SUPPLEMENTAL FIGURE 1. Galectin-1 (Prototypical) The cloned cDNA has the same nucleotide and
amino acid sequence as that predicted by the canine genome data base. A model of the gene structure is
shown for human and dog with exons as black boxes. The numbers represent base pairs for exons (red) and
introns (black). The numbers in parentheses for N-terminal and C-terminal encoding exons are base pairs
within the coding sequence. The underlined residues are within the carbohydrate recognition domain (CRD).
The symbols under the aligned sequences note identity (*), conserved residues (colon), semi-conserved
residues (period) or non-conserved residues (blank spaces).
Chromosome #

106(9) 1276 80 1419 172 950 200 (147)

I ] B B Human 22
FH1—B0  canen

74(9) 1228 80 339 172 249 191 (147)

dog Gl MACGLVASNLSLKPGQCLRVQOCEVVPEAKSFVLNLGKDGDNLCLHFNPRFEAHGDVNTIV 60

hum_ Gl MACGLVASNLNLKPGECLRVRGEVAPDAKSFVLNLGKDSNNLCLHFNPRFNAHGDANTIV 60
hkkhkhkhkhhhh hhkhkk dhhkhk. hk ko hkhkhhkhkkhkhhkh -hkkhkhkhhhkk.khkkk *kkx

dog_Gl CNSKDGGAWGEELRESAFPFQPGTVTEVCISFDOADLTIKLPDGYTFKFPNRLNLEAISY 120

hum Gl CNSKDGGAWGTEQREAVFPFQPGSVAEVCITFDQANLTVKLPDGYEFKFPNRLNLEAINY 120
hhkkhkkhkhkhkhk Kk hhk: Khkkkkk:k:hkkkk:khkhkk:kk:hhkhhkkk khkkkhkrkrkrk *

dog_Gl LAADGDMKIKCLAFD 135

hum G1 MAADGDFKIKCVAFD 135
ckkkkk . kkkk . kkk



SUPPLEMENTAL FIGURE 2. Galectin-2 (Prototypical) Cloned cDNA has the same nucleotide and amino
acid sequence as that predicted by the canine genome data base except that we found Val124 is Leu124 in
our clone (in red). Details of drawing are described above.

Chromosome #

118 (6) 7979 83 1115 160 165167 (150)

|+ BB HUMAN 22
I ] BB canmeo

79 (6) 1486 83 1136 157 166 328 (147)

dog_G2 MSGKFEVMNMDMKLGGTLKIKGKIAGDADGFVINLGOGSDKLNLHFNPRFHESVIVCNSR 60
hum G2 MTGELEVKNMDMKPGSTLKITGSIADGTDGFVINLGQGTDKLNLHFNPRFSESTIVCNSL 60

Kok okk kkkkk Kk khkkk Kk kk .kkkkkkkhkkk.khkkhkkkhkkhkkk Kk kkkkk

dog G2 DG-NWGQEQRDKHMCFSPGSEVKFTVTFENDGFKVKLPDGHOLTFPNRLGHSHLSYLGVQ 119
hum G2 DGSNWGQEQREDHLCFSPGSEVKFTVTFESDKFKVKLPDGHELTFPNRLGHSHLSYLSVR 120

dkk kkkkhkkk: khokkkkhkkhkkkkkhkkhkk * dhkkkhkkhkkhkk .hkhkkhkkhkkkkkhkkhkkx %

dog G2 GGLKLSSFKIE- 130

hum G2 GGFNMSSFKLKE 132
koo okkkk .



SUPPLEMENTAL FIGURE 3. Galectin-3 (Chimeric) The cloned cDNA has the same nucleotide and amino acid sequence as
that predicted from the canine genome data base, including the six 9-mer repeats as indicated* (also see box). Details of
drawing are described above.

