTGTGHGHGTTTGYGSTGQEYGKEGHHGHDEQHLYEKKGIMEK IKEKT PQTGSCTGHGOTKP  (303) (909)

Fig. 3 a Full-length alignment of exonic and intronic sequences of
the G2 group of Y,K, dehydrins amplified with the Ic and 969r
primer pair. The Y- and K-segments and the intron are indicated in
shadowed boxes. Introns were translated into notional peptides for
ease of comparison. Five groups (I;—Is) were defined by the presence
of InDels and sequence variations in the intron and their flanking
regions. Variations in amino acids in the exons are indicated in bold
letters. The orientation and anchoring sites of primers 164c and 299r
are indicated with black arrows. The number of amino acids and
nucleotides (bp) for the open reading frame is indicated in brackets at
the end of each sequence. A representative sequence from each group

was deposited in GenBank under accession numbers JN226739 to
JN226743. b Full-length alignment of coding sequences of variant A
of the intron group I;. The Y- and K-segments are indicated in
shadowed boxes and the location of the intron is shown. The
orientation and anchoring sites of primers 164c and 299r are indicated
with black arrows. Variations in amino acids are indicated in bold
letters. ldentification of D+ genotypes in which sequences were
found is provided in the left margin. The number of observed
sequences in D+ genotypes is indicated at the end of each peptide

