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Genetic diversity based on swine leukocyte antigen complex mi-
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Abstract: The genetic diversity of swine leukocyte antigen complex (SLA) was studied among Guangdong local pigs,
Huanan wild boars (S.s. chirodontus) and introduced pigs, which aimed at providing a theoretical foundation for further pig
anti-disease resistance breeding. Pietrain pigs, Duroc pigs, Large black-white pigs, Lantang pigs, and Huanan wild boars

were genotyped by employing 18 microsatellites in swine leukocyte antigen complex (SLA-MS). The result showed that the
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average diversity in SLA Il was higher (He=0.628, PIC=0.581) than that in SLA | (He=0.530, PIC=0.474) and in SLA IlI
(He=0.526, P1C=0.458). The molecular diversity indices (MDI) of Huanan wild boars was the highest(0.716), followed by
Lantang pigs (0.614), Large black-white pigs (0.559), Pietrain pigs (0.550) and Duroc pigs (0.507). As a whole, the genetic

diversity of Huanan wild boars was the highest over Guangdong native pigs and introduced pigs. Large black-white pigs

and Duroc pigs had ever happened a severe bottleneck by comparison with the Garza-Williamson index (GWI) in Huanan

wild boar. From the genetic distance, one clade was that Lantang pigs were first clustered with Huanan wild boar, and then

grouped together with Large black-white pigs; another clade was that Pietrain pigs were independently clustered with Duroc

pigs in the NJ tree. The results would establish the foundation for pig conservation of germplasm resource, disease resis-

tance breeding, and multiplicative strains.
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SLA //-MS047  (FAM)AAAAGAGGCAATGAGGTCCA AGTGGGATGTTTTGGTCCAG (CA)14 2 1(1 ~p2)41
SLA //-MS092  (FAM)TCTCTCTCCCTCCCACTCTG CTGCTCTCATTGCCTTCCTT (CA)21 280~300
SLA //-MS048  (FAM)CCTTCACCTTCCCAGAACCT CTCCCAGCCTCACCTACCTC (TG)14 189~214
SLA //-MS049  (FAM)AATAGAAGCGCCTCCAAAGA CAAGGTGATGGGAAATACAAGG (GA)27 289~331
SLA //-MS050  (FAM)CTCTCGGTCCCATAACTCTGA TGAGAGGGGAGACAACAACC (TA)24 117~155
SLA //-MS051  (FAM)TGCTATGTTTCCTTGTCATAATCT TGTTCAGCTCAATGATTTGGAG (TTTA)6 260~270
SLA //-MS052  (FAM)TGTGCAGACTAGGAGTGAGGA CACAGGGACACCAaGGATG (TG)13 214~242
SLA //-MS095  (FAM)TCATGGCTGTGACCTTGGTA CCTGCTCCTTGCTCTGTAGG (TG)I13TA(TG)S5 228~236
SLA //-MS094  (FAM)TCCAACTGTCTGGGACTCCT TAGTGGGGGAAATGGAATTG (TTTATTTG)2(TTTA)3 391~395
SLA//IFMS056  (FAM)CAACCACGAAGACCTGCCTAAT  GTTGCTGTAGCTCTGGTGTAGA (CA)1S 278~284
SLA//IFMS098  (FAM)GACAGGCAGTCACCAGAACA CTCCACCCACCTATTGCCTA (TTG)5 329~335
SLA/IIFMSA13  (FAM)AACAACCCAGCAAGGAGATG TGAGGCCAAGATAGAGACCAA (CAG)22 201~237
SLA /-MS057  (FAM)AAGCTGTGATTCCTAACCTG GGGGTACCACATAGAGATTC (TAA)6 114~120
SLA /-MS055  (FAM)CACTCAGATCTGACGTTGCTGT CATGGTTAAGAAACTTCCATA (AAAT)6 212~222
SLA /-MSA02 (FAM)CAGGAAGTCATATTTGGCAAGA  CATGTAGCATTAGTGTCCCTGGT (TTG)5 391~406
SLA /-MS035  (FAM)CCTGTGTTTCTATGGCTGTGC CAGGGAAGGAACCCACATC (CA)20 210~252
SLA /-MSA00 (FAM)GTGGTTTCTGGGCAGATGA TTGGACATGATCTGTCAGGTG (TG)10 205~215
SLA /-MS034  (FAM)CCAGGTGGCTGACTTAGGAG TCCTTTTGCCCACAAAGAAC (CA)Y9 305~335
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(Ho) (He) (PIC) (Ho) (He) (PIC) (Ho) (He) (PIC)
SLA //-MS047  0.735 0.786 0.754 0.778 0.617 0.540 0.667 0.640 0.601
SLA //-MS092  0.820 0.815 0.781 0.889 0.733 0.674 0.533 0.702 0.649
SLA //-MS048  0.760 0.704 0.665 0.444 0.671 0.591 0.544 0.519 0.452
SLA //-MS049  0.600 0.787 0.747 0.059 0.565 0.493 0.389 0.433 0.415
SLA//-MS050  0.551 0.805 0.767 0.167 0.790 0.733 0.467 0.515 0.492
SLA//-MS051  0.511 0.563 0.482 0.722 0.665 0.571 0.449 0.499 0.440
SLA//-MS052  0.735 0.835 0.805 0.889 0.632 0.565 0.478 0.554 0.527
SLA //-MS095  0.680 0.666 0.610 1.000 0.641 0.544 0.689 0.638 0.584
SLA //-MS094  0.000 0.000 0.000 0.444 0.356 0.286 0.185 0.360 0.302
SLA/ZIFMS056  0.440 0.586 0.492 0.167 0.208 0.190 0.578 0.512 0.390
SLA/ZFMS098  0.531 0.646 0.566 0.056 0.532 0.409 0.256 0.346 0.292
SLAZIFMSALS  0.680 0.640 0.573 0.833 0.670 0.609 0.944 0.795 0.760
SLA 7-MS057  0.000 0.040 0.038 0.278 0.246 0211 0.256 0.532 0.442
SLA 7-MS055  0.440 0.536 0.480 0.500 0.489 0.404 0411 0.517 0.420
SLA 7-MSA02  0.460 0.524 0.403 0.278 0.338 0.300 0.178 0.274 0.238
SLA 7-MS035  0.694 0.782 0.740 0.944 0.711 0.639 0.889 0.764 0.733
SLA 7-MSAOO0  0.600 0.791 0.752 0.444 0.552 0.441 0.256 0.432 0.350
SLA 7-MS034  0.640 0.653 0.603 0.611 0.646 0.573 0.633 0.695 0.632