Chromosome #
22 (18) 655 324 1908 89 2222 166 1918 295 (156)

| I I I I HUMAN 14
| I | I I CANINE 8

?(18) 1692 435 2504 89 2836 166 3003 296 (156)

Dog_G3 MADSFSLNDALSGSGNPNPQGWPGPWGNQPAGAGGYPGASYPGAYPGQAPPGGYPGQAPP 60
Human MADNFSLHDALSGSGNPNPQGWPGAWGNQPAGAGGYPGASYPGAYPGQAPPGAYPGQAPP 60

dkkdk hhkk o kkkhkkhkkhkkhkhkhkhkhhkk dhhkkkhkkhkkhkhkhkhkhkhkhhkkhkhkhkhkhkhkhhkk *hkkkkkk

9-mer repeat:
Q-A/G-P-P-G-G/A/PIT-Y-P-G

Dog G3 GGYPGQAPPGGYPGQAPPGGYPGQAPPGGYPGQAPPGTYPGPTAPAYPGPTAPGTQPGQP 120

Human GAYPG--------———----—-———--- APGAYPGAPAPGVYPGP----———---—-—-—————-— P 83

Dog 6 *  kkk L kk_kkk  kk_kkkk *
Cow Dog G3 SGPGAYPPPGQPSAPGAYPAAGPFGIPAGPLTVPYDLPLPGGVKPRMLITILGTVRPSAN 180
. Human SGPGAYPSSGQPSAPGAYPATGPYGAPAGPLIVPYNLPLPGGVVPRMLITILGTVKPNAN 143

Mouse’ Plg hkkhkhkkk  hkhkkhkhkhhhkhk hk.k khkkhkk Khhkk.khhkhkkk khkkhkkkhkhdhkh % **

Human, Rat

Rabbit

Dog G3 RLALDFKRGNDVAFHFNPRENEDNKRVIVCNTKLDNIWGKEERQAAFPFESGKPFKIQVL 240

= N W b

Human RIALDFQRGNDVAFHFNPRFNENNRRVIVCNTKLDNNWGREERQSVFPFESGKPFKIQVL 203

kokkhkk hkhkhkhkhkhkhkhkhkhhhkhkhkkh -k hhkhkhhkhhkhhkk hk.hkhkk. dhkkkkkkhkkhhkhkk

Dog G3 VESDHFKVAVNDAHLLQYNHRMKNLPEISKLGISGDIDLTSASYAMI 287
human VEPDHFKVAVNDAHLLQYNHRVKKLNEISKLGISGDIDLTSASYNMI 250
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SUPPLEMENTAL FIGURE 4. Galectin-4 (Tandem repeat) The cloned cDNA is very different than that predicted by the
canine genome data base where it is fused with Galectin-7. When compared to other mammalian galectin-4 genes, the fifth
coding exon of 27 bp within the linker region is missing®. Splicing of exon 4 is also different than predicted by the canine

genome data base. Details of drawing are described above.

Chromosome #

101(45) 89 205 135 273930 89166 236(146)
324 3484 2149 2567 90 1921119 160 83
304 1543 2224 2069 184 226 38 83

136 (45) 89 205 135 3930 89 166 225 (146) CANINE 1

dog_G4 MAYVPAPGYQPTYNPTLPYNKPIPGGLSVGMSVYIQGITSEHMRRFCVNFVAGAHPGSDI 60
hum_G4 MAYVPAPGYQPTYNPTLPYYQPIPGGLNVGMSVYIQGVASEHMKRFFVNFVVGQDPGSDV 60
kkkhkkkkkkhkkkkkhkkkkk :******_*********::****:** ****_* _****:
dog_G4 AFHFNPRFDGWDKVVENSHLGGKWGSEEKKRSMPFRKGTHFELVFMVLAEHYKVVVNGNP 120
hum_G4 AFHFNPRFDGWDKVVENTLQGGKWGSEERKRSMPFKKGAAFELVFIVLAEHYKVVVNGNP 120
*****************: ********:******:**: *****:**************
dog_G4 FYEFGHRLPLOLVTHLQVEGDVELQSINFIGG--TQPLGQ-—-—-——-—— GPGHTQQQPSSLP 171
hum G4 FYEYGHRLPLOMVTHLQVDGDLQLQSINFIGGQPLRPQGPPMMPPYPGPGHCHQQLNSLP 180
***:*******:******:**::********* :* * * %k %k % :** _***
dog_G4 TMEGPPVFNPPVPFRKRLOGGLTVRRTVIIKGFVPFTSKSFVINFMVESSGDLALHINPR 231
hum_G4 TMEGPPTFNPPVPYFGRLQGGLTARRTIIIKGYVPPTGKSFAINFKVGSSGDIALHINPR 240
******_******: *******'***:****:** *.***.*** * ****:*******
dog_G4 LTEGLVVRNSCLNGSWGSEDRKLSYNPFIPGQFFDLSIRCGMDRFKVYANGQOHLFDFSHR 291
hum_G4 MGNGTVVRNSLLNGSWGSEEKKITHNPFGPGQFFDLSIRCGLDRFKVYANGQHLFDFAHR 300
:* * %k %k k% ********::*:::*** ************:***************:**
dog_G4 LLALONVDMLEINGDVTLSYIQV 314
hum_G4 LSAFQRVDTLEIQGDVTLSYVQI 323
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SUPPLEMENTAL FIGURE 5. Galectin-7 (Prototypical) The cloned cDNA is very different than that predicted by
the canine genome data base where it is fused with Galectin-4 and predicted to have an additional exon between
coding exons #3 and #4. The cloned canine cDNA is similar to all other mammalian galectin-7 sequences, although
there are variations in the first coding exon as noted in the box*. Details of drawing are described above.