sequence
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B Intron
D+ genotypes Y1 Y2 164c K1
_ _ — v
1, 6, 22, 41 MSOYQOGGDQTGRVPEYGNHLSOGOVPQYGNPIL SGECMTGATGHGHHOOHHGVDTGVGSNTGTGTGY GTHAGSGGAPTGGVGGYGGTDI DETGTETTGYGATGGGT DNIKEKTPQIGTGTGTGRGTTGYGDTIGVGQGTTGVGHD
1 MSQYOQGGDOTGRVDEYGNHLSQGOVPOYGNEL SGGEMIGATGHGHHQOHHGYDTGVGSNTGTGTGY GTHAGSGGAPTGGVGGYGETDI DGTGTET TGYGATGGGTGHPNRGVADNTKEK T PQTGTGTGTGRGTTGYGDTGVGQGTTGVGHD
1 MSQYQQGGDOTGRVPEYGDELSQGOVPQYGNPL SGGGMTGATGHGHHQOHHEV DTGVGSNTGTGTGY GTHAGSGGAPTGGVGGYGETDIDGTGTETTGYGATGGGT! DNIKEEIPQIGTGTGTGRGTTGYGDTGVGQGTTGVGHO
1 MSQYQQGGDOTGRVDEYGNPLSQGOVPQYGNHI SGGGMTGATGHGHHOOHHGVDTGVGSNTGTGTGYGTHAGSGGAPTGGVGGYGGTDI DGTGTETTGYGATGGGT 'DNIKEKTPQIGTGTGTGRGTTGYGDIGIGQGTTGVGHQ
6 MSQYQQGGDQTGRVDEYGNPLSOGOVPOYGNPIL SGGGMTGATGHGHHOOHHGVDTGVGSNTGTGTGY GTHAGSGGAPTGGVGGYGGTDIDGTGTETTGYGATGGGT DNIKEKTPQIGTGTGTGRGTTGYGDTGVGQGTTGVGHO
6 MSQYQQGGDQTGRVDEYGNPLSOGOVPOYGNPIL SGCGGMTGATGHGHHOOHHGVDTGVGSNTGTGTGYGTHAG: PTGGVGGYGGTDTDGTGTETTGYGATGGGTGHPNRGVVDNIKEK T PQIGTGTGTGRGTTGYGDTGVGQGTTGVGHD
22 MSQYQQGGDOTGRVDEYGNPLSOGOVPOYGNPIL SGGEMTGATGHGHHOOHHGYDTGVGSNTGTGTGY GTHAGS GGAPTSGVGGYGGTDIDGTGTETTGYGATGGGT DNTKEK TPQIGTGTGTGRGTTGYGDTGVGQGTTGVGHQ
22 MSQYQQGGDOTGRVDEYGNPLSOGQVPOYGNPIL SGGGMTGATGHGHHOOHHGYDTGVGSNTGTGTGY GTHAGS GGAPTGGVGGYGGTDIDGTGTETTGYGATGGGT DNIREKTPJIGTGTGTGRGTTGYGDIGVGOGTTGVGHQ
41 MSQYQOGGDOTGRVPEYGNEY.SQGOVPQYGNE{L SGGEMTGATGHGHHOOHHGVDTGVGSNTGTGTGYGTHAGSGGAPTGGVGGYGGTDI DETGTET TGYGATGGGTGHDNRGVVINIKEK T PGIGTGTGTGRGTTGYGDTGVGOGTTGVGHQ
299r
D+ genotypes K2 K3 K4 Number
1,6,22, 41 oG 'DKIKEKI PQIGTGTGTGRGTTGYGDTGVGQGTTGVGHOOHGPNRGAADKIKEKT PrEQN T YGTGTGTGTGTGTGHGTGTGTGHGHGTTTGY GSTGQEYGKEGHHGHDEQHL G IMEKTKEKT PTGSCTGHGQTKP 7
1 QHEENRGVVDKIKEKI PJIGTGTGTGRGTTGYGDTGVGOGTTGVGHOOHGPNRGAADKVKEK T PTEQNT YGTGTGTGTGTGTGHGTGTGTGHGHGT TTGY GSTGOEYGKEGHHGHDEQHL G TMEKTKEKTPQIGSCTGHGOTKP 1
1 oHg DKTKEKT PQIGTGTGTGRGTTGYGDTGVGQGTTGVCHOOHGDNRGAADK TKEK T PrEQNTYGTGTGTGTGT~~GHETGTGTGHGHGTTTGYGSTGQEYGKEGHHGHDEQHT JEKKGIMEK TKEK T PQTGSCTGHGQTKP 1
1 09 DETKEKT PQIGTGTGTGRGTTGYGDTGVGQGTTGVGHOOHEPNRGAADK TKEK T PGEQN T YGTGTG TG TG TGTGHG TG TG TGHCHGTTTGY GSTGQEY GKBGHHGHDEQHL JEKKGIMEK TKEK T PIGSCTGHGOTKP 1
6 0Hg VGKIKEKT PGIGTGTGTCRGTTGYCDIGVGOCTTGVGHOOHGPNRGAADK TKEK T PATEQN T YGTCTCTC TG TGTCHGTCTE TCHGHGT TTCY GSTGOE YGKEGHHGHDEQHT g IMEKTKEKTPQIGSCTGHGQTKP 1
6 OHGENRGVVDKIKEKI PQIGTGTGTGRGTTGYGDTGVGQGTTGVCHOOHGPNRGAADK TKEKT PTEQNTYGTGTGTGTGTGTGHGTGTGTGHGHGTTTGY GSTGQEYGKEGHHGHDEQHL JEKKGIMER TKEKT PQTGSCTGHGQTKP 2
22 o9 DKIKEKI PRIGTGTGTGRGTTGYGDIGVGOGTTGVGHOOHGPNRGAADKIKEKT PATEQN T YGTGTGTGTGTGTGHGTGTG TGHGHGTTTGYGS TGOEYGKEGHHGHDEQHLJ IMEKIKEKIPQIGSCTGHGOTKP 1
22 o019 'DKTKEKT PQIGTGTGTGRGTTGYGDTGVGOGTTGVGHOOHGPNRGAADK TKEK T PQIEQNT YGTGTGTGTGTGTGHGTGTGTGHGHGT TTGYGSTGQEYGKEGHHGHDEQHL JEKKGIMEK TKEK T PJTGSCTGHGQTKP 1
41 o9 DKTKEKT PJTGTGTGTGRGTTGYGDTGVGQGTTGYGHOOHGDNRGAADK TKEK T PrEQNTY GTGTGTGTGTGTGHGTGTGTGHGHGTTTGYGSTGOEYGKEGHHGHDEQHT TRERTPQIGSCTGHGOTKP 1

Fig. 3 continued
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