s 0.549+ 0.620 0.570+ 0.528+ 0.559+ 0.487+ 0.489+ 0.540% 0.485%

0.229 0.240 0.234 0.317 0.169 0.158 0.223 0.144 0.150
MDI 0.614+0.313 0.559+0.292 0.550+0.281
GWI 0.337+0.088 0.335+0.144 0.355+0.104
(Ho) (He) (PIC) (Ho) (He) (PIC) (Ho) (He) (PIC)

SLA //-MS047  0.404 0.385 0.359 0.844 0.824 0.785 0.685 0.651 0.608
SLA/7-MS092  0.798 0.816 0.790 0.645 0.884 0.856 0.737 0.790 0.750
SLA //-MS048  0.727 0.670 0.623 0.781 0.851 0.820 0.651 0.683 0.630
SLA//-MS049  0.101 0.114 0.107 0.719 0.840 0.804 0.373 0.548 0.513
SLA //-MS050 0788 0.863 0.845 0.656 0.930 0.909 0.526 0.780 0.749
SLAZ/-MS051  0.596 0.576 0.504 0.630 0.625 0.538 0.582 0.586 0.507
SLA //-MS052  0.929 0.767 0.730 0.871 0.871 0.842 0.780 0.732 0.694
SLAZ/-MS095  0.566 0.564 0.477 0.839 0.807 0.766 0.755 0.663 0.596
SLA //-MS094  0.000 0.000 0.000 0.000 0.364 0.325 0.126 0.216 0.183
SLAZTEMS056  0.000 0.000 0.000 0.300 0.389 0.321 0.297 0.339 0.279
SLAZIEMS098  0.172 0.559 0.458 0.323 0.482 0.362 0.267 0.513 0.417
SLAZIEMSAL3  0.798 0.749 0.711 0.688 0.782 0.740 0.789 0.727 0.679
SLA 7-MS057 0384 0.389 0312 0.219 0.201 0.183 0.227 0.282 0.237
SLA 7-MS055  0.414 0.439 0.380 0.207 0.249 0.227 0.394 0.446 0.382
SLA 7-MSA02  0.485 0.446 0.380 0.548 0.554 0.474 0.390 0.427 0.359
SLA 7-MS035  0.606 0.729 0.697 0.750 0.874 0.843 0.777 0.772 0.730
SLA 7-MSAOO  0.414 0.557 0.502 0.533 0.664 0.608 0.449 0.599 0.531
SLA 7-MS034  0.455 0.503 0.467 0.563 0.784 0.741 0.580 0.656 0.603

. 0.480+ 0.507+ 0.463+ 0.562+ 0.665+ 0.619+ 0.521+ 0.578+ 0.525+

0.279 0.259 0.251 0.252 0.236 0.243 0213 0.175 0.179
MDI 0.507+0.259 0.71620.371 / /

GWI 0.335+0.072 0.388+0.098 / /
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