Chromosome #

1st codin exon*'
J : 19 (6) 385 89 986

691 173 (114) HUMAN 19

202
Mouse 2 aa I I I I

Dog, cow 5aa

Horse 6aa I I I I

46 (15) 402 89 743 202 504 114 CANINE 1
dogLGALS7 MAGSSNVPHKTSLPEGIRVGTVMRIRGVVPNKAGRFYVNLLCGEAPGSEAALHFNPRLDE 60
humLGALS7 ---MSNVPHKSSLPEGIRPGTVLRIRGLVPPNASRFHVNLLCGEEQGSDAALHFNPRLDT 57

dkhkdkkdhkh s hkkhkhkhkk khk:hkhkkk:kk -k dhk: kkkkkkk dk s kkhkkkkkkkk

dogLGALS7 STVVENTLEQGAWGREERGTGIPFQRGQOPFDVLLIATDEGFKAVVGDSEYHHFRYRIPPA 120

humLGALS7 SEVVEFNSKEQGSWGREERGPGVPFQRGQPFEVLIIASDDGFKAVVGDAQYHHFRHRLPLA 117
* ckkkk . kkkokkhkkkkk hohkkhkhkkhkh . hkkokhk ko kkkhkkhkhk chkkkhk k. ok K

dogLGALS7 RVRLLEVGGDLQLESVSVF 139
humLGALS7 RVRLVEVGGDVQLDSVRIF 136

khkkkkkkkk kk.kk -k



SUPPLEMENTAL FIGURE 6. Galectin-8 (Tandem repeat) The cloned cDNA has the same Chromosome #

nucleotide and amino acid sequence as that predicted by the canine genome data base,
except that it lacks the seventh coding exon of 123 bp within the linker region* consistent with
the short isoforms. Details of drawing are described above.

HUMAN 1

Short version of isoform B

148(45) 89 211 120 57 27 89 166 1684 (150)
11383 1295 1476 972 1052129 521 1103 3098
Human

isoforms vary
in 5 UTR

7789 944 1574 636 815127 483 1184 2808
150(42) 89 211 120 57 27 89 166 207(150)

dogLGALSS8 -MLSLKNLONIIYNPVIPYVGTIPGQLEPGTLIVIRGHVPCDSDRFQVDLOCGSSVKPRA 59 CAN I N E 4
humLGALSS8 MMLSLNNLONIIYNPVIPFVGTIPDQLDPGTLIVIRGHVPSDADRFQVDLONGSSMKPRA 60

dkkk ckkkhkhhkhkhhhk s hkkkk hk:hkkkhhhhhhhkh kohkkkrkhhk *rk . kkkxk
dogLGALSS8 DVAFHFNPRFKWSDCIVCNTLKNEKWGWEEITYDTPFKKEKSFEIVIMVLKDKFQVAVNG 119
humLGALSS8 DVAFHFNPRFKRAGCIVCNTLINEKWGREEITYDTPFKREKSFEIVIMVLKDKFQVAVNG 120

hkkkkhhkhkhh + hhkkkkkk *hkkkk hhkkhrkkhhhk . krkkkhhkhkkkrkrhhhkrkrk
dogLGALSS8 NHILLYAHRITPGKIDTLGIYGKVNVHSIGYSFSSDFRSTQASTLELTEISKENVLKPDT 179
humLGALSS8 KHTLLYGHRIGPEKIDTLGIYGKVNIHSIGFSFSSDLQSTQASSLELTEISRENVPKSGT 180

sk kkk kkk ok kkkkkkkhkkkhkkokhkkkhkkhk . ckkkhkk-kkkkkkk:kkk Kk ok
dogLGALSS8 PHFTLPFTARLNSSMGPGRTVVIKGEVNKTAKGFNVDLVSGKSKDIALHLNPRLNIKAFV 239
humLGALSS8 PQLRLPFAARLNTPMGPGRTVVVKGEVNANAKSFNVDLLAGKSKDIALHLNPRLNIKAFV 240

koo kkkokkkhk: hhkkkkkkk:kkhkkk kk _khkkkk: khkhkkkkrkhkkkkkkhkhkk
dogLGALSS8 RNSFLHESWGEEERNITCFPFSPGMYFEMIIYCDVREFKVAVNGVHSLEYKHRFKELSNI 299
humLGALS8 RNSFLQESWGEEERNITSFPFSPGMYFEMIIYCDVREFKVAVNGVHSLEYKHRFKELSSI 300

L R T T R T 2 g T T TR T T A e
dogLGALSS8 DTLEIDGDIHLLEVRSW 316
humLGALSS8 DTLEINGDIHLLEVRSW 317
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Chromosome #

HUMAN 17

719 (147)

Long isoform with 96 bp exon

95 (39) 92 202 111 96 36 514289 163
6960 2219 1466 1178 1695 513 637 443 153 1405

I 111l
I I 5 )

3412 3061 1327 1298 1590 523 599 448 130 1550
91 (39) 92 202 111 96 36 5142 89 163 786(147)
dogLGALS9 MAFSSSQPPYLSPGVPFSGKIQGGLODGLKITINGTILYCNGTRFAVNFHSGHSDSDIAF 60
SUPPLEMENTAL FIGURE 7. humLGALS9 MAFSGSQAPYLSPAVPFSGTIQGGLODGLQITVNGTVLSSSGTRFAVNFQTGFSGNDIAF 60
Galectin-9 (Tandem repeat) Kkhk kk kkkkk dkkkk khkkkkkhkkhk -k kkk:-k  kkkkkkkk: -k Kk kkkk
The Clo_ned cDNA has th_e same dogLGALS9 HFNPRFEEGGYVVCNTKQKGSWGSEERKMOMPFOMGNPFELCFMVNSCDFKVTVNGSHET 120
nucleotide and amino ?C'd humLGALS9 HFNPRFEDGGYVVCNTRQONGSWGPEERKTHMPFOKGMPFDLCFLVQSSDFKVMVNGILFV 120
sequence as that predicted by
) hkkhkkhkk:khkhdkhkhk:k.hkkk _*hkkk .kkkk * kk.kkk.k.k hkkk kkk ok
the canine genome data base,
except that it includes the fifth dogLGALS9 QYSHRVPFHYVDTLSITGAVQLSYISFONTRVTITQPAFSTMQFPQTACFPPRPKGRKPK 180
coding exon of 96 bp within the humLGALS9 QYFHRVPFHRVDTISVNGSVQLSYISFONPRTVPVQPAFSTVPFSQPVCFPPRPRGRROK 180
|inker region* Consistent With the *k kkkkkk ***:*: .*:**********.*_ . .******: *_*. _******:**: *
long isoform, and Met216 is dogLGALS9 SPGVWQSSSAPITQTVIHTVQTTPGQPFPNPIIPPTAYPTPTYPMPFETSIPGGLYPSKS 240
Thr216 and Thr281 is Met281 (in humLGALS9 PPGVWPANPAPITQTVIHTVQSAPGOMFSTPAIPPMMY PHPAYPMPFITTILGGLYPSKS 240
red)- Detalls Of draW'”g are . %* % % %k .. ************: :*** * .. * ***: *k * . %* %k k% . * . * Khkkkkkkk
described above. dogLGALS9 IIVSGTVLPGAKRFHINLRSGNDIAFHLNPRFNENTVVRNMOINNSWGSEERSLPRKMPF 300
humLGALS9 ILLSGTVLPSAQRFHINLCSGNHIAFHLNPRFDENAVVRNTQIDNSWGSEERSLPRKMPF 300
* : e %* % % %k k% . * . kkkhkhkkk Khkk . %* % % %k Kk k %k k %k : * % . * % % %k : * % . %* % %k Kk Kk kkkkkkkkkk
dogLGALS9 VOGQSFSVWIMCEGHCFKVAVDGEHLFEYYHRLKNLLAINNMEVAGDVQLTHVQT 355
humLGALS9 VRGQSFSVWILCEAHCLKVAVDGQHLFEYYHRLRNLPTINRLEVGGDIQLTHVQT 355
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Chromosome
HUMAN 11

444 (69) 89 214 120 39 27 89 151 521 (147)
2025 140 790 569 579 650 3726

537
B i 1 1B
I I I 1 I I CANINE 18
545

1643 124 821 546 1130 2577
69 89 214 120 39 89 151 147
SUPPLEMENTAL FIGURE 8. canine = o —mmmmmmmmmmmmmm o MSPGEKLDPLPDIFILQPPVFHPVVPYVTTIFGGLRAG 38
Galectin-12 (Tandem repeat) human MSQPSGGRAPGTRIYSWSCPTVMSPGEKLDPIPDSFILQPPVFHPVVPYVTTIFGGLHAG 60
1W1e CkN1ed C[)hhA has;the Sarne *********:** **********************:**

nucleotide and amino acid
sequence as that predicted from
the canine genome data base,
except that Val 300 is Leu 300

canine KMVMLQOGMVPEDAHRFQVDFQCGCSLHPRPDIATHFNPRFHTTKPHVICNTLOHGRWQAE 98

human KMVMLQGVVPLDAHRFQVDFQCGCSLCPRPDIAFHFNPRFHTTKPHVICNTLHGGRWQRE 120

khkkkhkkk hkk hhkkkhkkhkhkhkhkhkhhkhkdh hhkhkkk . hhhkhkhkhkhkhhkhkhkkhkhkhkkdk:. *kkk *

(in red), and it lacks the sixth canine ARWPHLTLORGASFLILFLFGNEEMKVSVNGOHFLHYHYRLPLSRVDTLGIFGNILVEAI 158
coding exon of 27 bp within the human ARWPHLALRRGSSFLILFLFGNEEVKVSVNGQHFLHFRYRLPLSHVDTLGIFGDILVEAV 180
linker region* consistent with the Kkkkdk ek sk s hkkhkhkkhhkhk - kkkkkkkkhkdk - khkkkkk - kkkkdkkkk : kkkkk -

short isoform. Details of drawing canine GFLNINPFAEGGIEYPIGYKVPCSCALPRGLWPGQVIVLRALVLSEPKDFTLSLSDEAAH 218
are described above. human GFLNINPFVEGSREYPAGHEVPCSHALPQGLSPGQVIIVRGLVLQEPKHFTVSLRDQARH 240

kkhkkkkkdk khk  hhkk k. okkkk kkk.kk kkkkk: -k kkk kkk kk.kk k.kkk

canine VPVTLRASFADRTLAWISPWGCKKLISAPFIFYPORFFEVLLLCOEGGLKLALNGQGLGA 278

human APVTLRASFADRTLAWISRWGQKKLISAPFLFYPQRFFEVLLLFQEGGLKLALNGQGLGA 300

Jhkkkkkkkkkkhkkhkkhkk khk khkkkkkkhk . khkkhkhhkkhkkhkhkk dhhkkkkkkhkkkkkkkkk

canine ISLHQOALEQLRELRISGSVQLYCVHY 305
human TSMNQQALEQLRELRISGSVQLYCVHS 327

dookkhkkhkkhkhkhkhkhkhkkhkkhkkhkkkhk



